
Date 2012/03/06	  @	  13:07:01
EasyProt	  version v2.2	  (build	  452)
#Jobs 1
FDR 5
MinUniqPepCount 2
Reporters 114	  115	  116	  117
Ratios 116/114	  117/115	  116/117
Tolerance 0,05
Intensity	  normalization	  with	  internal	  standard No
Global	  normalization Median	  log	  peptide	  ratios	  =	  0
Confidence 95	  %
Isotopic	  purity	  correction iTRAQ	  4-‐plex	  Batch	  Applied	  Biosystems	  0704062	  (Used:	  114	  115	  116	  117)

i114	  =	  1.0722661143666323	  *	  I114	  +	  -‐0.021481417611045946	  *	  I115	  +	  6.446362097163709E-‐4	  *	  I116	  +	  -‐4.304030777608941E-‐6	  *	  I117
i115	  =	  -‐0.06366037221582475	  *	  I114	  +	  1.0800880843649168	  *	  I115	  +	  -‐0.03241238085268591	  *	  I116	  +	  2.1640714974252142E-‐4	  *	  I117
i116	  =	  0.0014071154479143215	  *	  I114	  +	  -‐0.06045125760183586	  *	  I115	  +	  1.0797543752969976	  *	  I116	  +	  -‐0.04312972375427809	  *	  I117
i117	  =	  2.8132929466527135E-‐7	  *	  I114	  +	  0.0016427466736954693	  *	  I115	  +	  -‐0.048601691521348966	  *	  I116	  +	  1.0789424249141801	  *	  I117
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Job	  Title Nuclei_fractions
Job	  ID 1330977477981
User anf
Submission	  date 2012/03/05	  @	  20:57:57
Databases uniprot_sprot	  (2011_02	  of	  08-‐Feb-‐2011)
Taxonomies Homo	  sapiens	  (9606)
Instrument	  Type ESI-‐LTQ-‐Orbitrap
Scoring	  Model CID_LTQ_scan_LTQ

Round	  1
Enzyme Trypsin_(KR)
Missed	  Cleavage 1	  normal
Precursor	  Error	  Tolerance 25.0	  ppm
Min.	  Peptide	  Length 6
Min.	  Peptide	  z-‐Score 3
Extended	  PTM	  Search FALSO
Modifications Cys_CAM	  	  (fixed	  	  all)

iTRAQ_K	  	  (fixed	  	  all)
iTRAQ_Nterm	  	  (fixed	  	  all)
Oxidation_M	  	  (variable	  	  none)

Peaklist	  File Nuclei.idj.gz



Protein#AC ID Description Prot	  Score Coverage #Peptides #Uniq	  Peptides#Sub-‐proteins
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1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2
1 P21333_ISOFORM_2FLNA_HUMAN Filamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]468,696 36,64 139 64 2

2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9



2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9



2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9
2 Q15149 PLEC_HUMAN Plectin	  (PCN)	  (PLTN)	  (HD1)428,979 15,2 86 62 9

3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
3 P35579 MYH9_HUMAN Myosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)428,329 33,93 127 59 1
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5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4
5 P02545_CHAIN_1LMNA_HUMAN Prelamin-‐A/C	  [CHAIN	  1]259,871 46,75 104 34 4

6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2



6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2
6 Q13813_ISOFORM_3SPTA2_HUMAN Spectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]248,727 17,74 49 35 2

7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6



7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6
7 O75369_ISOFORM_2FLNB_HUMAN Filamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]197,486 13,89 39 27 6

8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16



8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16
8 P02751_CHAIN_0FINC_HUMAN Fibronectin	  [CHAIN	  0]194,087 16,43 47 25 16

9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1



9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1
9 Q07065 CKAP4_HUMAN Cytoskeleton-‐associated	  protein	  4	  (p63)193,489 52,66 57 25 1

10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4



10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4
10 Q00610_ISOFORM_2CLH1_HUMAN Clathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]189,336 19,34 39 26 4

11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1



11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1
11 P04264_CHAIN_0K2C1_HUMAN Keratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]189,155 45,57 38 23 1

12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0



12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1188,711 35,2 53 26 0

13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0
13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0



13 Q09666 AHNK_HUMAN Neuroblast	  differentiation-‐associated	  protein	  AHNAK182,489 6,35 45 26 0

14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2
14 Q9P2E9_ISOFORM_2RRBP1_HUMAN Ribosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]175,875 28,25 34 23 2

15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1



15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]173,605 40,33 48 25 1

16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0



16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4172,979 33,04 46 22 0

17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5



17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5



17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5



17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5
17 P60709_CHAIN_1ACTB_HUMAN Actin,	  cytoplasmic	  1	  [CHAIN	  1]160,12 61,5 135 20 5

18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  1151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  2151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  3151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  4151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  5151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  6151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  7151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  8151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  9151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  10151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  11151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  12151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  13151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  14151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  15151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  16151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  17151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  18151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  19151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  20151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  21151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  22151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  23151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  24151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  25151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  26151,737 11,17 27 21 2
18 Q01082 SPTB2_HUMAN Spectrin	  beta	  chain,	  non-‐erythrocytic	  27151,737 11,17 27 21 2

19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4



19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4
19 P07437 TBB5_HUMAN Tubulin	  beta	  chain137,032 58,56 35 18 4

20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3



20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3
20 P06753_ISOFORM_2TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]136,474 44,35 48 18 3

21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4



21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]134,699 49,41 53 17 4

22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4



22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4
22 P68032_CHAIN_0ACTC_HUMAN Actin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]131,813 52,8 53 17 4

23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0
23 P13645 K1C10_HUMAN Keratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)128,762 36,99 27 17 0

24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0



24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0
24 P07951 TPM2_HUMAN Tropomyosin	  beta	  chain127,367 40,85 52 17 0

25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1



25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1
25 P07951_ISOFORM_2TPM2_HUMAN Tropomyosin	  beta	  chain	  [ISOFORM	  2]127,354 42,25 52 17 1



26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1
26 P62736 ACTA_HUMAN Actin,	  aortic	  smooth	  muscle123,121 49,6 49 16 1

27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1



27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1
27 P14618_CHAIN_0KPYM_HUMAN Pyruvate	  kinase	  PKM	  [CHAIN	  0]121,54 41,89 32 17 1

28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7
28 Q9NZM1_ISOFORM_6MYOF_HUMAN Myoferlin	  [ISOFORM	  6]117,033 9,91 20 17 7



29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1
29 P09493 TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain116,46 32,39 49 15 1

30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2



30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2
30 P09493_ISOFORM_3TPM1_HUMAN Tropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]116,283 33,45 50 15 2

31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0



31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0
31 Q9Y490 TLN1_HUMAN Talin-‐1 115,934 9,21 19 16 0

32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1
32 P04843_CHAIN_0RPN1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]113,665 37,84 21 16 1

33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5



33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5
33 P68371 TBB2C_HUMAN Tubulin	  beta-‐4B	  chain112,453 48,09 29 15 5

34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1
34 P50454_CHAIN_0SERPH_HUMAN Serpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]112,265 47 29 15 1

35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0



35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0
35 P35527 K1C9_HUMAN Keratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)110,309 44,94 15 15 0

36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0
36 P67936_ISOFORM_2TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]110,26 34,51 38 16 0

37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1



37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1
37 P78527_ISOFORM_2PRKDC_HUMAN DNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]109,966 4,98 17 16 1

38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1



38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1
38 P67936_CHAIN_0TPM4_HUMAN Tropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]109,857 35,63 45 15 1

39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5
39 Q13885 TBB2A_HUMAN Tubulin	  beta-‐2A	  chain109,363 42,47 29 14 5

40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4



40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4
40 P07900_CHAIN_0HS90A_HUMAN Heat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]107,195 21,61 24 16 4

41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1



41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1
41 P11021_CHAIN_0GRP78_HUMAN 78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]106,608 26,89 43 14 1

42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1
42 P07237_CHAIN_0PDIA1_HUMAN Protein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]106,453 36,86 27 17 1

43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0



43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0
43 P14618_ISOFORM_M1KPYM_HUMAN Pyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]105,263 35,59 26 15 0

44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1
44 P06576_CHAIN_0ATPB_HUMAN ATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]104,774 43,78 35 14 1

45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1



45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1
45 P08238 HS90B_HUMAN Heat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)104,747 23,2 27 15 1

46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain104,084 12,02 23 13 1

47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1



47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1
47 P10809_CHAIN_0CH60_HUMAN 60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]100,447 31,26 24 15 1

48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1



48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]99,158 44,64 41 13 1

49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1
49 P22626 ROA2_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)94,221 40,23 25 13 1

50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3



50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3
50 Q71U36 TBA1A_HUMAN Tubulin	  alpha-‐1A	  chain93,407 35,03 44 11 3

51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0
51 Q08211 DHX9_HUMAN ATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)92,436 13,23 21 14 0

52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0



52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0
52 P68363 TBA1B_HUMAN Tubulin	  alpha-‐1B	  chain92,304 35,03 47 11 0

53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3



53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]90,251 4,82 14 13 3

54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6
54 P09651_ISOFORM_2ROA1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]86,478 48,31 21 13 6

55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4



55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4
55 P06733_CHAIN_0ENOA_HUMAN Alpha-‐enolase	  (NNE)	  [CHAIN	  0]85,57 36,95 25 11 4

56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1
56 P04406_CHAIN_0G3P_HUMAN Glyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]85,184 44,91 44 11 1

57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1



57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)84,692 8 15 12 1

58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0
58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0



58 Q9BQE3 TBA1C_HUMAN Tubulin	  alpha-‐1C	  chain84,39 31,4 41 10 0

59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1
59 Q14315_ISOFORM_2FLNC_HUMAN Filamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]83,73 5,91 19 12 1

60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1
60 P19338_CHAIN_0NUCL_HUMAN Nucleolin	  [CHAIN	  0]82,695 20,45 21 11 1

61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1



61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1
61 P35908 K22E_HUMAN Keratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)80,9 23,79 18 11 1

62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2
62 P61978_ISOFORM_3HNRPK_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]79,881 32,5 34 11 2

63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0



63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0
63 Q13509 TBB3_HUMAN Tubulin	  beta-‐3	  chain78,914 25,11 20 10 0

64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2
64 P60174_CHAIN_0TPIS_HUMAN Triosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]77,976 55,65 21 10 2

65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0



65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0
65 P06753 TPM3_HUMAN Tropomyosin	  alpha-‐3	  chain	  (hTM5)76,047 22,54 31 11 0

66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]75,916 39,18 24 11 1

67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1



67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain74,846 13,03 12 10 1

68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1
68 P25705_CHAIN_0ATPA_HUMAN ATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]74,661 25,29 23 10 1

69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1
69 P30101_CHAIN_0PDIA3_HUMAN Protein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]74,543 23,91 17 11 1

70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1



70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1
70 P14625_CHAIN_0ENPL_HUMAN Endoplasmin	  (GRP-‐94)	  [CHAIN	  0]73,288 13,43 14 10 1

71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1
71 Q00341_CHAIN_0VIGLN_HUMAN Vigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]73,06 12,08 14 11 1

72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1
72 P12956_CHAIN_0XRCC6_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]71,916 17,6 16 10 1

73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1



73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1
73 Q7KZF4_CHAIN_0SND1_HUMAN Staphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]71,666 14,74 15 10 1

74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4
74 Q05682_ISOFORM_5CALD1_HUMAN Caldesmon	  (CDM)	  [ISOFORM	  5]71,458 17,48 22 9 4

75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1
75 P53621 COPA_HUMAN Coatomer	  subunit	  alpha70,723 10,95 16 11 1

76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1



76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1
76 Q99623_CHAIN_0PHB2_HUMAN Prohibitin-‐2	  [CHAIN	  0]70,551 41,95 22 10 1

77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1
77 P13639_CHAIN_0EF2_HUMAN Elongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]70,309 14,94 24 11 1

78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1



78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1
78 P26641_CHAIN_0EF1G_HUMAN Elongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]70,008 22,25 17 9 1

79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]69,967 34,44 16 9 1

80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3
80 P11142_CHAIN_0HSP7C_HUMAN Heat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]69,887 17,52 27 10 3

81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1



81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1
81 Q01995_CHAIN_0TAGL_HUMAN Transgelin	  (SM22-‐alpha)	  [CHAIN	  0]68,399 52,5 23 10 1

82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0
82 P35232 PHB_HUMAN Prohibitin 67,955 45,22 26 9 0

83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1



83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1
83 P63244_CHAIN_0GBLP_HUMAN Guanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]67,778 35,13 17 9 1

84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1



84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1
84 P09382 LEG1_HUMAN Galectin-‐1	  (Gal-‐1)	  (HLBP14)67,585 81,48 40 9 1

85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5
85 O60506_ISOFORM_4HNRPQ_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]66,794 22,2 13 10 5

86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1
86 P78371_CHAIN_0TCPB_HUMAN T-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]66,084 22,47 16 9 1

87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2



87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]66,004 14,41 17 11 2

88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1
88 P15144_CHAIN_0AMPN_HUMAN Aminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]65,638 13,77 11 10 1

89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2
89 Q13838_CHAIN_0UAP56_HUMAN Spliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]64,765 24,59 13 10 2

90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]64,752 33,33 16 8 1

91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1



91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1
91 Q92945_ISOFORM_2FUBP2_HUMAN Far	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]64,65 14,79 9 8 1

92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1
92 P36578_CHAIN_0RL4_HUMAN 60S	  ribosomal	  protein	  L4	  [CHAIN	  0]63,94 30,05 15 9 1

93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0
93 P22314 UBA1_HUMAN Ubiquitin-‐like	  modifier-‐activating	  enzyme	  162,914 11,44 12 9 0

94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2
94 P11940_ISOFORM_2PABP1_HUMAN Polyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]62,016 20,66 15 9 2

95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2



95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2
95 P60842 IF4A1_HUMAN Eukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)61,929 22,66 17 9 2

96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1



96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1
96 Q6S8J3 POTEE_HUMAN POTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)61,848 7,81 54 7 1

97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1
97 P04844_CHAIN_0RPN2_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]61,594 16,91 18 8 1

98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0



98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0
98 P68366 TBA4A_HUMAN Tubulin	  alpha-‐4A	  chain60,809 23,21 35 7 0

99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0
99 P17987 TCPA_HUMAN T-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)60,631 21,94 11 9 0

100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1
100 Q02878 RL6_HUMAN 60S	  ribosomal	  protein	  L6	  (TaxREB107)60,413 31,25 20 9 1



101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1
101 Q14152_CHAIN_0EIF3A_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]59,302 7,82 10 9 1

102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0
102 O75533 SF3B1_HUMAN Splicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)59,209 8,74 10 8 0

103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1
103 P13010 XRCC5_HUMAN X-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)58,219 15,03 13 9 1

104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1
104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1



104 P23396_CHAIN_0RS3_HUMAN 40S	  ribosomal	  protein	  S3	  [CHAIN	  0]57,491 41,32 16 9 1

105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1
105 P46940_CHAIN_0IQGA1_HUMAN Ras	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]56,774 6,04 10 8 1

106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2
106 O00571_CHAIN_0DDX3X_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]56,082 14,37 10 7 2

107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1
107 P62805_CHAIN_0H4_HUMAN Histone	  H4	  [CHAIN	  0]55,944 63,73 24 8 1

108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1



108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1
108 P20700_CHAIN_0LMNB1_HUMAN Lamin-‐B1	  [CHAIN	  0]55,856 11,86 15 8 1

109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1
109 P55072_CHAIN_0TERA_HUMAN Transitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]55,816 12,8 11 7 1

110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1
110 P50990_CHAIN_0TCPQ_HUMAN T-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]55,638 15,36 10 6 1

111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5
111 Q9NQC3_ISOFORM_2RTN4_HUMAN Reticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]55,377 19,3 13 6 5

112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1



112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1
112 P08865_CHAIN_0RSSA_HUMAN 40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]55,13 25,51 12 7 1

113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0
113 O60701 UGDH_HUMAN UDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)54,542 22,06 9 7 0

114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5
114 P05556_CHAIN_0ITB1_HUMAN Integrin	  beta-‐1	  [CHAIN	  0]54,408 13,88 14 7 5

115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2



115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2
115 P68104 EF1A1_HUMAN Elongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)54,248 25,97 23 8 2

116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]53,388 22,61 18 6 3

117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1
117 P51991_ISOFORM_2ROA3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]53,059 23,88 11 7 1

118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0



118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0
118 Q9NY65 TBA8_HUMAN Tubulin	  alpha-‐8	  chain52,509 19,6 26 6 0

119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3
119 Q8WWI1_ISOFORM_3LMO7_HUMAN LIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]52,403 6,89 23 8 3

120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1
120 P13489_CHAIN_0RINI_HUMAN Ribonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]52,014 25,43 8 7 1

121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1



121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1
121 P15880_CHAIN_0RS2_HUMAN 40S	  ribosomal	  protein	  S2	  [CHAIN	  0]51,891 30,48 15 7 1

122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]51,737 8,37 10 8 2

123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5
123 Q12906_ISOFORM_5ILF3_HUMAN Interleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]51,537 11,45 10 8 5

124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4
124 P19367_ISOFORM_4HXK1_HUMAN Hexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]51,447 8,51 9 7 4

125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0



125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0
125 Q9ULV4 COR1C_HUMAN Coronin-‐1C 51,035 17,09 12 7 0

126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0
126 P17844 DDX5_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX550,811 13,19 13 8 0

127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1
127 P48643_CHAIN_0TCPE_HUMAN T-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]49,717 15,37 14 7 1

128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2
128 Q01518_CHAIN_0CAP1_HUMAN Adenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]49,653 20,89 12 7 2

129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0



129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0
129 O76021 RL1D1_HUMAN Ribosomal	  L1	  domain-‐containing	  protein	  149,338 13,27 8 6 0

130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1
130 P15311_CHAIN_0EZRI_HUMAN Ezrin	  [CHAIN	  0] 49,304 11,28 12 7 1

131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0
131 Q9BUF5 TBB6_HUMAN Tubulin	  beta-‐6	  chain49,262 18,61 13 7 0

132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0
132 P18124 RL7_HUMAN 60S	  ribosomal	  protein	  L748,989 17,34 11 7 0

133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1



133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1
133 P23284_CHAIN_0PPIB_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]48,602 38,8 14 7 1

134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1
134 Q9NR30_ISOFORM_2DDX21_HUMAN Nucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]48,587 12,45 10 6 1

135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0
135 Q96QK1 VPS35_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)48,517 11,93 15 7 0

136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1



136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1
136 O60814 H2B1K_HUMAN Histone	  H2B	  type	  1-‐K	  (H2B	  K)48,236 42,06 23 7 1

137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15
137 P06899_CHAIN_0H2B1J_HUMAN Histone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]48,165 41,6 21 7 15

138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1
138 O75643 U520_HUMAN U5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)48,141 4,03 8 7 1

139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1
139 P40926_CHAIN_0MDHM_HUMAN Malate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]48,137 27,07 14 6 1

140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1



140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A48,092 6,33 7 7 1

141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2 48,084 8,95 13 7 0

142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1
142 P12236_CHAIN_0ADT3_HUMAN ADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]48,057 28,28 12 7 1

143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0
143 Q99832 TCPH_HUMAN T-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)47,693 13,63 9 7 0

144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0



144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0
144 P63104 1433Z_HUMAN 14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)47,064 33,47 25 7 0

145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1
145 Q9BSJ8 ESYT1_HUMAN Extended	  synaptotagmin-‐1	  (E-‐Syt1)46,874 8,06 8 6 1

146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0
146 P04792 HSPB1_HUMAN Heat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)46,816 49,76 13 6 0

147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1
147 P05388 RLA0_HUMAN 60S	  acidic	  ribosomal	  protein	  P046,795 34,07 11 6 1



148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐146,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐246,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐346,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐446,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐546,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐646,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐746,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐846,792 10,07 9 7 1
148 Q9Y678 COPG_HUMAN Coatomer	  subunit	  gamma-‐946,792 10,07 9 7 1

149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2
149 P61019_CHAIN_0RAB2A_HUMAN Ras-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]46,763 36,49 9 7 2

150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2
150 P06396_ISOFORM_2GELS_HUMAN Gelsolin	  (ADF)	  [ISOFORM	  2]46,359 14,91 9 7 2

151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1
151 P37802_CHAIN_0TAGL2_HUMAN Transgelin-‐2	  [CHAIN	  0]46,284 34,85 13 6 1

152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1



152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1
152 P38646_CHAIN_0GRP75_HUMAN Stress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]46,25 9,79 14 5 1

153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMAN LIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]46,133 16,53 12 8 1

154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24



154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]45,909 36,43 36 6 24

155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0
155 Q15365 PCBP1_HUMAN Poly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)45,83 23,31 14 6 0

156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0
156 Q14247 SRC8_HUMAN Src	  substrate	  cortactin45,83 11,27 8 7 0

157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)45,559 13,27 9 6 0

158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2
158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2



158 P29692_CHAIN_0EF1D_HUMAN Elongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]45,343 26,43 14 5 2

159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3
159 P60660_CHAIN_0MYL6_HUMAN Myosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]45,341 48 18 6 3

160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2
160 O75083_CHAIN_0WDR1_HUMAN WD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]45,097 15,04 8 7 2

161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1
161 Q8NBS9_CHAIN_0TXND5_HUMAN Thioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]44,964 18,5 11 6 1

162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2
162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2



162 P00338_CHAIN_0LDHA_HUMAN L-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]44,779 23,26 11 7 2

163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1
163 P26038_CHAIN_0MOES_HUMAN Moesin	  [CHAIN	  0]44,634 11,98 12 7 1

164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3
164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3
164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3
164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3
164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3
164 P00387_CHAIN_1NB5R3_HUMAN NADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]44,504 28,73 6 6 3

165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5
165 P62701_CHAIN_0RS4X_HUMAN 40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]44,27 24,81 13 6 5

166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1
166 O00148_CHAIN_0DDX39_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]44,084 16,9 10 7 1

167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1
167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1
167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1
167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1
167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1



167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1
167 P23246 SFPQ_HUMAN Splicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)43,94 9,76 7 6 1

168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0
168 Q96AG4 LRC59_HUMAN Leucine-‐rich	  repeat-‐containing	  protein	  5943,765 23,13 17 6 0

169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0
169 P53618 COPB_HUMAN Coatomer	  subunit	  beta	  (Beta-‐COP)43,67 7,66 11 6 0

170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1
170 P25398_CHAIN_0RS12_HUMAN 40S	  ribosomal	  protein	  S12	  [CHAIN	  0]43,505 41,22 11 7 1

171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2



171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2
171 O43852_CHAIN_0CALU_HUMAN Calumenin	  [CHAIN	  0]43,486 25 10 6 2

172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]43,265 10,71 11 6 2

173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1
173 P21291_CHAIN_0CSRP1_HUMAN Cysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]43,05 34,9 9 5 1

174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2
174 P13674_CHAIN_0P4HA1_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]42,64 14,7 9 6 2

175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9
175 P16403_CHAIN_0H12_HUMAN Histone	  H1.2	  [CHAIN	  0]42,605 23,58 11 7 9

176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5



176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5
176 Q9H0U4 RAB1B_HUMAN Ras-‐related	  protein	  Rab-‐1B42,605 29,85 11 6 5

177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]42,146 6,59 8 6 3

178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0
178 P31949 S10AB_HUMAN Protein	  S100-‐A11	  (MLN	  70)42,12 46,67 17 5 0

179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2
179 P31943_CHAIN_1HNRH1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]41,754 17,19 9 5 2

180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0
180 P05455 LA_HUMAN Lupus	  La	  protein	  (SS-‐B)41,472 13,97 7 6 0



181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3
181 Q32P28_CHAIN_0P3H1_HUMAN Prolyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]41,39 8,26 9 5 3

182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0
182 P51149 RAB7A_HUMAN Ras-‐related	  protein	  Rab-‐7a41,34 29,47 8 5 0

183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0
183 P62753 RS6_HUMAN 40S	  ribosomal	  protein	  S641,321 17,67 10 5 0

184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1
184 P05141_CHAIN_0ADT2_HUMAN ADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]40,96 22,9 12 6 1

185 O60716_ISOFORM_4CTND1_HUMAN Catenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]40,83 12,71 5 5 31
185 O60716_ISOFORM_4CTND1_HUMAN Catenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]40,83 12,71 5 5 31
185 O60716_ISOFORM_4CTND1_HUMAN Catenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]40,83 12,71 5 5 31
185 O60716_ISOFORM_4CTND1_HUMAN Catenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]40,83 12,71 5 5 31
185 O60716_ISOFORM_4CTND1_HUMAN Catenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]40,83 12,71 5 5 31

186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0



186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3 40,747 7,1 11 6 0

187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0
187 Q9NZN4 EHD2_HUMAN EH	  domain-‐containing	  protein	  240,683 12,52 8 6 0

188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1
188 P27797_CHAIN_0CALR_HUMAN Calreticulin	  (ERp60)	  [CHAIN	  0]40,658 14 9 5 1

189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6
189 P26599 PTBP1_HUMAN Polypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)40,617 16,2 12 6 6

190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2
190 O75947_ISOFORM_2ATP5H_HUMAN ATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]40,294 42,34 9 6 2



191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1
191 P62277_CHAIN_0RS13_HUMAN 40S	  ribosomal	  protein	  S13	  [CHAIN	  0]40,168 38 9 6 1

192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1
192 P12235_CHAIN_0ADT1_HUMAN ADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]40,034 23,91 9 6 1

193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1
193 O15143_CHAIN_0ARC1B_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]39,796 25,88 9 6 1

194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]39,776 23,56 8 6 1

195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1
195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1
195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1
195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1
195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1
195 P35606_CHAIN_0COPB2_HUMAN Coatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]39,633 8,84 6 6 1

196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1



196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1
196 P00558 PGK1_HUMAN Phosphoglycerate	  kinase	  1	  (PRP	  2)39,234 17,99 14 5 1

197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0
197 P0CG38 POTEI_HUMAN POTE	  ankyrin	  domain	  family	  member	  I38,582 6,14 20 5 0

198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0
198 P49368 TCPG_HUMAN T-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)38,297 11,19 10 6 0

199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0
199 Q02543 RL18A_HUMAN 60S	  ribosomal	  protein	  L18a38,177 25,57 11 5 0



200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2
200 Q15084_CHAIN_0PDIA6_HUMAN Protein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]38,089 21,62 12 5 2

201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5
201 P61224_CHAIN_0RAP1B_HUMAN Ras-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]37,853 28,18 8 5 5

202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5
202 P13929_ISOFORM_3ENOB_HUMAN Beta-‐enolase	  (MSE)	  [ISOFORM	  3]37,819 17,9 11 4 5

203 Q9NVA2_CHAIN_0SEP11_HUMAN Septin-‐11	  [CHAIN	  0]37,689 11,68 5 5 2
203 Q9NVA2_CHAIN_0SEP11_HUMAN Septin-‐11	  [CHAIN	  0]37,689 11,68 5 5 2
203 Q9NVA2_CHAIN_0SEP11_HUMAN Septin-‐11	  [CHAIN	  0]37,689 11,68 5 5 2
203 Q9NVA2_CHAIN_0SEP11_HUMAN Septin-‐11	  [CHAIN	  0]37,689 11,68 5 5 2
203 Q9NVA2_CHAIN_0SEP11_HUMAN Septin-‐11	  [CHAIN	  0]37,689 11,68 5 5 2

204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1



204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1
204 P62424_CHAIN_0RL7A_HUMAN 60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]37,682 18,49 15 5 1

205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1
205 P46781_CHAIN_0RS9_HUMAN 40S	  ribosomal	  protein	  S9	  [CHAIN	  0]37,598 24,87 7 6 1

206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0
206 P37837 TALDO_HUMAN Transaldolase 37,535 19,58 9 6 0

207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1
207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1
207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1
207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1
207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1
207 Q14764_CHAIN_0MVP_HUMAN Major	  vault	  protein	  (MVP)	  [CHAIN	  0]36,983 8,41 6 5 1

208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1
208 P39023_CHAIN_0RL3_HUMAN 60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]36,972 15,42 9 6 1

209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1



209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1
209 P62258_ISOFORM_SV1433E_HUMAN 14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]36,709 28,76 25 6 1

210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]36,414 3,41 15 5 4

211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1
211 P21964_ISOFORM_SolubleCOMT_HUMAN Catechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]36,365 29,86 7 5 1

212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0
212 Q14974 IMB1_HUMAN Importin	  subunit	  beta-‐1	  (PTAC97)36,32 8,79 7 5 0

213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3



213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3
213 Q14103_ISOFORM_4HNRPD_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]36,222 21,25 10 6 3

214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2
214 Q16629_ISOFORM_3SRSF7_HUMAN Serine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]35,912 38,64 8 5 2

215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17
215 P0CG47_CHAIN_0UBB_HUMAN Polyubiquitin-‐B	  [CHAIN	  0]35,845 47,37 13 5 17

216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1
216 Q02809_CHAIN_0PLOD1_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]35,594 9,59 7 5 1

217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf16635,582 27,05 8 5 0

218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1
218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1



218 P21980 TGM2_HUMAN Protein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)35,308 10,33 8 5 1

219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]35,301 10,75 7 5 5

220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5
220 P67809_CHAIN_0YBOX1_HUMAN Nuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]35,242 19,5 12 4 5

221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]35,218 5,12 5 5 6
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]35,218 5,12 5 5 6
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]35,218 5,12 5 5 6
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]35,218 5,12 5 5 6
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]35,218 5,12 5 5 6

222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0
222 P62081 RS7_HUMAN 40S	  ribosomal	  protein	  S735,161 27,32 9 5 0

223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1
223 P07910_ISOFORM_4HNRPC_HUMAN Heterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]35,1 18 10 5 1

224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0



224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0
224 P35749 MYH11_HUMANMyosin-‐11 35,056 3,19 11 5 0

225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1
225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1
225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1
225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1
225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1
225 P22695_CHAIN_0QCR2_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]34,899 14,35 6 4 1

226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3
226 P08134_CHAIN_0RHOC_HUMAN Rho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]34,879 18,95 7 5 3

227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2
227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2
227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2
227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2
227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2
227 Q16643_CHAIN_0DREB_HUMAN Drebrin	  [CHAIN	  0]34,801 11,27 6 4 2

228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2
228 P08107_CHAIN_0HSP71_HUMAN Heat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]34,737 12,81 9 5 2

229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1
229 P39019_CHAIN_0RS19_HUMAN 40S	  ribosomal	  protein	  S19	  [CHAIN	  0]34,728 29,17 10 6 1



230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1
230 Q96D15_CHAIN_0RCN3_HUMAN Reticulocalbin-‐3	  [CHAIN	  0]34,558 20,13 10 4 1

231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0
231 Q6DD88 ATLA3_HUMAN Atlastin-‐3 34,502 9,8 9 5 0

232 P48444 COPD_HUMAN Coatomer	  subunit	  delta	  (Delta-‐COP)34,46 10,57 5 5 0
232 P48444 COPD_HUMAN Coatomer	  subunit	  delta	  (Delta-‐COP)34,46 10,57 5 5 0
232 P48444 COPD_HUMAN Coatomer	  subunit	  delta	  (Delta-‐COP)34,46 10,57 5 5 0
232 P48444 COPD_HUMAN Coatomer	  subunit	  delta	  (Delta-‐COP)34,46 10,57 5 5 0
232 P48444 COPD_HUMAN Coatomer	  subunit	  delta	  (Delta-‐COP)34,46 10,57 5 5 0

233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0
233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0
233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0
233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0
233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0
233 Q14204 DYHC1_HUMAN Cytoplasmic	  dynein	  1	  heavy	  chain	  134,437 1,55 6 5 0

234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1
234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1
234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1
234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1
234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1
234 P28331_CHAIN_0NDUS1_HUMAN NADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]34,232 10,8 6 5 1

235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1



235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1
235 P62937_CHAIN_0PPIA_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]34,01 42,68 13 5 1

236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3
236 Q99729_ISOFORM_3ROAA_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]33,843 18,6 13 5 3

237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0
237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0
237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0
237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0
237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0
237 Q13200 PSMD2_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  233,835 8,04 6 5 0

238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1
238 O43390_CHAIN_0HNRPR_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]33,818 9,49 8 5 1

239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0
239 P61026 RAB10_HUMAN Ras-‐related	  protein	  Rab-‐1033,722 21 8 5 0

240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1
240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1



240 P10606_CHAIN_0COX5B_HUMAN Cytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]33,628 52,04 10 5 1

241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1
241 Q96AY3_CHAIN_0FKB10_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]33,623 10,07 7 5 1

242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1
242 Q07020_CHAIN_0RL18_HUMAN 60S	  ribosomal	  protein	  L18	  [CHAIN	  0]33,613 25,67 9 4 1

243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1
243 P62873_CHAIN_0GBB1_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]33,56 16,52 9 4 1

244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3
244 P08195_ISOFORM_24F2_HUMAN 4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]33,529 11,34 8 5 3

245 P54886_ISOFORM_ShortP5CS_HUMAN Delta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]33,428 6,56 4 4 1
245 P54886_ISOFORM_ShortP5CS_HUMAN Delta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]33,428 6,56 4 4 1
245 P54886_ISOFORM_ShortP5CS_HUMAN Delta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]33,428 6,56 4 4 1
245 P54886_ISOFORM_ShortP5CS_HUMAN Delta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]33,428 6,56 4 4 1

246 Q86UP2_ISOFORM_2KTN1_HUMAN Kinectin	  [ISOFORM	  2]33,332 7,08 5 5 1
246 Q86UP2_ISOFORM_2KTN1_HUMAN Kinectin	  [ISOFORM	  2]33,332 7,08 5 5 1
246 Q86UP2_ISOFORM_2KTN1_HUMAN Kinectin	  [ISOFORM	  2]33,332 7,08 5 5 1
246 Q86UP2_ISOFORM_2KTN1_HUMAN Kinectin	  [ISOFORM	  2]33,332 7,08 5 5 1
246 Q86UP2_ISOFORM_2KTN1_HUMAN Kinectin	  [ISOFORM	  2]33,332 7,08 5 5 1

247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3



247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3
247 Q92841 DDX17_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX1733,014 9,38 9 5 3

248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0
248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0
248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0
248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0
248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0
248 Q99829 CPNE1_HUMAN Copine-‐1 33,013 12,48 6 5 0

249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1
249 P30050 RL12_HUMAN 60S	  ribosomal	  protein	  L1232,912 38,18 10 4 1

250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1
250 P63241 IF5A1_HUMAN Eukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)32,91 43,51 9 4 1

251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1
251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1
251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1
251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1
251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1
251 Q02978_CHAIN_0M2OM_HUMAN Mitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]32,758 14,7 6 4 1

252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)32,723 15,19 8 4 1



253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0
253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0
253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0
253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0
253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0
253 Q12905 ILF2_HUMAN Interleukin	  enhancer-‐binding	  factor	  232,653 17,44 6 5 0

254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]32,445 4,09 6 5 1

255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5
255 Q15366 PCBP2_HUMAN Poly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)32,368 16,99 9 5 5

256 P29401 TKT_HUMAN Transketolase	  (TK)32,292 11,08 5 5 0
256 P29401 TKT_HUMAN Transketolase	  (TK)32,292 11,08 5 5 0
256 P29401 TKT_HUMAN Transketolase	  (TK)32,292 11,08 5 5 0
256 P29401 TKT_HUMAN Transketolase	  (TK)32,292 11,08 5 5 0
256 P29401 TKT_HUMAN Transketolase	  (TK)32,292 11,08 5 5 0

257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1
257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1
257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1
257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1
257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1
257 P02786_CHAIN_1TFR1_HUMAN Transferrin	  receptor	  protein	  1	  [CHAIN	  1]32,21 8,33 6 5 1

258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0



258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0
258 P05387 RLA2_HUMAN 60S	  acidic	  ribosomal	  protein	  P231,989 69,57 17 4 0

259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2
259 O14979_ISOFORM_3HNRDL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]31,903 22,13 8 5 2

260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1
260 P62158 CALM_HUMAN Calmodulin	  (CaM)31,864 36,24 9 4 1

261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]31,802 35,38 8 4 10

262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1
262 Q6NZI2 PTRF_HUMAN Polymerase	  I	  and	  transcript	  release	  factor31,73 15,13 7 4 1

263 Q15942_CHAIN_0ZYX_HUMAN Zyxin	  [CHAIN	  0] 31,712 11,91 5 5 1
263 Q15942_CHAIN_0ZYX_HUMAN Zyxin	  [CHAIN	  0] 31,712 11,91 5 5 1
263 Q15942_CHAIN_0ZYX_HUMAN Zyxin	  [CHAIN	  0] 31,712 11,91 5 5 1
263 Q15942_CHAIN_0ZYX_HUMAN Zyxin	  [CHAIN	  0] 31,712 11,91 5 5 1
263 Q15942_CHAIN_0ZYX_HUMAN Zyxin	  [CHAIN	  0] 31,712 11,91 5 5 1

264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1
264 Q07954_CHAIN_0LRP1_HUMAN Prolow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]31,711 1,26 7 5 1



265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3
265 Q07955_ISOFORM_ASF-3SRSF1_HUMAN Serine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]31,568 23,38 12 5 3

266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1
266 P39656_CHAIN_0OST48_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]31,475 11,84 10 5 1

267 Q9H4M9EHD1_HUMAN EH	  domain-‐containing	  protein	  1	  (hPAST1)31,437 12,36 5 5 1
267 Q9H4M9EHD1_HUMAN EH	  domain-‐containing	  protein	  1	  (hPAST1)31,437 12,36 5 5 1
267 Q9H4M9EHD1_HUMAN EH	  domain-‐containing	  protein	  1	  (hPAST1)31,437 12,36 5 5 1
267 Q9H4M9EHD1_HUMAN EH	  domain-‐containing	  protein	  1	  (hPAST1)31,437 12,36 5 5 1
267 Q9H4M9EHD1_HUMAN EH	  domain-‐containing	  protein	  1	  (hPAST1)31,437 12,36 5 5 1

268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1
268 P55209 NP1L1_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)31,35 10,74 8 4 1

269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1
269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1



269 P62241_CHAIN_0RS8_HUMAN 40S	  ribosomal	  protein	  S8	  [CHAIN	  0]31,317 24,64 13 4 1

270 P27695_CHAIN_1APEX1_HUMAN DNA-‐	  lyase	  [CHAIN	  1]31,249 22,65 5 4 2
270 P27695_CHAIN_1APEX1_HUMAN DNA-‐	  lyase	  [CHAIN	  1]31,249 22,65 5 4 2
270 P27695_CHAIN_1APEX1_HUMAN DNA-‐	  lyase	  [CHAIN	  1]31,249 22,65 5 4 2
270 P27695_CHAIN_1APEX1_HUMAN DNA-‐	  lyase	  [CHAIN	  1]31,249 22,65 5 4 2
270 P27695_CHAIN_1APEX1_HUMAN DNA-‐	  lyase	  [CHAIN	  1]31,249 22,65 5 4 2

271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1
271 P21589_CHAIN_05NTD_HUMAN 5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]31,245 12,24 8 5 1

272 P41252 SYIC_HUMAN Isoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)31,21 3,65 5 5 0
272 P41252 SYIC_HUMAN Isoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)31,21 3,65 5 5 0
272 P41252 SYIC_HUMAN Isoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)31,21 3,65 5 5 0
272 P41252 SYIC_HUMAN Isoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)31,21 3,65 5 5 0
272 P41252 SYIC_HUMAN Isoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)31,21 3,65 5 5 0

273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7
273 P27348 1433T_HUMAN 14-‐3-‐3	  protein	  theta31,141 19,18 22 5 7

274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1



274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1
274 Q58FF8_CHAIN_0H90B2_HUMAN Putative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]31,029 15,79 13 5 1

275 Q02218_CHAIN_0ODO1_HUMAN 2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]30,889 5,9 5 5 3
275 Q02218_CHAIN_0ODO1_HUMAN 2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]30,889 5,9 5 5 3
275 Q02218_CHAIN_0ODO1_HUMAN 2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]30,889 5,9 5 5 3
275 Q02218_CHAIN_0ODO1_HUMAN 2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]30,889 5,9 5 5 3
275 Q02218_CHAIN_0ODO1_HUMAN 2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]30,889 5,9 5 5 3

276 P61106_CHAIN_0RAB14_HUMAN Ras-‐related	  protein	  Rab-‐14	  [CHAIN	  0]30,82 32,71 5 4 1
276 P61106_CHAIN_0RAB14_HUMAN Ras-‐related	  protein	  Rab-‐14	  [CHAIN	  0]30,82 32,71 5 4 1
276 P61106_CHAIN_0RAB14_HUMAN Ras-‐related	  protein	  Rab-‐14	  [CHAIN	  0]30,82 32,71 5 4 1
276 P61106_CHAIN_0RAB14_HUMAN Ras-‐related	  protein	  Rab-‐14	  [CHAIN	  0]30,82 32,71 5 4 1
276 P61106_CHAIN_0RAB14_HUMAN Ras-‐related	  protein	  Rab-‐14	  [CHAIN	  0]30,82 32,71 5 4 1

277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1
277 P61313 RL15_HUMAN 60S	  ribosomal	  protein	  L1530,473 24,51 7 4 1

278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1
278 P07195_CHAIN_0LDHB_HUMAN L-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]30,401 15,02 8 4 1

279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0
279 Q13724 MOGS_HUMAN Mannosyl-‐oligosaccharide	  glucosidase30,315 7,17 7 4 0

280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2



280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2
280 P30044_CHAIN_0PRDX5_HUMAN Peroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]30,144 22,22 9 4 2

281 P49327 FAS_HUMAN Fatty	  acid	  synthase30,144 3,11 4 4 0
281 P49327 FAS_HUMAN Fatty	  acid	  synthase30,144 3,11 4 4 0
281 P49327 FAS_HUMAN Fatty	  acid	  synthase30,144 3,11 4 4 0
281 P49327 FAS_HUMAN Fatty	  acid	  synthase30,144 3,11 4 4 0

282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1
282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1
282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1
282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1
282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1
282 P62906_CHAIN_0RL10A_HUMAN 60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]29,886 25,46 6 4 1

283 O94925_ISOFORM_3GLSK_HUMAN Glutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3]29,755 11,04 4 4 3
283 O94925_ISOFORM_3GLSK_HUMAN Glutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3]29,755 11,04 4 4 3
283 O94925_ISOFORM_3GLSK_HUMAN Glutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3]29,755 11,04 4 4 3
283 O94925_ISOFORM_3GLSK_HUMAN Glutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3]29,755 11,04 4 4 3

284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4
284 P41091_CHAIN_0IF2G_HUMAN Eukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]29,745 16,77 7 5 4

285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0
285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0
285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0
285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0
285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0
285 P53396 ACLY_HUMAN ATP-‐citrate	  synthase29,527 5,36 6 4 0

286 O95782_ISOFORM_BAP2A1_HUMAN AP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]29,354 4,82 5 5 1
286 O95782_ISOFORM_BAP2A1_HUMAN AP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]29,354 4,82 5 5 1
286 O95782_ISOFORM_BAP2A1_HUMAN AP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]29,354 4,82 5 5 1
286 O95782_ISOFORM_BAP2A1_HUMAN AP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]29,354 4,82 5 5 1
286 O95782_ISOFORM_BAP2A1_HUMAN AP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]29,354 4,82 5 5 1

287 Q16891_ISOFORM_3IMMT_HUMAN Mitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]29,349 11,57 5 5 2
287 Q16891_ISOFORM_3IMMT_HUMAN Mitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]29,349 11,57 5 5 2
287 Q16891_ISOFORM_3IMMT_HUMAN Mitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]29,349 11,57 5 5 2
287 Q16891_ISOFORM_3IMMT_HUMAN Mitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]29,349 11,57 5 5 2
287 Q16891_ISOFORM_3IMMT_HUMAN Mitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]29,349 11,57 5 5 2

288 Q15019 SEPT2_HUMAN Septin-‐2	  (NEDD-‐5)29,323 14,96 5 4 1
288 Q15019 SEPT2_HUMAN Septin-‐2	  (NEDD-‐5)29,323 14,96 5 4 1
288 Q15019 SEPT2_HUMAN Septin-‐2	  (NEDD-‐5)29,323 14,96 5 4 1
288 Q15019 SEPT2_HUMAN Septin-‐2	  (NEDD-‐5)29,323 14,96 5 4 1
288 Q15019 SEPT2_HUMAN Septin-‐2	  (NEDD-‐5)29,323 14,96 5 4 1



289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1
289 P07737_CHAIN_0PROF1_HUMAN Profilin-‐1	  [CHAIN	  0]29,274 28,78 14 4 1

290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0
290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0
290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0
290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0
290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0
290 Q99613 EIF3C_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)29,244 5,15 6 5 0

291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0
291 Q969G5 PRDBP_HUMAN Protein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)29,229 17,24 7 4 0

292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38
292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38
292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38
292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38
292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38
292 P16188_CHAIN_01A30_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]29,11 16,13 6 4 38

293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1
293 P52597_CHAIN_1HNRPF_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]29,06 12,56 8 4 1

294 P27824_CHAIN_0CALX_HUMAN Calnexin	  [CHAIN	  0]29,047 8,92 5 4 1
294 P27824_CHAIN_0CALX_HUMAN Calnexin	  [CHAIN	  0]29,047 8,92 5 4 1
294 P27824_CHAIN_0CALX_HUMAN Calnexin	  [CHAIN	  0]29,047 8,92 5 4 1
294 P27824_CHAIN_0CALX_HUMAN Calnexin	  [CHAIN	  0]29,047 8,92 5 4 1
294 P27824_CHAIN_0CALX_HUMAN Calnexin	  [CHAIN	  0]29,047 8,92 5 4 1



295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0
295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0
295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0
295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0
295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0
295 Q06830 PRDX1_HUMAN Peroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)29,032 19,6 6 4 0

296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1
296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1
296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1
296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1
296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1
296 P55769_CHAIN_0NH2L1_HUMAN NHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]29,001 28,35 6 4 1

297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9
297 P04899_CHAIN_0GNAI2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]28,999 14,41 7 4 9

298 P62491_CHAIN_0RB11A_HUMAN Ras-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]28,933 19,81 5 4 3
298 P62491_CHAIN_0RB11A_HUMAN Ras-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]28,933 19,81 5 4 3
298 P62491_CHAIN_0RB11A_HUMAN Ras-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]28,933 19,81 5 4 3
298 P62491_CHAIN_0RB11A_HUMAN Ras-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]28,933 19,81 5 4 3
298 P62491_CHAIN_0RB11A_HUMAN Ras-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]28,933 19,81 5 4 3

299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1
299 P62280_CHAIN_0RS11_HUMAN 40S	  ribosomal	  protein	  S11	  [CHAIN	  0]28,821 26,11 9 5 1

300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2
300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2
300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2
300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2
300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2
300 Q99714_CHAIN_0HCD2_HUMAN 3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]28,773 23,85 6 4 2

301 Q15717 ELAV1_HUMAN ELAV-‐like	  protein	  1	  (HuR)28,77 14,11 5 4 0
301 Q15717 ELAV1_HUMAN ELAV-‐like	  protein	  1	  (HuR)28,77 14,11 5 4 0
301 Q15717 ELAV1_HUMAN ELAV-‐like	  protein	  1	  (HuR)28,77 14,11 5 4 0
301 Q15717 ELAV1_HUMAN ELAV-‐like	  protein	  1	  (HuR)28,77 14,11 5 4 0
301 Q15717 ELAV1_HUMAN ELAV-‐like	  protein	  1	  (HuR)28,77 14,11 5 4 0



302 O15460_CHAIN_0P4HA2_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]28,489 11,48 5 4 2
302 O15460_CHAIN_0P4HA2_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]28,489 11,48 5 4 2
302 O15460_CHAIN_0P4HA2_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]28,489 11,48 5 4 2
302 O15460_CHAIN_0P4HA2_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]28,489 11,48 5 4 2
302 O15460_CHAIN_0P4HA2_HUMAN Prolyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]28,489 11,48 5 4 2

303 Q9Y3F4 STRAP_HUMAN Serine-‐threonine	  kinase	  receptor-‐associated	  protein28,481 12,86 5 4 0
303 Q9Y3F4 STRAP_HUMAN Serine-‐threonine	  kinase	  receptor-‐associated	  protein28,481 12,86 5 4 0
303 Q9Y3F4 STRAP_HUMAN Serine-‐threonine	  kinase	  receptor-‐associated	  protein28,481 12,86 5 4 0
303 Q9Y3F4 STRAP_HUMAN Serine-‐threonine	  kinase	  receptor-‐associated	  protein28,481 12,86 5 4 0
303 Q9Y3F4 STRAP_HUMAN Serine-‐threonine	  kinase	  receptor-‐associated	  protein28,481 12,86 5 4 0

304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1
304 P04216_CHAIN_0THY1_HUMAN Thy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]28,315 35,14 9 3 1

305 Q9P258 RCC2_HUMAN Protein	  RCC2 27,867 9,58 4 4 0
305 Q9P258 RCC2_HUMAN Protein	  RCC2 27,867 9,58 4 4 0
305 Q9P258 RCC2_HUMAN Protein	  RCC2 27,867 9,58 4 4 0
305 Q9P258 RCC2_HUMAN Protein	  RCC2 27,867 9,58 4 4 0

306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0
306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0
306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0
306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0
306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0
306 P83731 RL24_HUMAN 60S	  ribosomal	  protein	  L2427,857 24,84 6 4 0

307 Q92616_CHAIN_0GCN1L_HUMAN Translational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0]27,834 2,4 4 4 1
307 Q92616_CHAIN_0GCN1L_HUMAN Translational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0]27,834 2,4 4 4 1
307 Q92616_CHAIN_0GCN1L_HUMAN Translational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0]27,834 2,4 4 4 1
307 Q92616_CHAIN_0GCN1L_HUMAN Translational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0]27,834 2,4 4 4 1

308 P00505_CHAIN_0AATM_HUMAN Aspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]27,639 12,22 4 3 1
308 P00505_CHAIN_0AATM_HUMAN Aspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]27,639 12,22 4 3 1
308 P00505_CHAIN_0AATM_HUMAN Aspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]27,639 12,22 4 3 1
308 P00505_CHAIN_0AATM_HUMAN Aspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]27,639 12,22 4 3 1

309 P49756 RBM25_HUMAN RNA-‐binding	  protein	  25	  (RED120)27,47 6,76 5 4 2
309 P49756 RBM25_HUMAN RNA-‐binding	  protein	  25	  (RED120)27,47 6,76 5 4 2
309 P49756 RBM25_HUMAN RNA-‐binding	  protein	  25	  (RED120)27,47 6,76 5 4 2
309 P49756 RBM25_HUMAN RNA-‐binding	  protein	  25	  (RED120)27,47 6,76 5 4 2
309 P49756 RBM25_HUMAN RNA-‐binding	  protein	  25	  (RED120)27,47 6,76 5 4 2

310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1
310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1



310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1
310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1
310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1
310 Q16658_CHAIN_0FSCN1_HUMAN Fascin	  [CHAIN	  0]27,452 10,77 6 4 1

311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1
311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1
311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1
311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1
311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1
311 O75396_CHAIN_0SC22B_HUMAN Vesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]27,389 15,89 6 3 1

312 P13647 K2C5_HUMAN Keratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)27,318 7,12 5 4 8
312 P13647 K2C5_HUMAN Keratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)27,318 7,12 5 4 8
312 P13647 K2C5_HUMAN Keratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)27,318 7,12 5 4 8
312 P13647 K2C5_HUMAN Keratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)27,318 7,12 5 4 8
312 P13647 K2C5_HUMAN Keratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)27,318 7,12 5 4 8

313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1
313 P59998_CHAIN_0ARPC4_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]27,312 29,34 8 4 1

314 Q92499 DDX1_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)27,24 8,38 5 4 0
314 Q92499 DDX1_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)27,24 8,38 5 4 0
314 Q92499 DDX1_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)27,24 8,38 5 4 0
314 Q92499 DDX1_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)27,24 8,38 5 4 0
314 Q92499 DDX1_HUMAN ATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)27,24 8,38 5 4 0

315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1
315 P62269_CHAIN_0RS18_HUMAN 40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]27,213 23,84 8 5 1

316 O75367_ISOFORM_1H2AY_HUMAN Core	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]27,068 12,47 5 4 3
316 O75367_ISOFORM_1H2AY_HUMAN Core	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]27,068 12,47 5 4 3
316 O75367_ISOFORM_1H2AY_HUMAN Core	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]27,068 12,47 5 4 3
316 O75367_ISOFORM_1H2AY_HUMAN Core	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]27,068 12,47 5 4 3
316 O75367_ISOFORM_1H2AY_HUMAN Core	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]27,068 12,47 5 4 3

317 P61247_CHAIN_0RS3A_HUMAN 40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]26,895 16,73 5 4 1
317 P61247_CHAIN_0RS3A_HUMAN 40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]26,895 16,73 5 4 1
317 P61247_CHAIN_0RS3A_HUMAN 40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]26,895 16,73 5 4 1
317 P61247_CHAIN_0RS3A_HUMAN 40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]26,895 16,73 5 4 1



317 P61247_CHAIN_0RS3A_HUMAN 40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]26,895 16,73 5 4 1

318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1
318 P15531_CHAIN_0NDKA_HUMAN Nucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]26,878 31,79 7 4 1

319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2
319 Q00839_ISOFORM_ShortHNRPU_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]26,627 6,58 12 4 2

320 Q13310_ISOFORM_2PABP4_HUMAN Polyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]26,537 8,08 4 4 1
320 Q13310_ISOFORM_2PABP4_HUMAN Polyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]26,537 8,08 4 4 1
320 Q13310_ISOFORM_2PABP4_HUMAN Polyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]26,537 8,08 4 4 1
320 Q13310_ISOFORM_2PABP4_HUMAN Polyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]26,537 8,08 4 4 1

321 P60900 PSA6_HUMAN Proteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K)26,534 14,63 4 3 0
321 P60900 PSA6_HUMAN Proteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K)26,534 14,63 4 3 0
321 P60900 PSA6_HUMAN Proteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K)26,534 14,63 4 3 0
321 P60900 PSA6_HUMAN Proteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K)26,534 14,63 4 3 0

322 P30504_CHAIN_01C04_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐4	  alpha	  chain	  [CHAIN	  0]26,482 10,82 4 3 26
322 P30504_CHAIN_01C04_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐4	  alpha	  chain	  [CHAIN	  0]26,482 10,82 4 3 26
322 P30504_CHAIN_01C04_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐4	  alpha	  chain	  [CHAIN	  0]26,482 10,82 4 3 26
322 P30504_CHAIN_01C04_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐4	  alpha	  chain	  [CHAIN	  0]26,482 10,82 4 3 26

323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1
323 P32119_CHAIN_0PRDX2_HUMAN Peroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]26,434 24,37 7 4 1

324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2
324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2
324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2
324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2
324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2
324 P61619_ISOFORM_3S61A1_HUMAN Protein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]26,193 14,89 6 4 2



325 Q9Y262_CHAIN_0EIF3L_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]26,117 7,82 4 4 1
325 Q9Y262_CHAIN_0EIF3L_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]26,117 7,82 4 4 1
325 Q9Y262_CHAIN_0EIF3L_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]26,117 7,82 4 4 1
325 Q9Y262_CHAIN_0EIF3L_HUMAN Eukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]26,117 7,82 4 4 1

326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0
326 P62851 RS25_HUMAN 40S	  ribosomal	  protein	  S2525,942 24,8 9 4 0

327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]25,859 6,86 10 4 1

328 Q9UBV2_CHAIN_0SE1L1_HUMAN Protein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0]25,78 7,24 4 3 2
328 Q9UBV2_CHAIN_0SE1L1_HUMAN Protein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0]25,78 7,24 4 3 2
328 Q9UBV2_CHAIN_0SE1L1_HUMAN Protein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0]25,78 7,24 4 3 2
328 Q9UBV2_CHAIN_0SE1L1_HUMAN Protein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0]25,78 7,24 4 3 2

329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1
329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1
329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1
329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1
329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1
329 P13797 PLST_HUMAN Plastin-‐3 25,74 10,16 6 4 1

330 Q9UHD8_ISOFORM_7SEPT9_HUMAN Septin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]25,683 7,58 4 4 7
330 Q9UHD8_ISOFORM_7SEPT9_HUMAN Septin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]25,683 7,58 4 4 7
330 Q9UHD8_ISOFORM_7SEPT9_HUMAN Septin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]25,683 7,58 4 4 7
330 Q9UHD8_ISOFORM_7SEPT9_HUMAN Septin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]25,683 7,58 4 4 7

331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1
331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1
331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1
331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1
331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1
331 P63010 AP2B1_HUMAN AP-‐2	  complex	  subunit	  beta25,565 5,76 6 4 1

332 P06744_CHAIN_0G6PI_HUMAN Glucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]25,396 7,9 5 3 1



332 P06744_CHAIN_0G6PI_HUMAN Glucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]25,396 7,9 5 3 1
332 P06744_CHAIN_0G6PI_HUMAN Glucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]25,396 7,9 5 3 1
332 P06744_CHAIN_0G6PI_HUMAN Glucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]25,396 7,9 5 3 1
332 P06744_CHAIN_0G6PI_HUMAN Glucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]25,396 7,9 5 3 1

333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2
333 P07602 SAP_HUMAN Proactivator	  polypeptide25,374 8,59 7 4 2

334 O43143 DHX15_HUMAN Putative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX1525,313 5,79 4 4 0
334 O43143 DHX15_HUMAN Putative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX1525,313 5,79 4 4 0
334 O43143 DHX15_HUMAN Putative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX1525,313 5,79 4 4 0
334 O43143 DHX15_HUMAN Putative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX1525,313 5,79 4 4 0

335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]25,282 9,01 7 4 1

336 Q86Y82 STX12_HUMAN Syntaxin-‐12 25,159 16,67 5 3 0
336 Q86Y82 STX12_HUMAN Syntaxin-‐12 25,159 16,67 5 3 0
336 Q86Y82 STX12_HUMAN Syntaxin-‐12 25,159 16,67 5 3 0
336 Q86Y82 STX12_HUMAN Syntaxin-‐12 25,159 16,67 5 3 0
336 Q86Y82 STX12_HUMAN Syntaxin-‐12 25,159 16,67 5 3 0

337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1
337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1
337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1
337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1
337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1
337 Q9UKM9_ISOFORM_1RALY_HUMAN RNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]25,157 13,1 6 4 1

338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0
338 P34931 HS71L_HUMAN Heat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)25,105 6,24 9 3 0

339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4
339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4
339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4



339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4
339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4
339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4
339 P62136_CHAIN_0PP1A_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]24,918 16,72 7 4 4

340 Q8NC51_ISOFORM_4PAIRB_HUMAN Plasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]24,837 15,5 4 4 4
340 Q8NC51_ISOFORM_4PAIRB_HUMAN Plasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]24,837 15,5 4 4 4
340 Q8NC51_ISOFORM_4PAIRB_HUMAN Plasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]24,837 15,5 4 4 4
340 Q8NC51_ISOFORM_4PAIRB_HUMAN Plasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]24,837 15,5 4 4 4

341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1
341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1
341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1
341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1
341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1
341 P11279_CHAIN_0LAMP1_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]24,695 9,25 6 3 1

342 O00469_CHAIN_0PLOD2_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]24,69 5,76 5 4 2
342 O00469_CHAIN_0PLOD2_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]24,69 5,76 5 4 2
342 O00469_CHAIN_0PLOD2_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]24,69 5,76 5 4 2
342 O00469_CHAIN_0PLOD2_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]24,69 5,76 5 4 2
342 O00469_CHAIN_0PLOD2_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]24,69 5,76 5 4 2

343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1
343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1
343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1
343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1
343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1
343 P40939_CHAIN_0ECHA_HUMAN Trifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]24,597 5,5 6 3 1

344 P16401_CHAIN_0H15_HUMAN Histone	  H1.5	  [CHAIN	  0]24,528 17,33 5 4 1
344 P16401_CHAIN_0H15_HUMAN Histone	  H1.5	  [CHAIN	  0]24,528 17,33 5 4 1
344 P16401_CHAIN_0H15_HUMAN Histone	  H1.5	  [CHAIN	  0]24,528 17,33 5 4 1
344 P16401_CHAIN_0H15_HUMAN Histone	  H1.5	  [CHAIN	  0]24,528 17,33 5 4 1
344 P16401_CHAIN_0H15_HUMAN Histone	  H1.5	  [CHAIN	  0]24,528 17,33 5 4 1

345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4
345 P62140_CHAIN_0PP1B_HUMAN Serine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]24,524 18,4 7 4 4

346 P30153 2AAA_HUMAN Serine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform24,492 9,51 5 4 1
346 P30153 2AAA_HUMAN Serine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform24,492 9,51 5 4 1
346 P30153 2AAA_HUMAN Serine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform24,492 9,51 5 4 1
346 P30153 2AAA_HUMAN Serine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform24,492 9,51 5 4 1
346 P30153 2AAA_HUMAN Serine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform24,492 9,51 5 4 1

347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0



347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0
347 P0CG39 POTEJ_HUMAN POTE	  ankyrin	  domain	  family	  member	  J24,45 3,28 14 3 0

348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]24,41 1,68 5 4 2
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]24,41 1,68 5 4 2
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]24,41 1,68 5 4 2
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]24,41 1,68 5 4 2
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]24,41 1,68 5 4 2

349 P25205_CHAIN_0MCM3_HUMAN DNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0]24,384 3,47 4 3 1
349 P25205_CHAIN_0MCM3_HUMAN DNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0]24,384 3,47 4 3 1
349 P25205_CHAIN_0MCM3_HUMAN DNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0]24,384 3,47 4 3 1
349 P25205_CHAIN_0MCM3_HUMAN DNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0]24,384 3,47 4 3 1

350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0
350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0
350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0
350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0
350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0
350 Q9Y5M8 SRPRB_HUMAN Signal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)24,03 14,39 6 3 0

351 Q6P2Q9_CHAIN_0PRP8_HUMAN Pre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0]23,955 2,01 4 4 1
351 Q6P2Q9_CHAIN_0PRP8_HUMAN Pre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0]23,955 2,01 4 4 1
351 Q6P2Q9_CHAIN_0PRP8_HUMAN Pre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0]23,955 2,01 4 4 1
351 Q6P2Q9_CHAIN_0PRP8_HUMAN Pre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0]23,955 2,01 4 4 1

352 Q13740_CHAIN_0CD166_HUMAN CD166	  antigen	  [CHAIN	  0]23,899 9,35 4 4 2
352 Q13740_CHAIN_0CD166_HUMAN CD166	  antigen	  [CHAIN	  0]23,899 9,35 4 4 2
352 Q13740_CHAIN_0CD166_HUMAN CD166	  antigen	  [CHAIN	  0]23,899 9,35 4 4 2
352 Q13740_CHAIN_0CD166_HUMAN CD166	  antigen	  [CHAIN	  0]23,899 9,35 4 4 2

353 Q13505 MTX1_HUMAN Metaxin-‐1 23,894 10,52 4 4 2
353 Q13505 MTX1_HUMAN Metaxin-‐1 23,894 10,52 4 4 2
353 Q13505 MTX1_HUMAN Metaxin-‐1 23,894 10,52 4 4 2
353 Q13505 MTX1_HUMAN Metaxin-‐1 23,894 10,52 4 4 2

354 Q16181_ISOFORM_2SEPT7_HUMAN Septin-‐7	  [ISOFORM	  2]23,85 10,09 3 3 1
354 Q16181_ISOFORM_2SEPT7_HUMAN Septin-‐7	  [ISOFORM	  2]23,85 10,09 3 3 1
354 Q16181_ISOFORM_2SEPT7_HUMAN Septin-‐7	  [ISOFORM	  2]23,85 10,09 3 3 1

355 Q99497 PARK7_HUMAN Protein	  DJ-‐1 23,827 28,57 4 3 0
355 Q99497 PARK7_HUMAN Protein	  DJ-‐1 23,827 28,57 4 3 0



355 Q99497 PARK7_HUMAN Protein	  DJ-‐1 23,827 28,57 4 3 0
355 Q99497 PARK7_HUMAN Protein	  DJ-‐1 23,827 28,57 4 3 0

356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1
356 O15260_ISOFORM_2SURF4_HUMAN Surfeit	  locus	  protein	  4	  [ISOFORM	  2]23,788 23,27 7 3 1

357 P19105_CHAIN_0ML12A_HUMANMyosin	  regulatory	  light	  chain	  12A	  [CHAIN	  0]23,764 27,65 4 4 3
357 P19105_CHAIN_0ML12A_HUMANMyosin	  regulatory	  light	  chain	  12A	  [CHAIN	  0]23,764 27,65 4 4 3
357 P19105_CHAIN_0ML12A_HUMANMyosin	  regulatory	  light	  chain	  12A	  [CHAIN	  0]23,764 27,65 4 4 3
357 P19105_CHAIN_0ML12A_HUMANMyosin	  regulatory	  light	  chain	  12A	  [CHAIN	  0]23,764 27,65 4 4 3

358 O60568_CHAIN_0PLOD3_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]23,725 5,6 5 3 1
358 O60568_CHAIN_0PLOD3_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]23,725 5,6 5 3 1
358 O60568_CHAIN_0PLOD3_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]23,725 5,6 5 3 1
358 O60568_CHAIN_0PLOD3_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]23,725 5,6 5 3 1
358 O60568_CHAIN_0PLOD3_HUMAN Procollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]23,725 5,6 5 3 1

359 P46777_CHAIN_0RL5_HUMAN 60S	  ribosomal	  protein	  L5	  [CHAIN	  0]23,541 13,18 4 3 1
359 P46777_CHAIN_0RL5_HUMAN 60S	  ribosomal	  protein	  L5	  [CHAIN	  0]23,541 13,18 4 3 1
359 P46777_CHAIN_0RL5_HUMAN 60S	  ribosomal	  protein	  L5	  [CHAIN	  0]23,541 13,18 4 3 1
359 P46777_CHAIN_0RL5_HUMAN 60S	  ribosomal	  protein	  L5	  [CHAIN	  0]23,541 13,18 4 3 1

360 P12277_CHAIN_0KCRB_HUMAN Creatine	  kinase	  B-‐type	  [CHAIN	  0]23,428 10,79 4 3 1
360 P12277_CHAIN_0KCRB_HUMAN Creatine	  kinase	  B-‐type	  [CHAIN	  0]23,428 10,79 4 3 1
360 P12277_CHAIN_0KCRB_HUMAN Creatine	  kinase	  B-‐type	  [CHAIN	  0]23,428 10,79 4 3 1
360 P12277_CHAIN_0KCRB_HUMAN Creatine	  kinase	  B-‐type	  [CHAIN	  0]23,428 10,79 4 3 1

361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1
361 P50914_CHAIN_0RL14_HUMAN 60S	  ribosomal	  protein	  L14	  [CHAIN	  0]23,32 16,36 8 3 1

362 P62495_CHAIN_0ERF1_HUMAN Eukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]23,144 8,03 4 3 1
362 P62495_CHAIN_0ERF1_HUMAN Eukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]23,144 8,03 4 3 1
362 P62495_CHAIN_0ERF1_HUMAN Eukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]23,144 8,03 4 3 1
362 P62495_CHAIN_0ERF1_HUMAN Eukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]23,144 8,03 4 3 1

363 P42704_CHAIN_0LPPRC_HUMAN Leucine-‐rich	  PPR	  motif-‐containing	  protein,	  mitochondrial	  (LRP	  130)	  [CHAIN	  0]22,988 2,77 3 3 1
363 P42704_CHAIN_0LPPRC_HUMAN Leucine-‐rich	  PPR	  motif-‐containing	  protein,	  mitochondrial	  (LRP	  130)	  [CHAIN	  0]22,988 2,77 3 3 1
363 P42704_CHAIN_0LPPRC_HUMAN Leucine-‐rich	  PPR	  motif-‐containing	  protein,	  mitochondrial	  (LRP	  130)	  [CHAIN	  0]22,988 2,77 3 3 1

364 O00203 AP3B1_HUMAN AP-‐3	  complex	  subunit	  beta-‐122,947 4,2 3 3 0
364 O00203 AP3B1_HUMAN AP-‐3	  complex	  subunit	  beta-‐122,947 4,2 3 3 0



364 O00203 AP3B1_HUMAN AP-‐3	  complex	  subunit	  beta-‐122,947 4,2 3 3 0

365 P51659_CHAIN_0DHB4_HUMAN Enoyl-‐CoA	  hydratase	  2	  [CHAIN	  0]22,828 5,99 4 3 2
365 P51659_CHAIN_0DHB4_HUMAN Enoyl-‐CoA	  hydratase	  2	  [CHAIN	  0]22,828 5,99 4 3 2
365 P51659_CHAIN_0DHB4_HUMAN Enoyl-‐CoA	  hydratase	  2	  [CHAIN	  0]22,828 5,99 4 3 2
365 P51659_CHAIN_0DHB4_HUMAN Enoyl-‐CoA	  hydratase	  2	  [CHAIN	  0]22,828 5,99 4 3 2

366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1
366 P35637_ISOFORM_ShortFUS_HUMAN RNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]22,8 6,29 7 3 1

367 P52907_CHAIN_0CAZA1_HUMAN F-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0]22,763 15,79 4 3 1
367 P52907_CHAIN_0CAZA1_HUMAN F-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0]22,763 15,79 4 3 1
367 P52907_CHAIN_0CAZA1_HUMAN F-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0]22,763 15,79 4 3 1
367 P52907_CHAIN_0CAZA1_HUMAN F-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0]22,763 15,79 4 3 1

368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1
368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1
368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1
368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1
368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1
368 P60866_CHAIN_0RS20_HUMAN 40S	  ribosomal	  protein	  S20	  [CHAIN	  0]22,762 22,88 6 3 1

369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1
369 Q9UBG0_CHAIN_0MRC2_HUMAN C-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]22,629 2,9 8 3 1

370 Q96AE4_CHAIN_0FUBP1_HUMAN Far	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]22,423 5,6 4 3 2
370 Q96AE4_CHAIN_0FUBP1_HUMAN Far	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]22,423 5,6 4 3 2
370 Q96AE4_CHAIN_0FUBP1_HUMAN Far	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]22,423 5,6 4 3 2
370 Q96AE4_CHAIN_0FUBP1_HUMAN Far	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]22,423 5,6 4 3 2

371 Q9UMS4_CHAIN_0PRP19_HUMAN Pre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]22,339 7,55 5 3 1
371 Q9UMS4_CHAIN_0PRP19_HUMAN Pre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]22,339 7,55 5 3 1
371 Q9UMS4_CHAIN_0PRP19_HUMAN Pre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]22,339 7,55 5 3 1
371 Q9UMS4_CHAIN_0PRP19_HUMAN Pre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]22,339 7,55 5 3 1
371 Q9UMS4_CHAIN_0PRP19_HUMAN Pre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]22,339 7,55 5 3 1

372 P16615_ISOFORM_2AT2A2_HUMANSarcoplasmic/endoplasmic	  reticulum	  calcium	  ATPase	  2	  (SERCA2)	  (SR	  Ca(2+)-‐ATPase	  2)	  [ISOFORM	  2]22,33 4,81 3 3 4
372 P16615_ISOFORM_2AT2A2_HUMANSarcoplasmic/endoplasmic	  reticulum	  calcium	  ATPase	  2	  (SERCA2)	  (SR	  Ca(2+)-‐ATPase	  2)	  [ISOFORM	  2]22,33 4,81 3 3 4
372 P16615_ISOFORM_2AT2A2_HUMANSarcoplasmic/endoplasmic	  reticulum	  calcium	  ATPase	  2	  (SERCA2)	  (SR	  Ca(2+)-‐ATPase	  2)	  [ISOFORM	  2]22,33 4,81 3 3 4

373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1



373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1
373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1
373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1
373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1
373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1
373 P61604_CHAIN_0CH10_HUMAN 10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]22,288 35,64 7 3 1

374 P48047_CHAIN_0ATPO_HUMAN ATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0]22,245 18,42 4 3 1
374 P48047_CHAIN_0ATPO_HUMAN ATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0]22,245 18,42 4 3 1
374 P48047_CHAIN_0ATPO_HUMAN ATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0]22,245 18,42 4 3 1
374 P48047_CHAIN_0ATPO_HUMAN ATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0]22,245 18,42 4 3 1

375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1
375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1
375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1
375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1
375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1
375 P61158_CHAIN_0ARP3_HUMAN Actin-‐related	  protein	  3	  [CHAIN	  0]22,193 10,79 6 3 1

376 P99999_CHAIN_0CYC_HUMAN Cytochrome	  c	  [CHAIN	  0]22,051 22,12 4 3 1
376 P99999_CHAIN_0CYC_HUMAN Cytochrome	  c	  [CHAIN	  0]22,051 22,12 4 3 1
376 P99999_CHAIN_0CYC_HUMAN Cytochrome	  c	  [CHAIN	  0]22,051 22,12 4 3 1
376 P99999_CHAIN_0CYC_HUMAN Cytochrome	  c	  [CHAIN	  0]22,051 22,12 4 3 1

377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]21,903 13,89 6 3 4

378 P61006_CHAIN_0RAB8A_HUMAN Ras-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]21,876 14,71 5 3 10
378 P61006_CHAIN_0RAB8A_HUMAN Ras-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]21,876 14,71 5 3 10
378 P61006_CHAIN_0RAB8A_HUMAN Ras-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]21,876 14,71 5 3 10
378 P61006_CHAIN_0RAB8A_HUMAN Ras-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]21,876 14,71 5 3 10
378 P61006_CHAIN_0RAB8A_HUMAN Ras-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]21,876 14,71 5 3 10

379 P26640 SYVC_HUMAN Valine-‐-‐tRNA	  ligase21,709 2,77 3 3 1
379 P26640 SYVC_HUMAN Valine-‐-‐tRNA	  ligase21,709 2,77 3 3 1
379 P26640 SYVC_HUMAN Valine-‐-‐tRNA	  ligase21,709 2,77 3 3 1

380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2
380 P40429_CHAIN_0RL13A_HUMAN 60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]21,698 18,32 7 4 2

381 Q02818_CHAIN_0NUCB1_HUMAN Nucleobindin-‐1	  [CHAIN	  0]21,683 5,75 4 3 1
381 Q02818_CHAIN_0NUCB1_HUMAN Nucleobindin-‐1	  [CHAIN	  0]21,683 5,75 4 3 1
381 Q02818_CHAIN_0NUCB1_HUMAN Nucleobindin-‐1	  [CHAIN	  0]21,683 5,75 4 3 1



381 Q02818_CHAIN_0NUCB1_HUMAN Nucleobindin-‐1	  [CHAIN	  0]21,683 5,75 4 3 1

382 P08648_CHAIN_1ITA5_HUMAN Integrin	  alpha-‐5	  [CHAIN	  1]21,595 5,74 4 3 2
382 P08648_CHAIN_1ITA5_HUMAN Integrin	  alpha-‐5	  [CHAIN	  1]21,595 5,74 4 3 2
382 P08648_CHAIN_1ITA5_HUMAN Integrin	  alpha-‐5	  [CHAIN	  1]21,595 5,74 4 3 2
382 P08648_CHAIN_1ITA5_HUMAN Integrin	  alpha-‐5	  [CHAIN	  1]21,595 5,74 4 3 2

383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1
383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1
383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1
383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1
383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1
383 Q92520_CHAIN_0FAM3C_HUMAN Protein	  FAM3C	  [CHAIN	  0]21,568 8,37 6 2 1

384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3
384 P62879_CHAIN_0GBB2_HUMAN Guanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]21,527 12,98 7 3 3

385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1
385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1
385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1
385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1
385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1
385 O95302_CHAIN_0FKBP9_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]21,497 5,86 6 3 1

386 P17066 HSP76_HUMAN Heat	  shock	  70	  kDa	  protein	  621,365 5,29 5 3 1
386 P17066 HSP76_HUMAN Heat	  shock	  70	  kDa	  protein	  621,365 5,29 5 3 1
386 P17066 HSP76_HUMAN Heat	  shock	  70	  kDa	  protein	  621,365 5,29 5 3 1
386 P17066 HSP76_HUMAN Heat	  shock	  70	  kDa	  protein	  621,365 5,29 5 3 1
386 P17066 HSP76_HUMAN Heat	  shock	  70	  kDa	  protein	  621,365 5,29 5 3 1

387 P38919_CHAIN_0IF4A3_HUMAN Eukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]21,34 9,76 4 4 1
387 P38919_CHAIN_0IF4A3_HUMAN Eukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]21,34 9,76 4 4 1
387 P38919_CHAIN_0IF4A3_HUMAN Eukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]21,34 9,76 4 4 1
387 P38919_CHAIN_0IF4A3_HUMAN Eukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]21,34 9,76 4 4 1

388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2
388 P18206_ISOFORM_1VINC_HUMAN Vinculin	  [ISOFORM	  1]21,329 4,6 10 3 2

389 P46459 NSF_HUMAN Vesicle-‐fusing	  ATPase	  (NEM-‐sensitive	  fusion	  protein)21,167 3,63 3 3 0



389 P46459 NSF_HUMAN Vesicle-‐fusing	  ATPase	  (NEM-‐sensitive	  fusion	  protein)21,167 3,63 3 3 0
389 P46459 NSF_HUMAN Vesicle-‐fusing	  ATPase	  (NEM-‐sensitive	  fusion	  protein)21,167 3,63 3 3 0

390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0
390 Q99584 S10AD_HUMAN Protein	  S100-‐A1321,158 33,67 7 3 0

391 Q96N66 MBOA7_HUMANLysophospholipid	  acyltransferase	  7	  (LPLAT	  7)	  (LPIAT)	  (Lyso-‐PI	  acyltransferase)	  (O-‐acyltransferase	  domain-‐containing	  protein	  7)	  (h-‐mboa-‐7)21,108 9,75 3 3 2
391 Q96N66 MBOA7_HUMANLysophospholipid	  acyltransferase	  7	  (LPLAT	  7)	  (LPIAT)	  (Lyso-‐PI	  acyltransferase)	  (O-‐acyltransferase	  domain-‐containing	  protein	  7)	  (h-‐mboa-‐7)21,108 9,75 3 3 2
391 Q96N66 MBOA7_HUMANLysophospholipid	  acyltransferase	  7	  (LPLAT	  7)	  (LPIAT)	  (Lyso-‐PI	  acyltransferase)	  (O-‐acyltransferase	  domain-‐containing	  protein	  7)	  (h-‐mboa-‐7)21,108 9,75 3 3 2

392 P61160 ARP2_HUMAN Actin-‐related	  protein	  221,09 10,66 3 3 0
392 P61160 ARP2_HUMAN Actin-‐related	  protein	  221,09 10,66 3 3 0
392 P61160 ARP2_HUMAN Actin-‐related	  protein	  221,09 10,66 3 3 0

393 Q13492_ISOFORM_3PICAL_HUMAN Phosphatidylinositol-‐binding	  clathrin	  assembly	  protein	  [ISOFORM	  3]21,09 7,54 3 3 2
393 Q13492_ISOFORM_3PICAL_HUMAN Phosphatidylinositol-‐binding	  clathrin	  assembly	  protein	  [ISOFORM	  3]21,09 7,54 3 3 2
393 Q13492_ISOFORM_3PICAL_HUMAN Phosphatidylinositol-‐binding	  clathrin	  assembly	  protein	  [ISOFORM	  3]21,09 7,54 3 3 2

394 P12109 CO6A1_HUMANCollagen	  alpha-‐1(VI)	  chain21,066 3,79 3 3 1
394 P12109 CO6A1_HUMANCollagen	  alpha-‐1(VI)	  chain21,066 3,79 3 3 1
394 P12109 CO6A1_HUMANCollagen	  alpha-‐1(VI)	  chain21,066 3,79 3 3 1

395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1
395 P08708_CHAIN_0RS17_HUMAN 40S	  ribosomal	  protein	  S17	  [CHAIN	  0]21,053 32,84 11 3 1

396 P32969 RL9_HUMAN 60S	  ribosomal	  protein	  L920,982 20,83 5 3 0
396 P32969 RL9_HUMAN 60S	  ribosomal	  protein	  L920,982 20,83 5 3 0
396 P32969 RL9_HUMAN 60S	  ribosomal	  protein	  L920,982 20,83 5 3 0
396 P32969 RL9_HUMAN 60S	  ribosomal	  protein	  L920,982 20,83 5 3 0
396 P32969 RL9_HUMAN 60S	  ribosomal	  protein	  L920,982 20,83 5 3 0

397 Q14444_ISOFORM_2CAPR1_HUMAN Caprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]20,92 5,48 5 3 1
397 Q14444_ISOFORM_2CAPR1_HUMAN Caprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]20,92 5,48 5 3 1
397 Q14444_ISOFORM_2CAPR1_HUMAN Caprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]20,92 5,48 5 3 1
397 Q14444_ISOFORM_2CAPR1_HUMAN Caprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]20,92 5,48 5 3 1
397 Q14444_ISOFORM_2CAPR1_HUMAN Caprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]20,92 5,48 5 3 1

398 P51571_CHAIN_0SSRD_HUMAN Translocon-‐associated	  protein	  subunit	  delta	  (TRAP-‐delta)	  (SSR-‐delta)	  [CHAIN	  0]20,897 26,67 3 3 1



398 P51571_CHAIN_0SSRD_HUMAN Translocon-‐associated	  protein	  subunit	  delta	  (TRAP-‐delta)	  (SSR-‐delta)	  [CHAIN	  0]20,897 26,67 3 3 1
398 P51571_CHAIN_0SSRD_HUMAN Translocon-‐associated	  protein	  subunit	  delta	  (TRAP-‐delta)	  (SSR-‐delta)	  [CHAIN	  0]20,897 26,67 3 3 1

399 P60891_CHAIN_0PRPS1_HUMAN Ribose-‐phosphate	  pyrophosphokinase	  1	  (PRS-‐I)	  [CHAIN	  0]20,894 12,62 3 3 3
399 P60891_CHAIN_0PRPS1_HUMAN Ribose-‐phosphate	  pyrophosphokinase	  1	  (PRS-‐I)	  [CHAIN	  0]20,894 12,62 3 3 3
399 P60891_CHAIN_0PRPS1_HUMAN Ribose-‐phosphate	  pyrophosphokinase	  1	  (PRS-‐I)	  [CHAIN	  0]20,894 12,62 3 3 3

400 P61803_CHAIN_0DAD1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]20,842 28,57 4 3 1
400 P61803_CHAIN_0DAD1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]20,842 28,57 4 3 1
400 P61803_CHAIN_0DAD1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]20,842 28,57 4 3 1
400 P61803_CHAIN_0DAD1_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]20,842 28,57 4 3 1

401 P24844_CHAIN_0MYL9_HUMAN Myosin	  regulatory	  light	  polypeptide	  9	  (LC20)	  [CHAIN	  0]20,831 33,33 4 4 1
401 P24844_CHAIN_0MYL9_HUMAN Myosin	  regulatory	  light	  polypeptide	  9	  (LC20)	  [CHAIN	  0]20,831 33,33 4 4 1
401 P24844_CHAIN_0MYL9_HUMAN Myosin	  regulatory	  light	  polypeptide	  9	  (LC20)	  [CHAIN	  0]20,831 33,33 4 4 1
401 P24844_CHAIN_0MYL9_HUMAN Myosin	  regulatory	  light	  polypeptide	  9	  (LC20)	  [CHAIN	  0]20,831 33,33 4 4 1

402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2
402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2
402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2
402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2
402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2
402 Q01105_ISOFORM_2SET_HUMAN Protein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]20,824 13,36 6 3 2

403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0
403 P62829 RL23_HUMAN 60S	  ribosomal	  protein	  L2320,625 25,71 7 3 0

404 P47897_CHAIN_0SYQ_HUMAN Glutamine-‐-‐tRNA	  ligase	  [CHAIN	  0]20,613 4,39 3 3 1
404 P47897_CHAIN_0SYQ_HUMAN Glutamine-‐-‐tRNA	  ligase	  [CHAIN	  0]20,613 4,39 3 3 1
404 P47897_CHAIN_0SYQ_HUMAN Glutamine-‐-‐tRNA	  ligase	  [CHAIN	  0]20,613 4,39 3 3 1

405 Q5SSJ5_CHAIN_0HP1B3_HUMAN Heterochromatin	  protein	  1-‐binding	  protein	  3	  [CHAIN	  0]20,575 5,07 3 3 2
405 Q5SSJ5_CHAIN_0HP1B3_HUMAN Heterochromatin	  protein	  1-‐binding	  protein	  3	  [CHAIN	  0]20,575 5,07 3 3 2
405 Q5SSJ5_CHAIN_0HP1B3_HUMAN Heterochromatin	  protein	  1-‐binding	  protein	  3	  [CHAIN	  0]20,575 5,07 3 3 2

406 P31930_CHAIN_0QCR1_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  1,	  mitochondrial	  [CHAIN	  0]20,559 6,5 3 3 1
406 P31930_CHAIN_0QCR1_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  1,	  mitochondrial	  [CHAIN	  0]20,559 6,5 3 3 1
406 P31930_CHAIN_0QCR1_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  1,	  mitochondrial	  [CHAIN	  0]20,559 6,5 3 3 1

407 P09211_CHAIN_0GSTP1_HUMAN Glutathione	  S-‐transferase	  P	  [CHAIN	  0]20,537 19,62 3 3 1
407 P09211_CHAIN_0GSTP1_HUMAN Glutathione	  S-‐transferase	  P	  [CHAIN	  0]20,537 19,62 3 3 1
407 P09211_CHAIN_0GSTP1_HUMAN Glutathione	  S-‐transferase	  P	  [CHAIN	  0]20,537 19,62 3 3 1

408 P49591 SYSC_HUMAN Seryl-‐tRNA	  synthetase,	  cytoplasmic	  (SerRS)20,47 7,59 3 3 1
408 P49591 SYSC_HUMAN Seryl-‐tRNA	  synthetase,	  cytoplasmic	  (SerRS)20,47 7,59 3 3 1
408 P49591 SYSC_HUMAN Seryl-‐tRNA	  synthetase,	  cytoplasmic	  (SerRS)20,47 7,59 3 3 1



409 Q13151 ROA0_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)20,435 13,44 5 3 0
409 Q13151 ROA0_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)20,435 13,44 5 3 0
409 Q13151 ROA0_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)20,435 13,44 5 3 0
409 Q13151 ROA0_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)20,435 13,44 5 3 0
409 Q13151 ROA0_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)20,435 13,44 5 3 0

410 O00567 NOP56_HUMANNucleolar	  protein	  5620,423 5,39 3 3 0
410 O00567 NOP56_HUMANNucleolar	  protein	  5620,423 5,39 3 3 0
410 O00567 NOP56_HUMANNucleolar	  protein	  5620,423 5,39 3 3 0

411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0]20,327 10,93 4 3 1
411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0]20,327 10,93 4 3 1
411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0]20,327 10,93 4 3 1
411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0]20,327 10,93 4 3 1

412 Q9H299 SH3L3_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)20,193 32,26 4 3 0
412 Q9H299 SH3L3_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)20,193 32,26 4 3 0
412 Q9H299 SH3L3_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)20,193 32,26 4 3 0
412 Q9H299 SH3L3_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)20,193 32,26 4 3 0

413 P06756_ISOFORM_2ITAV_HUMAN Integrin	  alpha-‐V	  light	  chain	  [ISOFORM	  2]20,046 4,15 3 3 3
413 P06756_ISOFORM_2ITAV_HUMAN Integrin	  alpha-‐V	  light	  chain	  [ISOFORM	  2]20,046 4,15 3 3 3
413 P06756_ISOFORM_2ITAV_HUMAN Integrin	  alpha-‐V	  light	  chain	  [ISOFORM	  2]20,046 4,15 3 3 3

414 Q9NSD9 SYFB_HUMAN Phenylalanyl-‐tRNA	  synthetase	  beta	  chain	  (PheRS)20,042 5,26 3 3 0
414 Q9NSD9 SYFB_HUMAN Phenylalanyl-‐tRNA	  synthetase	  beta	  chain	  (PheRS)20,042 5,26 3 3 0
414 Q9NSD9 SYFB_HUMAN Phenylalanyl-‐tRNA	  synthetase	  beta	  chain	  (PheRS)20,042 5,26 3 3 0

415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1
415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1
415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1
415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1
415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1
415 O43175_CHAIN_0SERA_HUMAN D-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]19,997 6,2 6 3 1

416 O75694_ISOFORM_2NU155_HUMANNuclear	  pore	  complex	  protein	  Nup155	  [ISOFORM	  2]19,918 3,83 3 3 1
416 O75694_ISOFORM_2NU155_HUMANNuclear	  pore	  complex	  protein	  Nup155	  [ISOFORM	  2]19,918 3,83 3 3 1
416 O75694_ISOFORM_2NU155_HUMANNuclear	  pore	  complex	  protein	  Nup155	  [ISOFORM	  2]19,918 3,83 3 3 1

417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1
417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1
417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1
417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1
417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1
417 P60953_CHAIN_0CDC42_HUMAN Cell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]19,818 21,28 6 3 1

418 P33993_CHAIN_0MCM7_HUMAN DNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]19,803 5,71 5 3 1
418 P33993_CHAIN_0MCM7_HUMAN DNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]19,803 5,71 5 3 1
418 P33993_CHAIN_0MCM7_HUMAN DNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]19,803 5,71 5 3 1
418 P33993_CHAIN_0MCM7_HUMAN DNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]19,803 5,71 5 3 1
418 P33993_CHAIN_0MCM7_HUMAN DNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]19,803 5,71 5 3 1



419 Q15233 NONO_HUMAN Non-‐POU	  domain-‐containing	  octamer-‐binding	  protein	  (NonO	  protein)	  (p54nrb)19,791 9,77 3 3 0
419 Q15233 NONO_HUMAN Non-‐POU	  domain-‐containing	  octamer-‐binding	  protein	  (NonO	  protein)	  (p54nrb)19,791 9,77 3 3 0
419 Q15233 NONO_HUMAN Non-‐POU	  domain-‐containing	  octamer-‐binding	  protein	  (NonO	  protein)	  (p54nrb)19,791 9,77 3 3 0

420 Q15286 RAB35_HUMAN Ras-‐related	  protein	  Rab-‐3519,751 15,42 5 3 1
420 Q15286 RAB35_HUMAN Ras-‐related	  protein	  Rab-‐3519,751 15,42 5 3 1
420 Q15286 RAB35_HUMAN Ras-‐related	  protein	  Rab-‐3519,751 15,42 5 3 1
420 Q15286 RAB35_HUMAN Ras-‐related	  protein	  Rab-‐3519,751 15,42 5 3 1
420 Q15286 RAB35_HUMAN Ras-‐related	  protein	  Rab-‐3519,751 15,42 5 3 1

421 P52292_CHAIN_0IMA2_HUMAN Importin	  subunit	  alpha-‐1	  	  [CHAIN	  0]19,728 7,95 3 3 1
421 P52292_CHAIN_0IMA2_HUMAN Importin	  subunit	  alpha-‐1	  	  [CHAIN	  0]19,728 7,95 3 3 1
421 P52292_CHAIN_0IMA2_HUMAN Importin	  subunit	  alpha-‐1	  	  [CHAIN	  0]19,728 7,95 3 3 1

422 P30041_CHAIN_0PRDX6_HUMAN Peroxiredoxin-‐6	  (1-‐Cys	  PRX)	  (aiPLA2)	  (NSGPx)	  [CHAIN	  0]19,725 17,04 3 3 1
422 P30041_CHAIN_0PRDX6_HUMAN Peroxiredoxin-‐6	  (1-‐Cys	  PRX)	  (aiPLA2)	  (NSGPx)	  [CHAIN	  0]19,725 17,04 3 3 1
422 P30041_CHAIN_0PRDX6_HUMAN Peroxiredoxin-‐6	  (1-‐Cys	  PRX)	  (aiPLA2)	  (NSGPx)	  [CHAIN	  0]19,725 17,04 3 3 1

423 P36542_CHAIN_0ATPG_HUMAN ATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]19,603 12,09 5 3 2
423 P36542_CHAIN_0ATPG_HUMAN ATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]19,603 12,09 5 3 2
423 P36542_CHAIN_0ATPG_HUMAN ATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]19,603 12,09 5 3 2
423 P36542_CHAIN_0ATPG_HUMAN ATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]19,603 12,09 5 3 2
423 P36542_CHAIN_0ATPG_HUMAN ATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]19,603 12,09 5 3 2

424 A1L0T0 ILVBL_HUMAN Acetolactate	  synthase-‐like	  protein19,589 9,49 3 3 1
424 A1L0T0 ILVBL_HUMAN Acetolactate	  synthase-‐like	  protein19,589 9,49 3 3 1
424 A1L0T0 ILVBL_HUMAN Acetolactate	  synthase-‐like	  protein19,589 9,49 3 3 1

425 P05023_CHAIN_0AT1A1_HUMANSodium/potassium-‐transporting	  ATPase	  subunit	  alpha-‐1	  (Na(+)/K(+)	  ATPase	  alpha-‐1	  subunit)	  [CHAIN	  0]19,557 2,85 3 3 2
425 P05023_CHAIN_0AT1A1_HUMANSodium/potassium-‐transporting	  ATPase	  subunit	  alpha-‐1	  (Na(+)/K(+)	  ATPase	  alpha-‐1	  subunit)	  [CHAIN	  0]19,557 2,85 3 3 2
425 P05023_CHAIN_0AT1A1_HUMANSodium/potassium-‐transporting	  ATPase	  subunit	  alpha-‐1	  (Na(+)/K(+)	  ATPase	  alpha-‐1	  subunit)	  [CHAIN	  0]19,557 2,85 3 3 2

426 P29590_ISOFORM_PML-9PML_HUMAN Probable	  transcription	  factor	  PML	  [ISOFORM	  PML-‐9]19,387 4,52 3 3 3
426 P29590_ISOFORM_PML-9PML_HUMAN Probable	  transcription	  factor	  PML	  [ISOFORM	  PML-‐9]19,387 4,52 3 3 3
426 P29590_ISOFORM_PML-9PML_HUMAN Probable	  transcription	  factor	  PML	  [ISOFORM	  PML-‐9]19,387 4,52 3 3 3

427 P30086_CHAIN_0PEBP1_HUMAN Phosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0]19,372 19,35 4 3 1
427 P30086_CHAIN_0PEBP1_HUMAN Phosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0]19,372 19,35 4 3 1
427 P30086_CHAIN_0PEBP1_HUMAN Phosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0]19,372 19,35 4 3 1
427 P30086_CHAIN_0PEBP1_HUMAN Phosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0]19,372 19,35 4 3 1

428 P06748_ISOFORM_2NPM_HUMAN Nucleophosmin	  (NPM)	  [ISOFORM	  2]19,328 13,21 4 3 1
428 P06748_ISOFORM_2NPM_HUMAN Nucleophosmin	  (NPM)	  [ISOFORM	  2]19,328 13,21 4 3 1
428 P06748_ISOFORM_2NPM_HUMAN Nucleophosmin	  (NPM)	  [ISOFORM	  2]19,328 13,21 4 3 1
428 P06748_ISOFORM_2NPM_HUMAN Nucleophosmin	  (NPM)	  [ISOFORM	  2]19,328 13,21 4 3 1

429 P02768_ISOFORM_2ALBU_HUMAN Serum	  albumin	  [ISOFORM	  2]19,309 8,39 3 3 2
429 P02768_ISOFORM_2ALBU_HUMAN Serum	  albumin	  [ISOFORM	  2]19,309 8,39 3 3 2
429 P02768_ISOFORM_2ALBU_HUMAN Serum	  albumin	  [ISOFORM	  2]19,309 8,39 3 3 2

430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1



430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1
430 P31947_ISOFORM_21433S_HUMAN 14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]19,213 12,5 19 3 1

431 Q13247_ISOFORM_SRP55-3SRSF6_HUMAN Serine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3]19,153 7,46 4 3 1
431 Q13247_ISOFORM_SRP55-3SRSF6_HUMAN Serine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3]19,153 7,46 4 3 1
431 Q13247_ISOFORM_SRP55-3SRSF6_HUMAN Serine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3]19,153 7,46 4 3 1
431 Q13247_ISOFORM_SRP55-3SRSF6_HUMAN Serine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3]19,153 7,46 4 3 1

432 P62910 RL32_HUMAN 60S	  ribosomal	  protein	  L3219,148 27,41 3 3 1
432 P62910 RL32_HUMAN 60S	  ribosomal	  protein	  L3219,148 27,41 3 3 1
432 P62910 RL32_HUMAN 60S	  ribosomal	  protein	  L3219,148 27,41 3 3 1

433 P17813_CHAIN_0EGLN_HUMAN Endoglin	  [CHAIN	  0]19,127 6,32 4 3 2
433 P17813_CHAIN_0EGLN_HUMAN Endoglin	  [CHAIN	  0]19,127 6,32 4 3 2
433 P17813_CHAIN_0EGLN_HUMAN Endoglin	  [CHAIN	  0]19,127 6,32 4 3 2
433 P17813_CHAIN_0EGLN_HUMAN Endoglin	  [CHAIN	  0]19,127 6,32 4 3 2

434 P36871_CHAIN_0PGM1_HUMAN Phosphoglucomutase-‐1	  (PGM	  1)	  [CHAIN	  0]19,077 6,24 3 3 2
434 P36871_CHAIN_0PGM1_HUMAN Phosphoglucomutase-‐1	  (PGM	  1)	  [CHAIN	  0]19,077 6,24 3 3 2
434 P36871_CHAIN_0PGM1_HUMAN Phosphoglucomutase-‐1	  (PGM	  1)	  [CHAIN	  0]19,077 6,24 3 3 2

435 Q9NYL9 TMOD3_HUMANTropomodulin-‐3	  (U-‐Tmod)19,075 9,38 3 3 0
435 Q9NYL9 TMOD3_HUMANTropomodulin-‐3	  (U-‐Tmod)19,075 9,38 3 3 0
435 Q9NYL9 TMOD3_HUMANTropomodulin-‐3	  (U-‐Tmod)19,075 9,38 3 3 0

436 Q13263_ISOFORM_2TIF1B_HUMAN Transcription	  intermediary	  factor	  1-‐beta	  (TIF1-‐beta)	  (KAP-‐1)	  (KRIP-‐1)	  [ISOFORM	  2]19,071 5,84 3 3 2
436 Q13263_ISOFORM_2TIF1B_HUMAN Transcription	  intermediary	  factor	  1-‐beta	  (TIF1-‐beta)	  (KAP-‐1)	  (KRIP-‐1)	  [ISOFORM	  2]19,071 5,84 3 3 2
436 Q13263_ISOFORM_2TIF1B_HUMAN Transcription	  intermediary	  factor	  1-‐beta	  (TIF1-‐beta)	  (KAP-‐1)	  (KRIP-‐1)	  [ISOFORM	  2]19,071 5,84 3 3 2

437 P46977 STT3A_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  STT3A	  (Oligosaccharyl	  transferase	  subunit	  STT3A)	  (STT3-‐A)19,044 3,83 3 3 0
437 P46977 STT3A_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  STT3A	  (Oligosaccharyl	  transferase	  subunit	  STT3A)	  (STT3-‐A)19,044 3,83 3 3 0
437 P46977 STT3A_HUMAN Dolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  STT3A	  (Oligosaccharyl	  transferase	  subunit	  STT3A)	  (STT3-‐A)19,044 3,83 3 3 0

438 Q15185 TEBP_HUMAN Prostaglandin	  E	  synthase	  3	  (cPGES)18,93 20 3 3 0
438 Q15185 TEBP_HUMAN Prostaglandin	  E	  synthase	  3	  (cPGES)18,93 20 3 3 0
438 Q15185 TEBP_HUMAN Prostaglandin	  E	  synthase	  3	  (cPGES)18,93 20 3 3 0



439 P51114_ISOFORM_3FXR1_HUMAN Fragile	  X	  mental	  retardation	  syndrome-‐related	  protein	  1	  (hFXR1p)	  [ISOFORM	  3]18,781 5,97 2 2 3
439 P51114_ISOFORM_3FXR1_HUMAN Fragile	  X	  mental	  retardation	  syndrome-‐related	  protein	  1	  (hFXR1p)	  [ISOFORM	  3]18,781 5,97 2 2 3

440 P08729_CHAIN_0K2C7_HUMAN Keratin,	  type	  II	  cytoskeletal	  7	  (CK-‐7)	  (K7)	  [CHAIN	  0]18,771 6,41 4 3 3
440 P08729_CHAIN_0K2C7_HUMAN Keratin,	  type	  II	  cytoskeletal	  7	  (CK-‐7)	  (K7)	  [CHAIN	  0]18,771 6,41 4 3 3
440 P08729_CHAIN_0K2C7_HUMAN Keratin,	  type	  II	  cytoskeletal	  7	  (CK-‐7)	  (K7)	  [CHAIN	  0]18,771 6,41 4 3 3
440 P08729_CHAIN_0K2C7_HUMAN Keratin,	  type	  II	  cytoskeletal	  7	  (CK-‐7)	  (K7)	  [CHAIN	  0]18,771 6,41 4 3 3

441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0
441 P35241 RADI_HUMAN Radixin 18,737 3,43 7 3 0

442 Q9UNX3_CHAIN_0RL26L_HUMAN 60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0]18,694 11,81 4 3 2
442 Q9UNX3_CHAIN_0RL26L_HUMAN 60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0]18,694 11,81 4 3 2
442 Q9UNX3_CHAIN_0RL26L_HUMAN 60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0]18,694 11,81 4 3 2
442 Q9UNX3_CHAIN_0RL26L_HUMAN 60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0]18,694 11,81 4 3 2

443 P50402 EMD_HUMAN Emerin 18,646 12,2 4 3 0
443 P50402 EMD_HUMAN Emerin 18,646 12,2 4 3 0
443 P50402 EMD_HUMAN Emerin 18,646 12,2 4 3 0
443 P50402 EMD_HUMAN Emerin 18,646 12,2 4 3 0

444 P43304_ISOFORM_2GPDM_HUMAN Glycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]18,563 5,82 5 3 2
444 P43304_ISOFORM_2GPDM_HUMAN Glycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]18,563 5,82 5 3 2
444 P43304_ISOFORM_2GPDM_HUMAN Glycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]18,563 5,82 5 3 2
444 P43304_ISOFORM_2GPDM_HUMAN Glycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]18,563 5,82 5 3 2
444 P43304_ISOFORM_2GPDM_HUMAN Glycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]18,563 5,82 5 3 2

445 Q13283_CHAIN_0G3BP1_HUMAN Ras	  GTPase-‐activating	  protein-‐binding	  protein	  1	  (G3BP-‐1)	  (hDH	  VIII)	  [CHAIN	  0]18,542 6,45 2 2 1
445 Q13283_CHAIN_0G3BP1_HUMAN Ras	  GTPase-‐activating	  protein-‐binding	  protein	  1	  (G3BP-‐1)	  (hDH	  VIII)	  [CHAIN	  0]18,542 6,45 2 2 1

446 P18085_CHAIN_0ARF4_HUMAN ADP-‐ribosylation	  factor	  4	  [CHAIN	  0]18,54 22,91 5 3 1
446 P18085_CHAIN_0ARF4_HUMAN ADP-‐ribosylation	  factor	  4	  [CHAIN	  0]18,54 22,91 5 3 1
446 P18085_CHAIN_0ARF4_HUMAN ADP-‐ribosylation	  factor	  4	  [CHAIN	  0]18,54 22,91 5 3 1
446 P18085_CHAIN_0ARF4_HUMAN ADP-‐ribosylation	  factor	  4	  [CHAIN	  0]18,54 22,91 5 3 1
446 P18085_CHAIN_0ARF4_HUMAN ADP-‐ribosylation	  factor	  4	  [CHAIN	  0]18,54 22,91 5 3 1

447 P14923 PLAK_HUMAN Junction	  plakoglobin18,513 4,43 3 3 1
447 P14923 PLAK_HUMAN Junction	  plakoglobin18,513 4,43 3 3 1
447 P14923 PLAK_HUMAN Junction	  plakoglobin18,513 4,43 3 3 1

448 P49411_CHAIN_0EFTU_HUMAN Elongation	  factor	  Tu,	  mitochondrial	  (EF-‐Tu)	  [CHAIN	  0]18,481 6,36 2 2 1
448 P49411_CHAIN_0EFTU_HUMAN Elongation	  factor	  Tu,	  mitochondrial	  (EF-‐Tu)	  [CHAIN	  0]18,481 6,36 2 2 1

449 Q92688_ISOFORM_2AN32B_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  B	  (PHAPI2)	  [ISOFORM	  2]18,408 20,51 3 3 1
449 Q92688_ISOFORM_2AN32B_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  B	  (PHAPI2)	  [ISOFORM	  2]18,408 20,51 3 3 1
449 Q92688_ISOFORM_2AN32B_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  B	  (PHAPI2)	  [ISOFORM	  2]18,408 20,51 3 3 1



450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]18,4 7,65 6 3 5

451 P31942_ISOFORM_6HNRH3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H3	  (hnRNP	  H3)	  (hnRNP	  2H9)	  [ISOFORM	  6]18,381 19,42 3 2 1
451 P31942_ISOFORM_6HNRH3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H3	  (hnRNP	  H3)	  (hnRNP	  2H9)	  [ISOFORM	  6]18,381 19,42 3 2 1
451 P31942_ISOFORM_6HNRH3_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  H3	  (hnRNP	  H3)	  (hnRNP	  2H9)	  [ISOFORM	  6]18,381 19,42 3 2 1

452 P23528_CHAIN_0COF1_HUMAN Cofilin-‐1	  (p18)	  [CHAIN	  0]18,335 32,12 5 3 1
452 P23528_CHAIN_0COF1_HUMAN Cofilin-‐1	  (p18)	  [CHAIN	  0]18,335 32,12 5 3 1
452 P23528_CHAIN_0COF1_HUMAN Cofilin-‐1	  (p18)	  [CHAIN	  0]18,335 32,12 5 3 1
452 P23528_CHAIN_0COF1_HUMAN Cofilin-‐1	  (p18)	  [CHAIN	  0]18,335 32,12 5 3 1
452 P23528_CHAIN_0COF1_HUMAN Cofilin-‐1	  (p18)	  [CHAIN	  0]18,335 32,12 5 3 1

453 P14866 HNRPL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  L	  (hnRNP	  L)18,323 5,26 3 3 0
453 P14866 HNRPL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  L	  (hnRNP	  L)18,323 5,26 3 3 0
453 P14866 HNRPL_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  L	  (hnRNP	  L)18,323 5,26 3 3 0

454 P55010 IF5_HUMAN Eukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5)18,314 7,19 4 3 0
454 P55010 IF5_HUMAN Eukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5)18,314 7,19 4 3 0
454 P55010 IF5_HUMAN Eukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5)18,314 7,19 4 3 0
454 P55010 IF5_HUMAN Eukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5)18,314 7,19 4 3 0

455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]18,264 3,52 4 3 1
455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]18,264 3,52 4 3 1
455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]18,264 3,52 4 3 1
455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]18,264 3,52 4 3 1

456 P34932 HSP74_HUMAN Heat	  shock	  70	  kDa	  protein	  418,249 3,93 3 3 0
456 P34932 HSP74_HUMAN Heat	  shock	  70	  kDa	  protein	  418,249 3,93 3 3 0
456 P34932 HSP74_HUMAN Heat	  shock	  70	  kDa	  protein	  418,249 3,93 3 3 0

457 Q9H853 TBA4B_HUMAN Putative	  tubulin-‐like	  protein	  alpha-‐4B18,189 10,79 5 2 0
457 Q9H853 TBA4B_HUMAN Putative	  tubulin-‐like	  protein	  alpha-‐4B18,189 10,79 5 2 0
457 Q9H853 TBA4B_HUMAN Putative	  tubulin-‐like	  protein	  alpha-‐4B18,189 10,79 5 2 0
457 Q9H853 TBA4B_HUMAN Putative	  tubulin-‐like	  protein	  alpha-‐4B18,189 10,79 5 2 0
457 Q9H853 TBA4B_HUMAN Putative	  tubulin-‐like	  protein	  alpha-‐4B18,189 10,79 5 2 0

458 O75390_CHAIN_0CISY_HUMAN Citrate	  synthase,	  mitochondrial	  [CHAIN	  0]18,154 7,06 5 3 1
458 O75390_CHAIN_0CISY_HUMAN Citrate	  synthase,	  mitochondrial	  [CHAIN	  0]18,154 7,06 5 3 1
458 O75390_CHAIN_0CISY_HUMAN Citrate	  synthase,	  mitochondrial	  [CHAIN	  0]18,154 7,06 5 3 1
458 O75390_CHAIN_0CISY_HUMAN Citrate	  synthase,	  mitochondrial	  [CHAIN	  0]18,154 7,06 5 3 1
458 O75390_CHAIN_0CISY_HUMAN Citrate	  synthase,	  mitochondrial	  [CHAIN	  0]18,154 7,06 5 3 1

459 O15400_ISOFORM_2STX7_HUMAN Syntaxin-‐7	  [ISOFORM	  2]18,126 10,04 4 2 2
459 O15400_ISOFORM_2STX7_HUMAN Syntaxin-‐7	  [ISOFORM	  2]18,126 10,04 4 2 2
459 O15400_ISOFORM_2STX7_HUMAN Syntaxin-‐7	  [ISOFORM	  2]18,126 10,04 4 2 2
459 O15400_ISOFORM_2STX7_HUMAN Syntaxin-‐7	  [ISOFORM	  2]18,126 10,04 4 2 2



460 Q03252_CHAIN_0LMNB2_HUMAN Lamin-‐B2	  [CHAIN	  0]18,081 4,87 3 3 1
460 Q03252_CHAIN_0LMNB2_HUMAN Lamin-‐B2	  [CHAIN	  0]18,081 4,87 3 3 1
460 Q03252_CHAIN_0LMNB2_HUMAN Lamin-‐B2	  [CHAIN	  0]18,081 4,87 3 3 1

461 P20591_CHAIN_1MX1_HUMAN Interferon-‐induced	  GTP-‐binding	  protein	  Mx1	  [CHAIN	  1]18,047 3,93 3 2 2
461 P20591_CHAIN_1MX1_HUMAN Interferon-‐induced	  GTP-‐binding	  protein	  Mx1	  [CHAIN	  1]18,047 3,93 3 2 2
461 P20591_CHAIN_1MX1_HUMAN Interferon-‐induced	  GTP-‐binding	  protein	  Mx1	  [CHAIN	  1]18,047 3,93 3 2 2

462 P17931_CHAIN_0LEG3_HUMAN Galectin-‐3	  (Gal-‐3)	  (CBP	  35)	  (GALBP)	  [CHAIN	  0]17,921 12,85 3 3 1
462 P17931_CHAIN_0LEG3_HUMAN Galectin-‐3	  (Gal-‐3)	  (CBP	  35)	  (GALBP)	  [CHAIN	  0]17,921 12,85 3 3 1
462 P17931_CHAIN_0LEG3_HUMAN Galectin-‐3	  (Gal-‐3)	  (CBP	  35)	  (GALBP)	  [CHAIN	  0]17,921 12,85 3 3 1

463 O95470 SGPL1_HUMAN Sphingosine-‐1-‐phosphate	  lyase	  1	  (SP-‐lyase	  1)	  (SPL	  1)	  (hSPL)17,848 6,69 2 2 0
463 O95470 SGPL1_HUMAN Sphingosine-‐1-‐phosphate	  lyase	  1	  (SP-‐lyase	  1)	  (SPL	  1)	  (hSPL)17,848 6,69 2 2 0

464 P55084_CHAIN_0ECHB_HUMAN Trifunctional	  enzyme	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]17,773 7,03 3 2 1
464 P55084_CHAIN_0ECHB_HUMAN Trifunctional	  enzyme	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]17,773 7,03 3 2 1
464 P55084_CHAIN_0ECHB_HUMAN Trifunctional	  enzyme	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]17,773 7,03 3 2 1

465 Q16531 DDB1_HUMAN DNA	  damage-‐binding	  protein	  1	  (DDBa)	  (XAP-‐1)	  (UV-‐DDB	  1)	  (XPE-‐BF)	  (XPCe)17,749 2,54 3 3 0
465 Q16531 DDB1_HUMAN DNA	  damage-‐binding	  protein	  1	  (DDBa)	  (XAP-‐1)	  (UV-‐DDB	  1)	  (XPE-‐BF)	  (XPCe)17,749 2,54 3 3 0
465 Q16531 DDB1_HUMAN DNA	  damage-‐binding	  protein	  1	  (DDBa)	  (XAP-‐1)	  (UV-‐DDB	  1)	  (XPE-‐BF)	  (XPCe)17,749 2,54 3 3 0

466 Q15005_CHAIN_0SPCS2_HUMAN Signal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]17,746 11,56 4 3 1
466 Q15005_CHAIN_0SPCS2_HUMAN Signal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]17,746 11,56 4 3 1
466 Q15005_CHAIN_0SPCS2_HUMAN Signal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]17,746 11,56 4 3 1
466 Q15005_CHAIN_0SPCS2_HUMAN Signal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]17,746 11,56 4 3 1

467 Q96FQ6 S10AG_HUMAN Protein	  S100-‐A1617,721 40,78 5 3 0
467 Q96FQ6 S10AG_HUMAN Protein	  S100-‐A1617,721 40,78 5 3 0
467 Q96FQ6 S10AG_HUMAN Protein	  S100-‐A1617,721 40,78 5 3 0
467 Q96FQ6 S10AG_HUMAN Protein	  S100-‐A1617,721 40,78 5 3 0
467 Q96FQ6 S10AG_HUMAN Protein	  S100-‐A1617,721 40,78 5 3 0

468 Q02952_ISOFORM_3AKA12_HUMANA-‐kinase	  anchor	  protein	  12	  (AKAP-‐12)	  (AKAP	  250)	  [ISOFORM	  3]17,708 1,85 3 2 2
468 Q02952_ISOFORM_3AKA12_HUMANA-‐kinase	  anchor	  protein	  12	  (AKAP-‐12)	  (AKAP	  250)	  [ISOFORM	  3]17,708 1,85 3 2 2
468 Q02952_ISOFORM_3AKA12_HUMANA-‐kinase	  anchor	  protein	  12	  (AKAP-‐12)	  (AKAP	  250)	  [ISOFORM	  3]17,708 1,85 3 2 2

469 P16070_ISOFORM_15CD44_HUMAN CD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]17,692 7,48 5 2 16
469 P16070_ISOFORM_15CD44_HUMAN CD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]17,692 7,48 5 2 16
469 P16070_ISOFORM_15CD44_HUMAN CD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]17,692 7,48 5 2 16
469 P16070_ISOFORM_15CD44_HUMAN CD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]17,692 7,48 5 2 16
469 P16070_ISOFORM_15CD44_HUMAN CD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]17,692 7,48 5 2 16

470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0
470 P54727 RD23B_HUMAN UV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)17,675 9,29 7 3 0



471 Q8NBJ5_CHAIN_0GT251_HUMAN Procollagen	  galactosyltransferase	  1	  [CHAIN	  0]17,637 4,22 3 3 1
471 Q8NBJ5_CHAIN_0GT251_HUMAN Procollagen	  galactosyltransferase	  1	  [CHAIN	  0]17,637 4,22 3 3 1
471 Q8NBJ5_CHAIN_0GT251_HUMAN Procollagen	  galactosyltransferase	  1	  [CHAIN	  0]17,637 4,22 3 3 1

472 Q0ZGT2_ISOFORM_2NEXN_HUMAN Nexilin	  [ISOFORM	  2]17,565 6,95 3 3 2
472 Q0ZGT2_ISOFORM_2NEXN_HUMAN Nexilin	  [ISOFORM	  2]17,565 6,95 3 3 2
472 Q0ZGT2_ISOFORM_2NEXN_HUMAN Nexilin	  [ISOFORM	  2]17,565 6,95 3 3 2

473 P14868 SYDC_HUMAN Aspartate-‐-‐tRNA	  ligase,	  cytoplasmic17,542 6,79 4 3 0
473 P14868 SYDC_HUMAN Aspartate-‐-‐tRNA	  ligase,	  cytoplasmic17,542 6,79 4 3 0
473 P14868 SYDC_HUMAN Aspartate-‐-‐tRNA	  ligase,	  cytoplasmic17,542 6,79 4 3 0
473 P14868 SYDC_HUMAN Aspartate-‐-‐tRNA	  ligase,	  cytoplasmic17,542 6,79 4 3 0

474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2
474 P56134_ISOFORM_2ATPK_HUMAN ATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]17,538 27,27 7 2 2

475 P40227_CHAIN_0TCPZ_HUMAN T-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]17,481 6,23 5 3 1
475 P40227_CHAIN_0TCPZ_HUMAN T-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]17,481 6,23 5 3 1
475 P40227_CHAIN_0TCPZ_HUMAN T-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]17,481 6,23 5 3 1
475 P40227_CHAIN_0TCPZ_HUMAN T-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]17,481 6,23 5 3 1
475 P40227_CHAIN_0TCPZ_HUMAN T-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]17,481 6,23 5 3 1

476 Q9BWM7SFXN3_HUMAN Sideroflexin-‐3 17,457 9,54 2 2 0
476 Q9BWM7SFXN3_HUMAN Sideroflexin-‐3 17,457 9,54 2 2 0

477 Q14566 MCM6_HUMAN DNA	  replication	  licensing	  factor	  MCM617,35 4,51 3 3 0
477 Q14566 MCM6_HUMAN DNA	  replication	  licensing	  factor	  MCM617,35 4,51 3 3 0
477 Q14566 MCM6_HUMAN DNA	  replication	  licensing	  factor	  MCM617,35 4,51 3 3 0

478 Q07021_CHAIN_0C1QBP_HUMAN Complement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]17,336 16,27 4 2 1
478 Q07021_CHAIN_0C1QBP_HUMAN Complement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]17,336 16,27 4 2 1
478 Q07021_CHAIN_0C1QBP_HUMAN Complement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]17,336 16,27 4 2 1
478 Q07021_CHAIN_0C1QBP_HUMAN Complement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]17,336 16,27 4 2 1

479 P35268_CHAIN_0RL22_HUMAN 60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0]17,317 18,9 4 2 1
479 P35268_CHAIN_0RL22_HUMAN 60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0]17,317 18,9 4 2 1
479 P35268_CHAIN_0RL22_HUMAN 60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0]17,317 18,9 4 2 1
479 P35268_CHAIN_0RL22_HUMAN 60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0]17,317 18,9 4 2 1

480 Q15758 AAAT_HUMAN Neutral	  amino	  acid	  transporter	  B17,309 4,44 3 2 0
480 Q15758 AAAT_HUMAN Neutral	  amino	  acid	  transporter	  B17,309 4,44 3 2 0
480 Q15758 AAAT_HUMAN Neutral	  amino	  acid	  transporter	  B17,309 4,44 3 2 0

481 Q01813 K6PP_HUMAN 6-‐phosphofructokinase	  type	  C	  (PFK-‐C)17,3 4,85 4 2 0
481 Q01813 K6PP_HUMAN 6-‐phosphofructokinase	  type	  C	  (PFK-‐C)17,3 4,85 4 2 0
481 Q01813 K6PP_HUMAN 6-‐phosphofructokinase	  type	  C	  (PFK-‐C)17,3 4,85 4 2 0
481 Q01813 K6PP_HUMAN 6-‐phosphofructokinase	  type	  C	  (PFK-‐C)17,3 4,85 4 2 0



482 P07996_CHAIN_0TSP1_HUMAN Thrombospondin-‐1	  [CHAIN	  0]17,272 2 3 2 1
482 P07996_CHAIN_0TSP1_HUMAN Thrombospondin-‐1	  [CHAIN	  0]17,272 2 3 2 1
482 P07996_CHAIN_0TSP1_HUMAN Thrombospondin-‐1	  [CHAIN	  0]17,272 2 3 2 1

483 P30533_CHAIN_0AMRP_HUMAN Alpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]17,244 10,22 4 3 1
483 P30533_CHAIN_0AMRP_HUMAN Alpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]17,244 10,22 4 3 1
483 P30533_CHAIN_0AMRP_HUMAN Alpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]17,244 10,22 4 3 1
483 P30533_CHAIN_0AMRP_HUMAN Alpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]17,244 10,22 4 3 1

484 P50991_CHAIN_0TCPD_HUMAN T-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]17,203 4,83 5 2 1
484 P50991_CHAIN_0TCPD_HUMAN T-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]17,203 4,83 5 2 1
484 P50991_CHAIN_0TCPD_HUMAN T-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]17,203 4,83 5 2 1
484 P50991_CHAIN_0TCPD_HUMAN T-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]17,203 4,83 5 2 1
484 P50991_CHAIN_0TCPD_HUMAN T-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]17,203 4,83 5 2 1

485 P34897_CHAIN_0GLYM_HUMAN Serine	  hydroxymethyltransferase,	  mitochondrial	  (SHMT)	  [CHAIN	  0]17,096 9,47 3 3 1
485 P34897_CHAIN_0GLYM_HUMAN Serine	  hydroxymethyltransferase,	  mitochondrial	  (SHMT)	  [CHAIN	  0]17,096 9,47 3 3 1
485 P34897_CHAIN_0GLYM_HUMAN Serine	  hydroxymethyltransferase,	  mitochondrial	  (SHMT)	  [CHAIN	  0]17,096 9,47 3 3 1

486 Q16555 DPYL2_HUMAN Dihydropyrimidinase-‐related	  protein	  2	  (DRP-‐2)	  (CRMP-‐2)	  (ULIP-‐2)17,09 4,02 2 2 0
486 Q16555 DPYL2_HUMAN Dihydropyrimidinase-‐related	  protein	  2	  (DRP-‐2)	  (CRMP-‐2)	  (ULIP-‐2)17,09 4,02 2 2 0

487 P61769_CHAIN_1B2MG_HUMAN Beta-‐2-‐microglobulin	  [CHAIN	  1]16,997 32,65 3 2 2
487 P61769_CHAIN_1B2MG_HUMAN Beta-‐2-‐microglobulin	  [CHAIN	  1]16,997 32,65 3 2 2
487 P61769_CHAIN_1B2MG_HUMAN Beta-‐2-‐microglobulin	  [CHAIN	  1]16,997 32,65 3 2 2

488 Q9UBQ0 VPS29_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  29	  (hVPS29)16,988 17,03 3 3 1
488 Q9UBQ0 VPS29_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  29	  (hVPS29)16,988 17,03 3 3 1
488 Q9UBQ0 VPS29_HUMAN Vacuolar	  protein	  sorting-‐associated	  protein	  29	  (hVPS29)16,988 17,03 3 3 1

489 P49755_CHAIN_0TMEDA_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  10	  (S31I125)	  [CHAIN	  0]16,938 16,49 3 3 1
489 P49755_CHAIN_0TMEDA_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  10	  (S31I125)	  [CHAIN	  0]16,938 16,49 3 3 1
489 P49755_CHAIN_0TMEDA_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  10	  (S31I125)	  [CHAIN	  0]16,938 16,49 3 3 1

490 P22087 FBRL_HUMAN rRNA	  2'-‐O-‐methyltransferase	  fibrillarin16,918 13,4 3 3 0
490 P22087 FBRL_HUMAN rRNA	  2'-‐O-‐methyltransferase	  fibrillarin16,918 13,4 3 3 0
490 P22087 FBRL_HUMAN rRNA	  2'-‐O-‐methyltransferase	  fibrillarin16,918 13,4 3 3 0

491 Q8N556 AFAP1_HUMAN Actin	  filament-‐associated	  protein	  1	  (AFAP-‐110)16,824 5,48 3 3 0
491 Q8N556 AFAP1_HUMAN Actin	  filament-‐associated	  protein	  1	  (AFAP-‐110)16,824 5,48 3 3 0
491 Q8N556 AFAP1_HUMAN Actin	  filament-‐associated	  protein	  1	  (AFAP-‐110)16,824 5,48 3 3 0

492 Q14554_CHAIN_0PDIA5_HUMAN Protein	  disulfide-‐isomerase	  A5	  [CHAIN	  0]16,739 5,42 3 3 1
492 Q14554_CHAIN_0PDIA5_HUMAN Protein	  disulfide-‐isomerase	  A5	  [CHAIN	  0]16,739 5,42 3 3 1
492 Q14554_CHAIN_0PDIA5_HUMAN Protein	  disulfide-‐isomerase	  A5	  [CHAIN	  0]16,739 5,42 3 3 1

493 P12270_CHAIN_0TPR_HUMAN Nucleoprotein	  TPR	  [CHAIN	  0]16,734 1,23 3 2 1
493 P12270_CHAIN_0TPR_HUMAN Nucleoprotein	  TPR	  [CHAIN	  0]16,734 1,23 3 2 1
493 P12270_CHAIN_0TPR_HUMAN Nucleoprotein	  TPR	  [CHAIN	  0]16,734 1,23 3 2 1

494 Q9HDC9_ISOFORM_2APMAP_HUMANAdipocyte	  plasma	  membrane-‐associated	  protein	  [ISOFORM	  2]16,733 12,11 3 3 1



494 Q9HDC9_ISOFORM_2APMAP_HUMANAdipocyte	  plasma	  membrane-‐associated	  protein	  [ISOFORM	  2]16,733 12,11 3 3 1
494 Q9HDC9_ISOFORM_2APMAP_HUMANAdipocyte	  plasma	  membrane-‐associated	  protein	  [ISOFORM	  2]16,733 12,11 3 3 1

495 P24539_CHAIN_0AT5F1_HUMAN ATP	  synthase	  subunit	  b,	  mitochondrial	  (ATPase	  subunit	  b)	  [CHAIN	  0]16,728 14,49 3 3 1
495 P24539_CHAIN_0AT5F1_HUMAN ATP	  synthase	  subunit	  b,	  mitochondrial	  (ATPase	  subunit	  b)	  [CHAIN	  0]16,728 14,49 3 3 1
495 P24539_CHAIN_0AT5F1_HUMAN ATP	  synthase	  subunit	  b,	  mitochondrial	  (ATPase	  subunit	  b)	  [CHAIN	  0]16,728 14,49 3 3 1

496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1
496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1
496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1
496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1
496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1
496 P38159_CHAIN_1HNRPG_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]16,708 7,44 6 3 1

497 P20618_CHAIN_0PSB1_HUMAN Proteasome	  subunit	  beta	  type-‐1	  [CHAIN	  0]16,691 12,68 2 2 1
497 P20618_CHAIN_0PSB1_HUMAN Proteasome	  subunit	  beta	  type-‐1	  [CHAIN	  0]16,691 12,68 2 2 1

498 P07099 HYEP_HUMAN Epoxide	  hydrolase	  116,644 4,84 3 3 0
498 P07099 HYEP_HUMAN Epoxide	  hydrolase	  116,644 4,84 3 3 0
498 P07099 HYEP_HUMAN Epoxide	  hydrolase	  116,644 4,84 3 3 0

499 Q9UKV3 ACINU_HUMAN Apoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)16,638 2,09 4 3 2
499 Q9UKV3 ACINU_HUMAN Apoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)16,638 2,09 4 3 2
499 Q9UKV3 ACINU_HUMAN Apoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)16,638 2,09 4 3 2
499 Q9UKV3 ACINU_HUMAN Apoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)16,638 2,09 4 3 2

500 P37108_CHAIN_0SRP14_HUMAN Signal	  recognition	  particle	  14	  kDa	  protein	  (SRP14)	  [CHAIN	  0]16,576 20 3 2 1
500 P37108_CHAIN_0SRP14_HUMAN Signal	  recognition	  particle	  14	  kDa	  protein	  (SRP14)	  [CHAIN	  0]16,576 20 3 2 1
500 P37108_CHAIN_0SRP14_HUMAN Signal	  recognition	  particle	  14	  kDa	  protein	  (SRP14)	  [CHAIN	  0]16,576 20 3 2 1

501 Q70UQ0 IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)16,545 6,86 5 3 0
501 Q70UQ0 IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)16,545 6,86 5 3 0
501 Q70UQ0 IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)16,545 6,86 5 3 0
501 Q70UQ0 IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)16,545 6,86 5 3 0
501 Q70UQ0 IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)16,545 6,86 5 3 0

502 Q9NVD7PARVA_HUMAN Alpha-‐parvin 16,541 5,91 2 2 0
502 Q9NVD7PARVA_HUMAN Alpha-‐parvin 16,541 5,91 2 2 0

503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0
503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0
503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0
503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0
503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0
503 P13987_CHAIN_0CD59_HUMAN CD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]16,53 35,06 6 2 0

504 Q99439_CHAIN_0CNN2_HUMAN Calponin-‐2	  [CHAIN	  0]16,507 9,09 3 2 1
504 Q99439_CHAIN_0CNN2_HUMAN Calponin-‐2	  [CHAIN	  0]16,507 9,09 3 2 1
504 Q99439_CHAIN_0CNN2_HUMAN Calponin-‐2	  [CHAIN	  0]16,507 9,09 3 2 1

505 Q9Y5X1 SNX9_HUMAN Sorting	  nexin-‐9	  (Protein	  SDP1)16,421 4,2 2 2 0
505 Q9Y5X1 SNX9_HUMAN Sorting	  nexin-‐9	  (Protein	  SDP1)16,421 4,2 2 2 0



506 O75380_CHAIN_0NDUS6_HUMAN NADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]16,364 31,25 4 2 1
506 O75380_CHAIN_0NDUS6_HUMAN NADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]16,364 31,25 4 2 1
506 O75380_CHAIN_0NDUS6_HUMAN NADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]16,364 31,25 4 2 1
506 O75380_CHAIN_0NDUS6_HUMAN NADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]16,364 31,25 4 2 1

507 P09669_CHAIN_0COX6C_HUMAN Cytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0]16,3 21,62 4 3 1
507 P09669_CHAIN_0COX6C_HUMAN Cytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0]16,3 21,62 4 3 1
507 P09669_CHAIN_0COX6C_HUMAN Cytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0]16,3 21,62 4 3 1
507 P09669_CHAIN_0COX6C_HUMAN Cytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0]16,3 21,62 4 3 1

508 Q9Y2D5 AKAP2_HUMAN A-‐kinase	  anchor	  protein	  2	  (AKAP-‐2)	  (PRKA2)16,298 3,96 2 2 4
508 Q9Y2D5 AKAP2_HUMAN A-‐kinase	  anchor	  protein	  2	  (AKAP-‐2)	  (PRKA2)16,298 3,96 2 2 4

509 Q13641_CHAIN_0TPBG_HUMAN Trophoblast	  glycoprotein	  (5T4	  oncotrophoblast	  glycoprotein)	  [CHAIN	  0]16,291 10,28 3 3 1
509 Q13641_CHAIN_0TPBG_HUMAN Trophoblast	  glycoprotein	  (5T4	  oncotrophoblast	  glycoprotein)	  [CHAIN	  0]16,291 10,28 3 3 1
509 Q13641_CHAIN_0TPBG_HUMAN Trophoblast	  glycoprotein	  (5T4	  oncotrophoblast	  glycoprotein)	  [CHAIN	  0]16,291 10,28 3 3 1

510 P09525_CHAIN_0ANXA4_HUMANAnnexin	  A4	  (PAP-‐II)	  [CHAIN	  0]16,283 6,92 2 2 1
510 P09525_CHAIN_0ANXA4_HUMANAnnexin	  A4	  (PAP-‐II)	  [CHAIN	  0]16,283 6,92 2 2 1

511 P09661_CHAIN_0RU2A_HUMAN U2	  small	  nuclear	  ribonucleoprotein	  A'	  (U2	  snRNP	  A')	  [CHAIN	  0]16,195 9,06 2 2 1
511 P09661_CHAIN_0RU2A_HUMAN U2	  small	  nuclear	  ribonucleoprotein	  A'	  (U2	  snRNP	  A')	  [CHAIN	  0]16,195 9,06 2 2 1

512 Q6IAA8_CHAIN_0PDRO_HUMAN Ragulator	  complex	  protein	  LAMTOR1	  [CHAIN	  0]16,19 15 3 2 1
512 Q6IAA8_CHAIN_0PDRO_HUMAN Ragulator	  complex	  protein	  LAMTOR1	  [CHAIN	  0]16,19 15 3 2 1
512 Q6IAA8_CHAIN_0PDRO_HUMAN Ragulator	  complex	  protein	  LAMTOR1	  [CHAIN	  0]16,19 15 3 2 1

513 P62888_CHAIN_0RL30_HUMAN 60S	  ribosomal	  protein	  L30	  [CHAIN	  0]16,189 24,56 4 2 1
513 P62888_CHAIN_0RL30_HUMAN 60S	  ribosomal	  protein	  L30	  [CHAIN	  0]16,189 24,56 4 2 1
513 P62888_CHAIN_0RL30_HUMAN 60S	  ribosomal	  protein	  L30	  [CHAIN	  0]16,189 24,56 4 2 1
513 P62888_CHAIN_0RL30_HUMAN 60S	  ribosomal	  protein	  L30	  [CHAIN	  0]16,189 24,56 4 2 1

514 P07093_CHAIN_0GDN_HUMAN Glia-‐derived	  nexin	  (GDN)	  (PI-‐7)	  (PN-‐1)	  [CHAIN	  0]16,141 5,8 2 2 2
514 P07093_CHAIN_0GDN_HUMAN Glia-‐derived	  nexin	  (GDN)	  (PI-‐7)	  (PN-‐1)	  [CHAIN	  0]16,141 5,8 2 2 2

515 O75534_ISOFORM_ShortCSDE1_HUMAN Cold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short]16,099 3,52 4 3 1
515 O75534_ISOFORM_ShortCSDE1_HUMAN Cold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short]16,099 3,52 4 3 1
515 O75534_ISOFORM_ShortCSDE1_HUMAN Cold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short]16,099 3,52 4 3 1
515 O75534_ISOFORM_ShortCSDE1_HUMAN Cold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short]16,099 3,52 4 3 1

516 Q10713_CHAIN_0MPPA_HUMAN Mitochondrial-‐processing	  peptidase	  subunit	  alpha	  [CHAIN	  0]16,075 7,32 3 3 1
516 Q10713_CHAIN_0MPPA_HUMAN Mitochondrial-‐processing	  peptidase	  subunit	  alpha	  [CHAIN	  0]16,075 7,32 3 3 1
516 Q10713_CHAIN_0MPPA_HUMAN Mitochondrial-‐processing	  peptidase	  subunit	  alpha	  [CHAIN	  0]16,075 7,32 3 3 1

517 Q92598_ISOFORM_BetaHS105_HUMAN Heat	  shock	  protein	  105	  kDa	  [ISOFORM	  Beta]16,065 5,04 3 3 2
517 Q92598_ISOFORM_BetaHS105_HUMAN Heat	  shock	  protein	  105	  kDa	  [ISOFORM	  Beta]16,065 5,04 3 3 2
517 Q92598_ISOFORM_BetaHS105_HUMAN Heat	  shock	  protein	  105	  kDa	  [ISOFORM	  Beta]16,065 5,04 3 3 2

518 O00231_CHAIN_0PSD11_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  11	  [CHAIN	  0]16,032 6,18 3 3 1
518 O00231_CHAIN_0PSD11_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  11	  [CHAIN	  0]16,032 6,18 3 3 1
518 O00231_CHAIN_0PSD11_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  11	  [CHAIN	  0]16,032 6,18 3 3 1



519 P30049_CHAIN_0ATPD_HUMAN ATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]16,017 16,44 5 2 1
519 P30049_CHAIN_0ATPD_HUMAN ATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]16,017 16,44 5 2 1
519 P30049_CHAIN_0ATPD_HUMAN ATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]16,017 16,44 5 2 1
519 P30049_CHAIN_0ATPD_HUMAN ATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]16,017 16,44 5 2 1
519 P30049_CHAIN_0ATPD_HUMAN ATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]16,017 16,44 5 2 1

520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2
520 P62913_CHAIN_0RL11_HUMAN 60S	  ribosomal	  protein	  L11	  [CHAIN	  0]15,872 12,99 8 2 2

521 Q15436 SC23A_HUMAN Protein	  transport	  protein	  Sec23A15,84 2,88 2 2 1
521 Q15436 SC23A_HUMAN Protein	  transport	  protein	  Sec23A15,84 2,88 2 2 1

522 P30443_CHAIN_01A01_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]15,81 7,33 5 2 3
522 P30443_CHAIN_01A01_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]15,81 7,33 5 2 3
522 P30443_CHAIN_01A01_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]15,81 7,33 5 2 3
522 P30443_CHAIN_01A01_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]15,81 7,33 5 2 3
522 P30443_CHAIN_01A01_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]15,81 7,33 5 2 3

523 Q53GQ0 DHB12_HUMAN Estradiol	  17-‐beta-‐dehydrogenase	  12	  (17-‐beta-‐HSD	  12)	  (KAR)15,808 9,62 3 2 0
523 Q53GQ0 DHB12_HUMAN Estradiol	  17-‐beta-‐dehydrogenase	  12	  (17-‐beta-‐HSD	  12)	  (KAR)15,808 9,62 3 2 0
523 Q53GQ0 DHB12_HUMAN Estradiol	  17-‐beta-‐dehydrogenase	  12	  (17-‐beta-‐HSD	  12)	  (KAR)15,808 9,62 3 2 0

524 Q53FA7 QORX_HUMAN Quinone	  oxidoreductase	  PIG315,743 5,12 2 2 0
524 Q53FA7 QORX_HUMAN Quinone	  oxidoreductase	  PIG315,743 5,12 2 2 0

525 P04632 CPNS1_HUMAN Calpain	  small	  subunit	  1	  (CSS1)	  (CANP	  small	  subunit)	  (CDPS)15,742 11,94 3 2 0
525 P04632 CPNS1_HUMAN Calpain	  small	  subunit	  1	  (CSS1)	  (CANP	  small	  subunit)	  (CDPS)15,742 11,94 3 2 0
525 P04632 CPNS1_HUMAN Calpain	  small	  subunit	  1	  (CSS1)	  (CANP	  small	  subunit)	  (CDPS)15,742 11,94 3 2 0

526 P41250 SYG_HUMAN Glycine-‐-‐tRNA	  ligase15,732 3,52 2 2 0
526 P41250 SYG_HUMAN Glycine-‐-‐tRNA	  ligase15,732 3,52 2 2 0

527 Q8IVL6_CHAIN_0P3H3_HUMAN Prolyl	  3-‐hydroxylase	  3	  [CHAIN	  0]15,705 3,21 2 2 1
527 Q8IVL6_CHAIN_0P3H3_HUMAN Prolyl	  3-‐hydroxylase	  3	  [CHAIN	  0]15,705 3,21 2 2 1

528 P02533_CHAIN_0K1C14_HUMAN Keratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]15,694 5,1 5 2 1
528 P02533_CHAIN_0K1C14_HUMAN Keratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]15,694 5,1 5 2 1
528 P02533_CHAIN_0K1C14_HUMAN Keratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]15,694 5,1 5 2 1
528 P02533_CHAIN_0K1C14_HUMAN Keratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]15,694 5,1 5 2 1
528 P02533_CHAIN_0K1C14_HUMAN Keratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]15,694 5,1 5 2 1

529 Q8N4C6_ISOFORM_6NIN_HUMAN Ninein	  (hNinein)	  (GSK3B-‐interacting	  protein)	  [ISOFORM	  6]15,674 2,43 3 3 7
529 Q8N4C6_ISOFORM_6NIN_HUMAN Ninein	  (hNinein)	  (GSK3B-‐interacting	  protein)	  [ISOFORM	  6]15,674 2,43 3 3 7
529 Q8N4C6_ISOFORM_6NIN_HUMAN Ninein	  (hNinein)	  (GSK3B-‐interacting	  protein)	  [ISOFORM	  6]15,674 2,43 3 3 7



530 Q96I24_CHAIN_0FUBP3_HUMAN Far	  upstream	  element-‐binding	  protein	  3	  (FUSE-‐binding	  protein	  3)	  [CHAIN	  0]15,609 5,6 2 2 1
530 Q96I24_CHAIN_0FUBP3_HUMAN Far	  upstream	  element-‐binding	  protein	  3	  (FUSE-‐binding	  protein	  3)	  [CHAIN	  0]15,609 5,6 2 2 1

531 Q70UQ0_ISOFORM_4IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)	  [ISOFORM	  4]15,571 7,16 3 3 0
531 Q70UQ0_ISOFORM_4IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)	  [ISOFORM	  4]15,571 7,16 3 3 0
531 Q70UQ0_ISOFORM_4IKIP_HUMAN Inhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)	  [ISOFORM	  4]15,571 7,16 3 3 0

532 Q00688_CHAIN_0FKBP3_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP3	  (PPIase	  FKBP3)	  (25	  kDa	  FKBP)	  (FKBP-‐25)	  (FKBP-‐3)	  [CHAIN	  0]15,57 16,14 3 3 1
532 Q00688_CHAIN_0FKBP3_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP3	  (PPIase	  FKBP3)	  (25	  kDa	  FKBP)	  (FKBP-‐25)	  (FKBP-‐3)	  [CHAIN	  0]15,57 16,14 3 3 1
532 Q00688_CHAIN_0FKBP3_HUMAN Peptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP3	  (PPIase	  FKBP3)	  (25	  kDa	  FKBP)	  (FKBP-‐25)	  (FKBP-‐3)	  [CHAIN	  0]15,57 16,14 3 3 1

533 Q15393 SF3B3_HUMAN Splicing	  factor	  3B	  subunit	  3	  (SF3b130)	  (SAP	  130)15,554 2,38 2 2 0
533 Q15393 SF3B3_HUMAN Splicing	  factor	  3B	  subunit	  3	  (SF3b130)	  (SAP	  130)15,554 2,38 2 2 0

534 Q16630_ISOFORM_3CPSF6_HUMAN Cleavage	  and	  polyadenylation	  specificity	  factor	  subunit	  6	  (CPSF	  68	  kDa	  subunit)	  [ISOFORM	  3]15,53 8,79 3 2 2
534 Q16630_ISOFORM_3CPSF6_HUMAN Cleavage	  and	  polyadenylation	  specificity	  factor	  subunit	  6	  (CPSF	  68	  kDa	  subunit)	  [ISOFORM	  3]15,53 8,79 3 2 2
534 Q16630_ISOFORM_3CPSF6_HUMAN Cleavage	  and	  polyadenylation	  specificity	  factor	  subunit	  6	  (CPSF	  68	  kDa	  subunit)	  [ISOFORM	  3]15,53 8,79 3 2 2

535 P49748_CHAIN_0ACADV_HUMANVery	  long-‐chain	  specific	  acyl-‐CoA	  dehydrogenase,	  mitochondrial	  (VLCAD)	  [CHAIN	  0]15,518 4,39 2 2 2
535 P49748_CHAIN_0ACADV_HUMANVery	  long-‐chain	  specific	  acyl-‐CoA	  dehydrogenase,	  mitochondrial	  (VLCAD)	  [CHAIN	  0]15,518 4,39 2 2 2

536 Q9BUJ2_ISOFORM_3HNRL1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U-‐like	  protein	  1	  (E1B-‐AP5)	  [ISOFORM	  3]15,492 4,92 2 2 3
536 Q9BUJ2_ISOFORM_3HNRL1_HUMAN Heterogeneous	  nuclear	  ribonucleoprotein	  U-‐like	  protein	  1	  (E1B-‐AP5)	  [ISOFORM	  3]15,492 4,92 2 2 3

537 P21281 VATB2_HUMANV-‐type	  proton	  ATPase	  subunit	  B,	  brain	  isoform	  (V-‐ATPase	  subunit	  B	  2)15,453 6,65 3 2 1
537 P21281 VATB2_HUMANV-‐type	  proton	  ATPase	  subunit	  B,	  brain	  isoform	  (V-‐ATPase	  subunit	  B	  2)15,453 6,65 3 2 1
537 P21281 VATB2_HUMANV-‐type	  proton	  ATPase	  subunit	  B,	  brain	  isoform	  (V-‐ATPase	  subunit	  B	  2)15,453 6,65 3 2 1

538 Q969X5_ISOFORM_2ERGI1_HUMAN Endoplasmic	  reticulum-‐Golgi	  intermediate	  compartment	  protein	  1	  (ERGIC-‐32)	  [ISOFORM	  2]15,436 19,19 2 2 1
538 Q969X5_ISOFORM_2ERGI1_HUMAN Endoplasmic	  reticulum-‐Golgi	  intermediate	  compartment	  protein	  1	  (ERGIC-‐32)	  [ISOFORM	  2]15,436 19,19 2 2 1

539 P08779_CHAIN_0K1C16_HUMAN Keratin,	  type	  I	  cytoskeletal	  16	  (CK-‐16)	  (K16)	  [CHAIN	  0]15,408 4,87 3 2 1
539 P08779_CHAIN_0K1C16_HUMAN Keratin,	  type	  I	  cytoskeletal	  16	  (CK-‐16)	  (K16)	  [CHAIN	  0]15,408 4,87 3 2 1
539 P08779_CHAIN_0K1C16_HUMAN Keratin,	  type	  I	  cytoskeletal	  16	  (CK-‐16)	  (K16)	  [CHAIN	  0]15,408 4,87 3 2 1

540 Q9UQ80_CHAIN_0PA2G4_HUMAN Proliferation-‐associated	  protein	  2G4	  (hG4-‐1)	  [CHAIN	  0]15,299 7,12 3 2 1
540 Q9UQ80_CHAIN_0PA2G4_HUMAN Proliferation-‐associated	  protein	  2G4	  (hG4-‐1)	  [CHAIN	  0]15,299 7,12 3 2 1
540 Q9UQ80_CHAIN_0PA2G4_HUMAN Proliferation-‐associated	  protein	  2G4	  (hG4-‐1)	  [CHAIN	  0]15,299 7,12 3 2 1

541 P60033 CD81_HUMAN CD81	  antigen	  (Tspan-‐28)15,287 16,53 3 2 0
541 P60033 CD81_HUMAN CD81	  antigen	  (Tspan-‐28)15,287 16,53 3 2 0
541 P60033 CD81_HUMAN CD81	  antigen	  (Tspan-‐28)15,287 16,53 3 2 0

542 Q15459 SF3A1_HUMAN Splicing	  factor	  3A	  subunit	  1	  (SAP	  114)15,264 3,91 2 2 0
542 Q15459 SF3A1_HUMAN Splicing	  factor	  3A	  subunit	  1	  (SAP	  114)15,264 3,91 2 2 0

543 Q9Y230_CHAIN_0RUVB2_HUMAN RuvB-‐like	  2	  (48	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐51)	  (Reptin	  52)	  (TAP54-‐beta)	  [CHAIN	  0]15,233 5,63 2 2 1
543 Q9Y230_CHAIN_0RUVB2_HUMAN RuvB-‐like	  2	  (48	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐51)	  (Reptin	  52)	  (TAP54-‐beta)	  [CHAIN	  0]15,233 5,63 2 2 1

544 P62826_CHAIN_0RAN_HUMAN GTP-‐binding	  nuclear	  protein	  Ran	  [CHAIN	  0]15,23 9,77 3 2 1
544 P62826_CHAIN_0RAN_HUMAN GTP-‐binding	  nuclear	  protein	  Ran	  [CHAIN	  0]15,23 9,77 3 2 1
544 P62826_CHAIN_0RAN_HUMAN GTP-‐binding	  nuclear	  protein	  Ran	  [CHAIN	  0]15,23 9,77 3 2 1



545 P09874_CHAIN_0PARP1_HUMAN Poly	  [ADP-‐ribose]	  polymerase	  1	  (PARP-‐1)	  (ADPRT	  1)	  [CHAIN	  0]15,22 2,67 3 2 1
545 P09874_CHAIN_0PARP1_HUMAN Poly	  [ADP-‐ribose]	  polymerase	  1	  (PARP-‐1)	  (ADPRT	  1)	  [CHAIN	  0]15,22 2,67 3 2 1
545 P09874_CHAIN_0PARP1_HUMAN Poly	  [ADP-‐ribose]	  polymerase	  1	  (PARP-‐1)	  (ADPRT	  1)	  [CHAIN	  0]15,22 2,67 3 2 1

546 Q92791 SC65_HUMAN Synaptonemal	  complex	  protein	  SC6515,201 6,64 3 2 0
546 Q92791 SC65_HUMAN Synaptonemal	  complex	  protein	  SC6515,201 6,64 3 2 0
546 Q92791 SC65_HUMAN Synaptonemal	  complex	  protein	  SC6515,201 6,64 3 2 0

547 P62917_CHAIN_0RL8_HUMAN 60S	  ribosomal	  protein	  L8	  [CHAIN	  0]15,117 6,64 4 2 1
547 P62917_CHAIN_0RL8_HUMAN 60S	  ribosomal	  protein	  L8	  [CHAIN	  0]15,117 6,64 4 2 1
547 P62917_CHAIN_0RL8_HUMAN 60S	  ribosomal	  protein	  L8	  [CHAIN	  0]15,117 6,64 4 2 1
547 P62917_CHAIN_0RL8_HUMAN 60S	  ribosomal	  protein	  L8	  [CHAIN	  0]15,117 6,64 4 2 1

548 P20674_CHAIN_0COX5A_HUMANCytochrome	  c	  oxidase	  subunit	  5A,	  mitochondrial	  [CHAIN	  0]15,041 9,17 3 2 1
548 P20674_CHAIN_0COX5A_HUMANCytochrome	  c	  oxidase	  subunit	  5A,	  mitochondrial	  [CHAIN	  0]15,041 9,17 3 2 1
548 P20674_CHAIN_0COX5A_HUMANCytochrome	  c	  oxidase	  subunit	  5A,	  mitochondrial	  [CHAIN	  0]15,041 9,17 3 2 1

549 P24534_CHAIN_0EF1B_HUMAN Elongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0]15,02 9,82 4 2 1
549 P24534_CHAIN_0EF1B_HUMAN Elongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0]15,02 9,82 4 2 1
549 P24534_CHAIN_0EF1B_HUMAN Elongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0]15,02 9,82 4 2 1
549 P24534_CHAIN_0EF1B_HUMAN Elongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0]15,02 9,82 4 2 1

550 Q93008_ISOFORM_2USP9X_HUMAN Probable	  ubiquitin	  carboxyl-‐terminal	  hydrolase	  FAF-‐X	  (hFAM)	  [ISOFORM	  2]14,997 0,82 2 2 1
550 Q93008_ISOFORM_2USP9X_HUMAN Probable	  ubiquitin	  carboxyl-‐terminal	  hydrolase	  FAF-‐X	  (hFAM)	  [ISOFORM	  2]14,997 0,82 2 2 1

551 Q14019_CHAIN_0COTL1_HUMAN Coactosin-‐like	  protein	  [CHAIN	  0]14,982 15,6 3 2 1
551 Q14019_CHAIN_0COTL1_HUMAN Coactosin-‐like	  protein	  [CHAIN	  0]14,982 15,6 3 2 1
551 Q14019_CHAIN_0COTL1_HUMAN Coactosin-‐like	  protein	  [CHAIN	  0]14,982 15,6 3 2 1

552 O76094_CHAIN_0SRP72_HUMAN Signal	  recognition	  particle	  72	  kDa	  protein	  (SRP72)	  [CHAIN	  0]14,877 4,03 2 2 1
552 O76094_CHAIN_0SRP72_HUMAN Signal	  recognition	  particle	  72	  kDa	  protein	  (SRP72)	  [CHAIN	  0]14,877 4,03 2 2 1

553 Q13423_CHAIN_0NNTM_HUMAN NAD	  transhydrogenase,	  mitochondrial	  [CHAIN	  0]14,836 2,97 2 2 1
553 Q13423_CHAIN_0NNTM_HUMAN NAD	  transhydrogenase,	  mitochondrial	  [CHAIN	  0]14,836 2,97 2 2 1

554 O14602_CHAIN_0IF1AY_HUMAN Eukaryotic	  translation	  initiation	  factor	  1A,	  Y-‐chromosomal	  (eIF-‐1A	  Y	  isoform)	  (eIF-‐4C)	  [CHAIN	  0]14,835 10,49 2 2 3
554 O14602_CHAIN_0IF1AY_HUMAN Eukaryotic	  translation	  initiation	  factor	  1A,	  Y-‐chromosomal	  (eIF-‐1A	  Y	  isoform)	  (eIF-‐4C)	  [CHAIN	  0]14,835 10,49 2 2 3

555 P46063_CHAIN_0RECQ1_HUMAN ATP-‐dependent	  DNA	  helicase	  Q1	  (RecQ1)	  [CHAIN	  0]14,834 4,94 3 2 1
555 P46063_CHAIN_0RECQ1_HUMAN ATP-‐dependent	  DNA	  helicase	  Q1	  (RecQ1)	  [CHAIN	  0]14,834 4,94 3 2 1
555 P46063_CHAIN_0RECQ1_HUMAN ATP-‐dependent	  DNA	  helicase	  Q1	  (RecQ1)	  [CHAIN	  0]14,834 4,94 3 2 1

556 P54136_ISOFORM_MonomericSYRC_HUMAN Arginyl-‐tRNA	  synthetase,	  cytoplasmic	  (ArgRS)	  [ISOFORM	  Monomeric]14,818 4,08 2 2 1
556 P54136_ISOFORM_MonomericSYRC_HUMAN Arginyl-‐tRNA	  synthetase,	  cytoplasmic	  (ArgRS)	  [ISOFORM	  Monomeric]14,818 4,08 2 2 1

557 Q6NYC8 PHTNS_HUMAN Phostensin 14,797 6,53 2 2 0
557 Q6NYC8 PHTNS_HUMAN Phostensin 14,797 6,53 2 2 0

558 Q9Y4P3 TBL2_HUMAN Transducin	  beta-‐like	  protein	  2	  (WS-‐betaTRP)14,795 5,59 2 2 0
558 Q9Y4P3 TBL2_HUMAN Transducin	  beta-‐like	  protein	  2	  (WS-‐betaTRP)14,795 5,59 2 2 0



559 O94874_ISOFORM_3UFL1_HUMAN E3	  UFM1-‐protein	  ligase	  1	  [ISOFORM	  3]14,706 5,3 2 2 2
559 O94874_ISOFORM_3UFL1_HUMAN E3	  UFM1-‐protein	  ligase	  1	  [ISOFORM	  3]14,706 5,3 2 2 2

560 P28066 PSA5_HUMAN Proteasome	  subunit	  alpha	  type-‐514,703 12,86 4 2 0
560 P28066 PSA5_HUMAN Proteasome	  subunit	  alpha	  type-‐514,703 12,86 4 2 0
560 P28066 PSA5_HUMAN Proteasome	  subunit	  alpha	  type-‐514,703 12,86 4 2 0
560 P28066 PSA5_HUMAN Proteasome	  subunit	  alpha	  type-‐514,703 12,86 4 2 0

561 Q4VXU2 PAP1L_HUMAN Polyadenylate-‐binding	  protein	  1-‐like14,694 3,26 4 2 0
561 Q4VXU2 PAP1L_HUMAN Polyadenylate-‐binding	  protein	  1-‐like14,694 3,26 4 2 0
561 Q4VXU2 PAP1L_HUMAN Polyadenylate-‐binding	  protein	  1-‐like14,694 3,26 4 2 0
561 Q4VXU2 PAP1L_HUMAN Polyadenylate-‐binding	  protein	  1-‐like14,694 3,26 4 2 0

562 P54920 SNAA_HUMAN Alpha-‐soluble	  NSF	  attachment	  protein	  (SNAP-‐alpha)14,423 8,81 2 2 0
562 P54920 SNAA_HUMAN Alpha-‐soluble	  NSF	  attachment	  protein	  (SNAP-‐alpha)14,423 8,81 2 2 0

563 P11177_CHAIN_0ODPB_HUMAN Pyruvate	  dehydrogenase	  E1	  component	  subunit	  beta,	  mitochondrial	  (PDHE1-‐B)	  [CHAIN	  0]14,414 9,73 3 2 2
563 P11177_CHAIN_0ODPB_HUMAN Pyruvate	  dehydrogenase	  E1	  component	  subunit	  beta,	  mitochondrial	  (PDHE1-‐B)	  [CHAIN	  0]14,414 9,73 3 2 2
563 P11177_CHAIN_0ODPB_HUMAN Pyruvate	  dehydrogenase	  E1	  component	  subunit	  beta,	  mitochondrial	  (PDHE1-‐B)	  [CHAIN	  0]14,414 9,73 3 2 2

564 Q16795_CHAIN_0NDUA9_HUMANNADH	  dehydrogenase	  	  1	  alpha	  subcomplex	  subunit	  9,	  mitochondrial	  [CHAIN	  0]14,412 7,31 2 2 1
564 Q16795_CHAIN_0NDUA9_HUMANNADH	  dehydrogenase	  	  1	  alpha	  subcomplex	  subunit	  9,	  mitochondrial	  [CHAIN	  0]14,412 7,31 2 2 1

565 Q9Y3B3_CHAIN_0TMED7_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  7	  [CHAIN	  0]14,403 11,58 3 2 1
565 Q9Y3B3_CHAIN_0TMED7_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  7	  [CHAIN	  0]14,403 11,58 3 2 1
565 Q9Y3B3_CHAIN_0TMED7_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  7	  [CHAIN	  0]14,403 11,58 3 2 1

566 P09622_CHAIN_0DLDH_HUMAN Dihydrolipoyl	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]14,403 6,12 3 2 1
566 P09622_CHAIN_0DLDH_HUMAN Dihydrolipoyl	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]14,403 6,12 3 2 1
566 P09622_CHAIN_0DLDH_HUMAN Dihydrolipoyl	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]14,403 6,12 3 2 1

567 P04181_CHAIN_1OAT_HUMAN Ornithine	  aminotransferase,	  renal	  form	  [CHAIN	  1]14,403 5,2 2 2 2
567 P04181_CHAIN_1OAT_HUMAN Ornithine	  aminotransferase,	  renal	  form	  [CHAIN	  1]14,403 5,2 2 2 2

568 Q15043_CHAIN_0S39AE_HUMAN Zinc	  transporter	  ZIP14	  (LZT-‐Hs4)	  (ZIP-‐14)	  [CHAIN	  0]14,387 6,93 2 2 0
568 Q15043_CHAIN_0S39AE_HUMAN Zinc	  transporter	  ZIP14	  (LZT-‐Hs4)	  (ZIP-‐14)	  [CHAIN	  0]14,387 6,93 2 2 0

569 O75131_CHAIN_0CPNE3_HUMAN Copine-‐3	  [CHAIN	  0]14,376 4,66 4 2 1
569 O75131_CHAIN_0CPNE3_HUMAN Copine-‐3	  [CHAIN	  0]14,376 4,66 4 2 1
569 O75131_CHAIN_0CPNE3_HUMAN Copine-‐3	  [CHAIN	  0]14,376 4,66 4 2 1
569 O75131_CHAIN_0CPNE3_HUMAN Copine-‐3	  [CHAIN	  0]14,376 4,66 4 2 1

570 O14776_ISOFORM_2TCRG1_HUMAN Transcription	  elongation	  regulator	  1	  [ISOFORM	  2]14,37 2,04 2 2 1
570 O14776_ISOFORM_2TCRG1_HUMAN Transcription	  elongation	  regulator	  1	  [ISOFORM	  2]14,37 2,04 2 2 1

571 P98179 RBM3_HUMAN Putative	  RNA-‐binding	  protein	  314,354 21,02 2 2 0
571 P98179 RBM3_HUMAN Putative	  RNA-‐binding	  protein	  314,354 21,02 2 2 0

572 P18621_CHAIN_0RL17_HUMAN 60S	  ribosomal	  protein	  L17	  [CHAIN	  0]14,345 16,39 3 2 1
572 P18621_CHAIN_0RL17_HUMAN 60S	  ribosomal	  protein	  L17	  [CHAIN	  0]14,345 16,39 3 2 1
572 P18621_CHAIN_0RL17_HUMAN 60S	  ribosomal	  protein	  L17	  [CHAIN	  0]14,345 16,39 3 2 1



573 Q08431_ISOFORM_2MFGM_HUMAN Lactadherin	  [ISOFORM	  2]14,318 8,97 2 2 3
573 Q08431_ISOFORM_2MFGM_HUMAN Lactadherin	  [ISOFORM	  2]14,318 8,97 2 2 3

574 Q04837_CHAIN_0SSBP_HUMAN Single-‐stranded	  DNA-‐binding	  protein,	  mitochondrial	  (Mt-‐SSB)	  (MtSSB)	  [CHAIN	  0]14,311 22,73 3 2 0
574 Q04837_CHAIN_0SSBP_HUMAN Single-‐stranded	  DNA-‐binding	  protein,	  mitochondrial	  (Mt-‐SSB)	  (MtSSB)	  [CHAIN	  0]14,311 22,73 3 2 0
574 Q04837_CHAIN_0SSBP_HUMAN Single-‐stranded	  DNA-‐binding	  protein,	  mitochondrial	  (Mt-‐SSB)	  (MtSSB)	  [CHAIN	  0]14,311 22,73 3 2 0

575 Q16881_ISOFORM_5TRXR1_HUMAN Thioredoxin	  reductase	  1,	  cytoplasmic	  (TR)	  (GRIM-‐12)	  (Gene	  associated	  with	  retinoic	  and	  IFN-‐induced	  mortality	  12	  protein)	  [ISOFORM	  5]14,284 6,81 2 2 5
575 Q16881_ISOFORM_5TRXR1_HUMAN Thioredoxin	  reductase	  1,	  cytoplasmic	  (TR)	  (GRIM-‐12)	  (Gene	  associated	  with	  retinoic	  and	  IFN-‐induced	  mortality	  12	  protein)	  [ISOFORM	  5]14,284 6,81 2 2 5

576 P24752_CHAIN_0THIL_HUMAN Acetyl-‐CoA	  acetyltransferase,	  mitochondrial	  [CHAIN	  0]14,26 6,35 3 2 1
576 P24752_CHAIN_0THIL_HUMAN Acetyl-‐CoA	  acetyltransferase,	  mitochondrial	  [CHAIN	  0]14,26 6,35 3 2 1
576 P24752_CHAIN_0THIL_HUMAN Acetyl-‐CoA	  acetyltransferase,	  mitochondrial	  [CHAIN	  0]14,26 6,35 3 2 1

577 Q14676_ISOFORM_4MDC1_HUMAN Mediator	  of	  DNA	  damage	  checkpoint	  protein	  1	  [ISOFORM	  4]14,253 3,75 2 2 3
577 Q14676_ISOFORM_4MDC1_HUMAN Mediator	  of	  DNA	  damage	  checkpoint	  protein	  1	  [ISOFORM	  4]14,253 3,75 2 2 3

578 P61221 ABCE1_HUMAN ATP-‐binding	  cassette	  sub-‐family	  E	  member	  1	  (RNS4I)14,238 4,67 3 2 0
578 P61221 ABCE1_HUMAN ATP-‐binding	  cassette	  sub-‐family	  E	  member	  1	  (RNS4I)14,238 4,67 3 2 0
578 P61221 ABCE1_HUMAN ATP-‐binding	  cassette	  sub-‐family	  E	  member	  1	  (RNS4I)14,238 4,67 3 2 0

579 Q6UVK1_CHAIN_0CSPG4_HUMAN Chondroitin	  sulfate	  proteoglycan	  4	  [CHAIN	  0]14,21 1,66 2 2 1
579 Q6UVK1_CHAIN_0CSPG4_HUMAN Chondroitin	  sulfate	  proteoglycan	  4	  [CHAIN	  0]14,21 1,66 2 2 1

580 P08574_CHAIN_0CY1_HUMAN Cytochrome	  c1,	  heme	  protein,	  mitochondrial	  (Cytochrome	  c-‐1)	  [CHAIN	  0]14,204 11,62 2 2 1
580 P08574_CHAIN_0CY1_HUMAN Cytochrome	  c1,	  heme	  protein,	  mitochondrial	  (Cytochrome	  c-‐1)	  [CHAIN	  0]14,204 11,62 2 2 1

581 P59190_ISOFORM_2RAB15_HUMAN Ras-‐related	  protein	  Rab-‐15	  [ISOFORM	  2]14,184 10,58 4 2 1
581 P59190_ISOFORM_2RAB15_HUMAN Ras-‐related	  protein	  Rab-‐15	  [ISOFORM	  2]14,184 10,58 4 2 1
581 P59190_ISOFORM_2RAB15_HUMAN Ras-‐related	  protein	  Rab-‐15	  [ISOFORM	  2]14,184 10,58 4 2 1
581 P59190_ISOFORM_2RAB15_HUMAN Ras-‐related	  protein	  Rab-‐15	  [ISOFORM	  2]14,184 10,58 4 2 1

582 Q9UJZ1 STML2_HUMAN Stomatin-‐like	  protein	  2	  (SLP-‐2)14,18 7,58 3 2 0
582 Q9UJZ1 STML2_HUMAN Stomatin-‐like	  protein	  2	  (SLP-‐2)14,18 7,58 3 2 0
582 Q9UJZ1 STML2_HUMAN Stomatin-‐like	  protein	  2	  (SLP-‐2)14,18 7,58 3 2 0

583 Q13243_ISOFORM_SRP40-4SRSF5_HUMAN Serine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4]14,177 8,55 4 2 1
583 Q13243_ISOFORM_SRP40-4SRSF5_HUMAN Serine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4]14,177 8,55 4 2 1
583 Q13243_ISOFORM_SRP40-4SRSF5_HUMAN Serine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4]14,177 8,55 4 2 1
583 Q13243_ISOFORM_SRP40-4SRSF5_HUMAN Serine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4]14,177 8,55 4 2 1

584 P10321_CHAIN_01C07_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐7	  alpha	  chain	  [CHAIN	  0]14,173 6,73 2 2 5
584 P10321_CHAIN_01C07_HUMAN HLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐7	  alpha	  chain	  [CHAIN	  0]14,173 6,73 2 2 5

585 Q03135_ISOFORM_BetaCAV1_HUMAN Caveolin-‐1	  [ISOFORM	  Beta]14,162 21,09 3 2 2
585 Q03135_ISOFORM_BetaCAV1_HUMAN Caveolin-‐1	  [ISOFORM	  Beta]14,162 21,09 3 2 2
585 Q03135_ISOFORM_BetaCAV1_HUMAN Caveolin-‐1	  [ISOFORM	  Beta]14,162 21,09 3 2 2

586 Q9NX63 CHCH3_HUMAN Coiled-‐coil-‐helix-‐coiled-‐coil-‐helix	  domain-‐containing	  protein	  3,	  mitochondrial14,148 6,17 2 2 0
586 Q9NX63 CHCH3_HUMAN Coiled-‐coil-‐helix-‐coiled-‐coil-‐helix	  domain-‐containing	  protein	  3,	  mitochondrial14,148 6,17 2 2 0

587 P42766_CHAIN_0RL35_HUMAN 60S	  ribosomal	  protein	  L35	  [CHAIN	  0]14,131 18,85 5 2 1



587 P42766_CHAIN_0RL35_HUMAN 60S	  ribosomal	  protein	  L35	  [CHAIN	  0]14,131 18,85 5 2 1
587 P42766_CHAIN_0RL35_HUMAN 60S	  ribosomal	  protein	  L35	  [CHAIN	  0]14,131 18,85 5 2 1
587 P42766_CHAIN_0RL35_HUMAN 60S	  ribosomal	  protein	  L35	  [CHAIN	  0]14,131 18,85 5 2 1
587 P42766_CHAIN_0RL35_HUMAN 60S	  ribosomal	  protein	  L35	  [CHAIN	  0]14,131 18,85 5 2 1

588 Q15008_CHAIN_0PSMD6_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  6	  [CHAIN	  0]14,117 6,19 2 2 1
588 Q15008_CHAIN_0PSMD6_HUMAN 26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  6	  [CHAIN	  0]14,117 6,19 2 2 1

589 Q9Y265 RUVB1_HUMAN RuvB-‐like	  1	  (49	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐54)	  (NMP	  238)	  (TAP54-‐alpha)14,088 6,14 3 2 0
589 Q9Y265 RUVB1_HUMAN RuvB-‐like	  1	  (49	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐54)	  (NMP	  238)	  (TAP54-‐alpha)14,088 6,14 3 2 0
589 Q9Y265 RUVB1_HUMAN RuvB-‐like	  1	  (49	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐54)	  (NMP	  238)	  (TAP54-‐alpha)14,088 6,14 3 2 0

590 O75531 BAF_HUMAN Barrier-‐to-‐autointegration	  factor14,052 14,61 3 2 0
590 O75531 BAF_HUMAN Barrier-‐to-‐autointegration	  factor14,052 14,61 3 2 0
590 O75531 BAF_HUMAN Barrier-‐to-‐autointegration	  factor14,052 14,61 3 2 0

591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0]13,992 5,42 4 2 0
591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0]13,992 5,42 4 2 0
591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0]13,992 5,42 4 2 0
591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0]13,992 5,42 4 2 0

592 O75368 SH3L1_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein13,986 13,16 4 2 0
592 O75368 SH3L1_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein13,986 13,16 4 2 0
592 O75368 SH3L1_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein13,986 13,16 4 2 0
592 O75368 SH3L1_HUMAN SH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein13,986 13,16 4 2 0

593 P49773_CHAIN_0HINT1_HUMAN Histidine	  triad	  nucleotide-‐binding	  protein	  1	  (PKCI-‐1)	  [CHAIN	  0]13,976 19,2 2 2 1
593 P49773_CHAIN_0HINT1_HUMAN Histidine	  triad	  nucleotide-‐binding	  protein	  1	  (PKCI-‐1)	  [CHAIN	  0]13,976 19,2 2 2 1

594 P33176_CHAIN_0KINH_HUMAN Kinesin-‐1	  heavy	  chain	  (UKHC)	  [CHAIN	  0]13,968 1,98 2 2 1
594 P33176_CHAIN_0KINH_HUMAN Kinesin-‐1	  heavy	  chain	  (UKHC)	  [CHAIN	  0]13,968 1,98 2 2 1

595 Q15293_CHAIN_0RCN1_HUMAN Reticulocalbin-‐1	  [CHAIN	  0]13,965 6,95 2 2 1
595 Q15293_CHAIN_0RCN1_HUMAN Reticulocalbin-‐1	  [CHAIN	  0]13,965 6,95 2 2 1

596 P30084_CHAIN_0ECHM_HUMAN Enoyl-‐CoA	  hydratase,	  mitochondrial	  (SCEH)	  [CHAIN	  0]13,962 14,83 3 2 1
596 P30084_CHAIN_0ECHM_HUMAN Enoyl-‐CoA	  hydratase,	  mitochondrial	  (SCEH)	  [CHAIN	  0]13,962 14,83 3 2 1
596 P30084_CHAIN_0ECHM_HUMAN Enoyl-‐CoA	  hydratase,	  mitochondrial	  (SCEH)	  [CHAIN	  0]13,962 14,83 3 2 1

597 P17301_CHAIN_0ITA2_HUMAN Integrin	  alpha-‐2	  (GPIa)	  [CHAIN	  0]13,951 2,26 2 2 1
597 P17301_CHAIN_0ITA2_HUMAN Integrin	  alpha-‐2	  (GPIa)	  [CHAIN	  0]13,951 2,26 2 2 1

598 O14737_CHAIN_0PDCD5_HUMAN Programmed	  cell	  death	  protein	  5	  (Protein	  TFAR19)	  [CHAIN	  0]13,949 19,35 3 2 1
598 O14737_CHAIN_0PDCD5_HUMAN Programmed	  cell	  death	  protein	  5	  (Protein	  TFAR19)	  [CHAIN	  0]13,949 19,35 3 2 1
598 O14737_CHAIN_0PDCD5_HUMAN Programmed	  cell	  death	  protein	  5	  (Protein	  TFAR19)	  [CHAIN	  0]13,949 19,35 3 2 1

599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)13,901 5,57 4 2 0
599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)13,901 5,57 4 2 0
599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)13,901 5,57 4 2 0
599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)13,901 5,57 4 2 0

600 O14653 GOSR2_HUMAN Golgi	  SNAP	  receptor	  complex	  member	  213,895 14,62 2 2 1



600 O14653 GOSR2_HUMAN Golgi	  SNAP	  receptor	  complex	  member	  213,895 14,62 2 2 1

601 P22102 PUR2_HUMAN Trifunctional	  purine	  biosynthetic	  protein	  adenosine-‐313,886 2,57 2 2 1
601 P22102 PUR2_HUMAN Trifunctional	  purine	  biosynthetic	  protein	  adenosine-‐313,886 2,57 2 2 1

602 Q13895 BYST_HUMAN Bystin 13,847 6,64 2 2 0
602 Q13895 BYST_HUMAN Bystin 13,847 6,64 2 2 0

603 Q16666_ISOFORM_4IF16_HUMAN Gamma-‐interferon-‐inducible	  protein	  16	  (Ifi-‐16)	  [ISOFORM	  4]13,844 6,76 2 2 3
603 Q16666_ISOFORM_4IF16_HUMAN Gamma-‐interferon-‐inducible	  protein	  16	  (Ifi-‐16)	  [ISOFORM	  4]13,844 6,76 2 2 3

604 Q10567_ISOFORM_CAP1B1_HUMAN AP-‐1	  complex	  subunit	  beta-‐1	  [ISOFORM	  C]13,792 3,83 4 2 2
604 Q10567_ISOFORM_CAP1B1_HUMAN AP-‐1	  complex	  subunit	  beta-‐1	  [ISOFORM	  C]13,792 3,83 4 2 2
604 Q10567_ISOFORM_CAP1B1_HUMAN AP-‐1	  complex	  subunit	  beta-‐1	  [ISOFORM	  C]13,792 3,83 4 2 2
604 Q10567_ISOFORM_CAP1B1_HUMAN AP-‐1	  complex	  subunit	  beta-‐1	  [ISOFORM	  C]13,792 3,83 4 2 2

605 P14927_CHAIN_0QCR7_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  7	  [CHAIN	  0]13,746 19,09 3 2 1
605 P14927_CHAIN_0QCR7_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  7	  [CHAIN	  0]13,746 19,09 3 2 1
605 P14927_CHAIN_0QCR7_HUMAN Cytochrome	  b-‐c1	  complex	  subunit	  7	  [CHAIN	  0]13,746 19,09 3 2 1

606 Q13177_CHAIN_1PAK2_HUMAN PAK-‐2p34	  (p34)	  [CHAIN	  1]13,734 8,96 2 2 1
606 Q13177_CHAIN_1PAK2_HUMAN PAK-‐2p34	  (p34)	  [CHAIN	  1]13,734 8,96 2 2 1

607 P62249_CHAIN_0RS16_HUMAN 40S	  ribosomal	  protein	  S16	  [CHAIN	  0]13,725 14,48 5 2 1
607 P62249_CHAIN_0RS16_HUMAN 40S	  ribosomal	  protein	  S16	  [CHAIN	  0]13,725 14,48 5 2 1
607 P62249_CHAIN_0RS16_HUMAN 40S	  ribosomal	  protein	  S16	  [CHAIN	  0]13,725 14,48 5 2 1
607 P62249_CHAIN_0RS16_HUMAN 40S	  ribosomal	  protein	  S16	  [CHAIN	  0]13,725 14,48 5 2 1
607 P62249_CHAIN_0RS16_HUMAN 40S	  ribosomal	  protein	  S16	  [CHAIN	  0]13,725 14,48 5 2 1

608 O43294 TGFI1_HUMAN Transforming	  growth	  factor	  beta-‐1-‐induced	  transcript	  1	  protein	  (Hic-‐5)13,72 2,39 2 2 1
608 O43294 TGFI1_HUMAN Transforming	  growth	  factor	  beta-‐1-‐induced	  transcript	  1	  protein	  (Hic-‐5)13,72 2,39 2 2 1

609 A0FGR8_ISOFORM_4ESYT2_HUMAN Extended	  synaptotagmin-‐2	  (E-‐Syt2)	  [ISOFORM	  4]13,718 4,55 3 2 3
609 A0FGR8_ISOFORM_4ESYT2_HUMAN Extended	  synaptotagmin-‐2	  (E-‐Syt2)	  [ISOFORM	  4]13,718 4,55 3 2 3
609 A0FGR8_ISOFORM_4ESYT2_HUMAN Extended	  synaptotagmin-‐2	  (E-‐Syt2)	  [ISOFORM	  4]13,718 4,55 3 2 3

610 Q9Y512 SAM50_HUMANSorting	  and	  assembly	  machinery	  component	  50	  homolog	  (TRG-‐3)13,716 4,26 2 2 0
610 Q9Y512 SAM50_HUMANSorting	  and	  assembly	  machinery	  component	  50	  homolog	  (TRG-‐3)13,716 4,26 2 2 0

611 Q8WUM4_CHAIN_0PDC6I_HUMAN Programmed	  cell	  death	  6-‐interacting	  protein	  (PDCD6-‐interacting	  protein)	  [CHAIN	  0]13,711 2,54 2 2 1
611 Q8WUM4_CHAIN_0PDC6I_HUMAN Programmed	  cell	  death	  6-‐interacting	  protein	  (PDCD6-‐interacting	  protein)	  [CHAIN	  0]13,711 2,54 2 2 1

612 P09496_ISOFORM_Non-brainCLCA_HUMAN Clathrin	  light	  chain	  A	  (Lca)	  [ISOFORM	  Non-‐brain]13,68 8,26 2 2 2
612 P09496_ISOFORM_Non-brainCLCA_HUMAN Clathrin	  light	  chain	  A	  (Lca)	  [ISOFORM	  Non-‐brain]13,68 8,26 2 2 2

613 P63000 RAC1_HUMAN Ras-‐related	  C3	  botulinum	  toxin	  substrate	  113,66 11,98 2 2 1
613 P63000 RAC1_HUMAN Ras-‐related	  C3	  botulinum	  toxin	  substrate	  113,66 11,98 2 2 1

614 P68402 PA1B2_HUMAN Platelet-‐activating	  factor	  acetylhydrolase	  IB	  subunit	  beta	  (PAF-‐AH	  30	  kDa	  subunit)	  (PAFAH	  subunit	  beta)13,631 12,66 2 2 0
614 P68402 PA1B2_HUMAN Platelet-‐activating	  factor	  acetylhydrolase	  IB	  subunit	  beta	  (PAF-‐AH	  30	  kDa	  subunit)	  (PAFAH	  subunit	  beta)13,631 12,66 2 2 0

615 O15145_CHAIN_0ARPC3_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  3	  (p21-‐ARC)	  [CHAIN	  0]13,615 10,17 3 2 1



615 O15145_CHAIN_0ARPC3_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  3	  (p21-‐ARC)	  [CHAIN	  0]13,615 10,17 3 2 1
615 O15145_CHAIN_0ARPC3_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  3	  (p21-‐ARC)	  [CHAIN	  0]13,615 10,17 3 2 1

616 P26368_ISOFORM_2U2AF2_HUMAN Splicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]13,614 3,82 5 2 2
616 P26368_ISOFORM_2U2AF2_HUMAN Splicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]13,614 3,82 5 2 2
616 P26368_ISOFORM_2U2AF2_HUMAN Splicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]13,614 3,82 5 2 2
616 P26368_ISOFORM_2U2AF2_HUMAN Splicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]13,614 3,82 5 2 2
616 P26368_ISOFORM_2U2AF2_HUMAN Splicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]13,614 3,82 5 2 2

617 O43684_ISOFORM_2BUB3_HUMAN Mitotic	  checkpoint	  protein	  BUB3	  [ISOFORM	  2]13,6 7,06 2 2 1
617 O43684_ISOFORM_2BUB3_HUMAN Mitotic	  checkpoint	  protein	  BUB3	  [ISOFORM	  2]13,6 7,06 2 2 1

618 P13073_CHAIN_0COX41_HUMAN Cytochrome	  c	  oxidase	  subunit	  4	  isoform	  1,	  mitochondrial	  (COX	  IV-‐1)	  [CHAIN	  0]13,554 14,29 2 2 1
618 P13073_CHAIN_0COX41_HUMAN Cytochrome	  c	  oxidase	  subunit	  4	  isoform	  1,	  mitochondrial	  (COX	  IV-‐1)	  [CHAIN	  0]13,554 14,29 2 2 1

619 P62995_ISOFORM_3TRA2B_HUMAN Transformer-‐2	  protein	  homolog	  beta	  (TRA-‐2	  beta)	  (TRA2-‐beta)	  (hTRA2-‐beta)	  [ISOFORM	  3]13,525 12,23 2 2 1
619 P62995_ISOFORM_3TRA2B_HUMAN Transformer-‐2	  protein	  homolog	  beta	  (TRA-‐2	  beta)	  (TRA2-‐beta)	  (hTRA2-‐beta)	  [ISOFORM	  3]13,525 12,23 2 2 1

620 P26373_CHAIN_0RL13_HUMAN 60S	  ribosomal	  protein	  L13	  [CHAIN	  0]13,5 10 4 2 1
620 P26373_CHAIN_0RL13_HUMAN 60S	  ribosomal	  protein	  L13	  [CHAIN	  0]13,5 10 4 2 1
620 P26373_CHAIN_0RL13_HUMAN 60S	  ribosomal	  protein	  L13	  [CHAIN	  0]13,5 10 4 2 1
620 P26373_CHAIN_0RL13_HUMAN 60S	  ribosomal	  protein	  L13	  [CHAIN	  0]13,5 10 4 2 1

621 O75844 FACE1_HUMAN CAAX	  prenyl	  protease	  1	  homolog	  (FACE-‐1)13,491 6,74 2 2 0
621 O75844 FACE1_HUMAN CAAX	  prenyl	  protease	  1	  homolog	  (FACE-‐1)13,491 6,74 2 2 0

622 Q9UKM7 MA1B1_HUMANEndoplasmic	  reticulum	  mannosyl-‐oligosaccharide	  1,2-‐alpha-‐mannosidase	  (ERMan1)13,474 3,15 2 2 0
622 Q9UKM7 MA1B1_HUMANEndoplasmic	  reticulum	  mannosyl-‐oligosaccharide	  1,2-‐alpha-‐mannosidase	  (ERMan1)13,474 3,15 2 2 0

623 P29992 GNA11_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐11	  (G	  alpha-‐11)	  (G-‐protein	  subunit	  alpha-‐11)13,473 7,8 2 2 0
623 P29992 GNA11_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐11	  (G	  alpha-‐11)	  (G-‐protein	  subunit	  alpha-‐11)13,473 7,8 2 2 0

624 P62750_CHAIN_0RL23A_HUMAN 60S	  ribosomal	  protein	  L23a	  [CHAIN	  0]13,416 15,48 3 2 1
624 P62750_CHAIN_0RL23A_HUMAN 60S	  ribosomal	  protein	  L23a	  [CHAIN	  0]13,416 15,48 3 2 1
624 P62750_CHAIN_0RL23A_HUMAN 60S	  ribosomal	  protein	  L23a	  [CHAIN	  0]13,416 15,48 3 2 1

625 P42224_ISOFORM_BetaSTAT1_HUMAN Signal	  transducer	  and	  activator	  of	  transcription	  1-‐alpha/beta	  [ISOFORM	  Beta]13,402 3,93 2 2 1
625 P42224_ISOFORM_BetaSTAT1_HUMAN Signal	  transducer	  and	  activator	  of	  transcription	  1-‐alpha/beta	  [ISOFORM	  Beta]13,402 3,93 2 2 1

626 P30837_CHAIN_0AL1B1_HUMAN Aldehyde	  dehydrogenase	  X,	  mitochondrial	  [CHAIN	  0]13,362 4,2 3 2 1
626 P30837_CHAIN_0AL1B1_HUMAN Aldehyde	  dehydrogenase	  X,	  mitochondrial	  [CHAIN	  0]13,362 4,2 3 2 1
626 P30837_CHAIN_0AL1B1_HUMAN Aldehyde	  dehydrogenase	  X,	  mitochondrial	  [CHAIN	  0]13,362 4,2 3 2 1

627 Q9H930_ISOFORM_2LY10L_HUMAN Nuclear	  body	  protein	  SP140-‐like	  protein	  [ISOFORM	  2]13,331 4,96 3 2 1
627 Q9H930_ISOFORM_2LY10L_HUMAN Nuclear	  body	  protein	  SP140-‐like	  protein	  [ISOFORM	  2]13,331 4,96 3 2 1
627 Q9H930_ISOFORM_2LY10L_HUMAN Nuclear	  body	  protein	  SP140-‐like	  protein	  [ISOFORM	  2]13,331 4,96 3 2 1

628 Q9UHX1_ISOFORM_4PUF60_HUMAN Poly(U)-‐binding-‐splicing	  factor	  PUF60	  (FBP-‐interacting	  repressor)	  (RoBP1)	  (Siah-‐BP1)	  [ISOFORM	  4]13,318 8,22 2 2 5
628 Q9UHX1_ISOFORM_4PUF60_HUMAN Poly(U)-‐binding-‐splicing	  factor	  PUF60	  (FBP-‐interacting	  repressor)	  (RoBP1)	  (Siah-‐BP1)	  [ISOFORM	  4]13,318 8,22 2 2 5

629 Q9NP72_CHAIN_0RAB18_HUMAN Ras-‐related	  protein	  Rab-‐18	  [CHAIN	  0]13,312 11,33 2 2 1
629 Q9NP72_CHAIN_0RAB18_HUMAN Ras-‐related	  protein	  Rab-‐18	  [CHAIN	  0]13,312 11,33 2 2 1



630 Q9UJS0 CMC2_HUMAN Calcium-‐binding	  mitochondrial	  carrier	  protein	  Aralar213,273 5,63 2 2 0
630 Q9UJS0 CMC2_HUMAN Calcium-‐binding	  mitochondrial	  carrier	  protein	  Aralar213,273 5,63 2 2 0

631 Q9UL25_CHAIN_0RAB21_HUMAN Ras-‐related	  protein	  Rab-‐21	  [CHAIN	  0]13,262 9,95 3 2 1
631 Q9UL25_CHAIN_0RAB21_HUMAN Ras-‐related	  protein	  Rab-‐21	  [CHAIN	  0]13,262 9,95 3 2 1
631 Q9UL25_CHAIN_0RAB21_HUMAN Ras-‐related	  protein	  Rab-‐21	  [CHAIN	  0]13,262 9,95 3 2 1

632 O75915 PRAF3_HUMAN PRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5)13,254 13,83 4 2 0
632 O75915 PRAF3_HUMAN PRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5)13,254 13,83 4 2 0
632 O75915 PRAF3_HUMAN PRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5)13,254 13,83 4 2 0
632 O75915 PRAF3_HUMAN PRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5)13,254 13,83 4 2 0

633 P62244_CHAIN_0RS15A_HUMAN 40S	  ribosomal	  protein	  S15a	  [CHAIN	  0]13,248 10,85 4 2 1
633 P62244_CHAIN_0RS15A_HUMAN 40S	  ribosomal	  protein	  S15a	  [CHAIN	  0]13,248 10,85 4 2 1
633 P62244_CHAIN_0RS15A_HUMAN 40S	  ribosomal	  protein	  S15a	  [CHAIN	  0]13,248 10,85 4 2 1
633 P62244_CHAIN_0RS15A_HUMAN 40S	  ribosomal	  protein	  S15a	  [CHAIN	  0]13,248 10,85 4 2 1

634 Q9P0L0_CHAIN_0VAPA_HUMAN Vesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]13,248 13,31 4 2 2
634 Q9P0L0_CHAIN_0VAPA_HUMAN Vesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]13,248 13,31 4 2 2
634 Q9P0L0_CHAIN_0VAPA_HUMAN Vesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]13,248 13,31 4 2 2
634 Q9P0L0_CHAIN_0VAPA_HUMAN Vesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]13,248 13,31 4 2 2

635 P14314_CHAIN_0GLU2B_HUMAN Glucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0]13,212 7 4 2 1
635 P14314_CHAIN_0GLU2B_HUMAN Glucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0]13,212 7 4 2 1
635 P14314_CHAIN_0GLU2B_HUMAN Glucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0]13,212 7 4 2 1
635 P14314_CHAIN_0GLU2B_HUMAN Glucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0]13,212 7 4 2 1

636 P62899 RL31_HUMAN 60S	  ribosomal	  protein	  L3113,182 17,6 5 2 0
636 P62899 RL31_HUMAN 60S	  ribosomal	  protein	  L3113,182 17,6 5 2 0
636 P62899 RL31_HUMAN 60S	  ribosomal	  protein	  L3113,182 17,6 5 2 0
636 P62899 RL31_HUMAN 60S	  ribosomal	  protein	  L3113,182 17,6 5 2 0
636 P62899 RL31_HUMAN 60S	  ribosomal	  protein	  L3113,182 17,6 5 2 0

637 P46776_CHAIN_0RL27A_HUMAN 60S	  ribosomal	  protein	  L27a	  [CHAIN	  0]13,169 14,29 4 2 1
637 P46776_CHAIN_0RL27A_HUMAN 60S	  ribosomal	  protein	  L27a	  [CHAIN	  0]13,169 14,29 4 2 1
637 P46776_CHAIN_0RL27A_HUMAN 60S	  ribosomal	  protein	  L27a	  [CHAIN	  0]13,169 14,29 4 2 1
637 P46776_CHAIN_0RL27A_HUMAN 60S	  ribosomal	  protein	  L27a	  [CHAIN	  0]13,169 14,29 4 2 1

638 P51572_CHAIN_0BAP31_HUMAN B-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]13,147 9,8 4 2 1
638 P51572_CHAIN_0BAP31_HUMAN B-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]13,147 9,8 4 2 1
638 P51572_CHAIN_0BAP31_HUMAN B-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]13,147 9,8 4 2 1
638 P51572_CHAIN_0BAP31_HUMAN B-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]13,147 9,8 4 2 1

639 O75340 PDCD6_HUMAN Programmed	  cell	  death	  protein	  613,141 10,99 2 2 0
639 O75340 PDCD6_HUMAN Programmed	  cell	  death	  protein	  613,141 10,99 2 2 0

640 Q969H8_CHAIN_0CS010_HUMAN UPF0556	  protein	  C19orf10	  (IL-‐25)	  [CHAIN	  0]13,119 17,61 3 2 1
640 Q969H8_CHAIN_0CS010_HUMAN UPF0556	  protein	  C19orf10	  (IL-‐25)	  [CHAIN	  0]13,119 17,61 3 2 1
640 Q969H8_CHAIN_0CS010_HUMAN UPF0556	  protein	  C19orf10	  (IL-‐25)	  [CHAIN	  0]13,119 17,61 3 2 1

641 Q01844_ISOFORM_EWS-BEWS_HUMAN RNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B]13,082 4,97 4 2 1



641 Q01844_ISOFORM_EWS-BEWS_HUMAN RNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B]13,082 4,97 4 2 1
641 Q01844_ISOFORM_EWS-BEWS_HUMAN RNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B]13,082 4,97 4 2 1
641 Q01844_ISOFORM_EWS-BEWS_HUMAN RNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B]13,082 4,97 4 2 1

642 Q9UJ70_CHAIN_0NAGK_HUMAN N-‐acetyl-‐D-‐glucosamine	  kinase	  (N-‐acetylglucosamine	  kinase)	  [CHAIN	  0]13,076 6,41 2 2 1
642 Q9UJ70_CHAIN_0NAGK_HUMAN N-‐acetyl-‐D-‐glucosamine	  kinase	  (N-‐acetylglucosamine	  kinase)	  [CHAIN	  0]13,076 6,41 2 2 1

643 P12004 PCNA_HUMAN Proliferating	  cell	  nuclear	  antigen	  (PCNA)13,062 8,43 4 2 0
643 P12004 PCNA_HUMAN Proliferating	  cell	  nuclear	  antigen	  (PCNA)13,062 8,43 4 2 0
643 P12004 PCNA_HUMAN Proliferating	  cell	  nuclear	  antigen	  (PCNA)13,062 8,43 4 2 0
643 P12004 PCNA_HUMAN Proliferating	  cell	  nuclear	  antigen	  (PCNA)13,062 8,43 4 2 0

644 P35221_CHAIN_0CTNA1_HUMANCatenin	  alpha-‐1	  [CHAIN	  0]13,056 2,76 3 2 2
644 P35221_CHAIN_0CTNA1_HUMANCatenin	  alpha-‐1	  [CHAIN	  0]13,056 2,76 3 2 2
644 P35221_CHAIN_0CTNA1_HUMANCatenin	  alpha-‐1	  [CHAIN	  0]13,056 2,76 3 2 2

645 P16152_CHAIN_0CBR1_HUMAN Carbonyl	  reductase	  [NADPH]	  1	  [CHAIN	  0]13,056 6,88 2 2 1
645 P16152_CHAIN_0CBR1_HUMAN Carbonyl	  reductase	  [NADPH]	  1	  [CHAIN	  0]13,056 6,88 2 2 1

646 A2RRP1_ISOFORM_2NBAS_HUMAN Neuroblastoma-‐amplified	  sequence	  [ISOFORM	  2]13,035 0,84 2 2 1
646 A2RRP1_ISOFORM_2NBAS_HUMAN Neuroblastoma-‐amplified	  sequence	  [ISOFORM	  2]13,035 0,84 2 2 1

647 Q14498_ISOFORM_2RBM39_HUMAN RNA-‐binding	  protein	  39	  [ISOFORM	  2]13,001 4,39 4 2 2
647 Q14498_ISOFORM_2RBM39_HUMAN RNA-‐binding	  protein	  39	  [ISOFORM	  2]13,001 4,39 4 2 2
647 Q14498_ISOFORM_2RBM39_HUMAN RNA-‐binding	  protein	  39	  [ISOFORM	  2]13,001 4,39 4 2 2
647 Q14498_ISOFORM_2RBM39_HUMAN RNA-‐binding	  protein	  39	  [ISOFORM	  2]13,001 4,39 4 2 2

648 Q99805_CHAIN_0TM9S2_HUMAN Transmembrane	  9	  superfamily	  member	  2	  [CHAIN	  0]12,976 4,09 2 2 1
648 Q99805_CHAIN_0TM9S2_HUMAN Transmembrane	  9	  superfamily	  member	  2	  [CHAIN	  0]12,976 4,09 2 2 1

649 Q9Y2W2WBP11_HUMANWW	  domain-‐binding	  protein	  11	  (WBP-‐11)	  (NpwBP)12,928 4,52 2 2 0
649 Q9Y2W2WBP11_HUMANWW	  domain-‐binding	  protein	  11	  (WBP-‐11)	  (NpwBP)12,928 4,52 2 2 0

650 P35613_ISOFORM_2BASI_HUMAN Basigin	  (EMMPRIN)	  (TCSF)	  [ISOFORM	  2]12,914 8,55 3 2 2
650 P35613_ISOFORM_2BASI_HUMAN Basigin	  (EMMPRIN)	  (TCSF)	  [ISOFORM	  2]12,914 8,55 3 2 2
650 P35613_ISOFORM_2BASI_HUMAN Basigin	  (EMMPRIN)	  (TCSF)	  [ISOFORM	  2]12,914 8,55 3 2 2

651 O75489_CHAIN_0NDUS3_HUMAN NADH	  dehydrogenase	  	  iron-‐sulfur	  protein	  3,	  mitochondrial	  [CHAIN	  0]12,888 12,28 2 2 1
651 O75489_CHAIN_0NDUS3_HUMAN NADH	  dehydrogenase	  	  iron-‐sulfur	  protein	  3,	  mitochondrial	  [CHAIN	  0]12,888 12,28 2 2 1

652 Q9BXP5_ISOFORM_5SRRT_HUMAN Serrate	  RNA	  effector	  molecule	  homolog	  [ISOFORM	  5]12,874 1,67 2 2 4
652 Q9BXP5_ISOFORM_5SRRT_HUMAN Serrate	  RNA	  effector	  molecule	  homolog	  [ISOFORM	  5]12,874 1,67 2 2 4

653 Q8N163 K1967_HUMAN Protein	  KIAA1967	  (DBC-‐1)	  (DBC.1)12,856 2,38 2 2 1
653 Q8N163 K1967_HUMAN Protein	  KIAA1967	  (DBC-‐1)	  (DBC.1)12,856 2,38 2 2 1

654 O94905 ERLN2_HUMAN Erlin-‐2	  (SPFH	  domain-‐containing	  protein	  2)12,813 9,44 2 2 0
654 O94905 ERLN2_HUMAN Erlin-‐2	  (SPFH	  domain-‐containing	  protein	  2)12,813 9,44 2 2 0

655 O43747_CHAIN_0AP1G1_HUMAN AP-‐1	  complex	  subunit	  gamma-‐1	  [CHAIN	  0]12,809 2,31 2 2 2
655 O43747_CHAIN_0AP1G1_HUMAN AP-‐1	  complex	  subunit	  gamma-‐1	  [CHAIN	  0]12,809 2,31 2 2 2



656 P84103 SRSF3_HUMAN Serine/arginine-‐rich	  splicing	  factor	  312,685 14,02 3 2 0
656 P84103 SRSF3_HUMAN Serine/arginine-‐rich	  splicing	  factor	  312,685 14,02 3 2 0
656 P84103 SRSF3_HUMAN Serine/arginine-‐rich	  splicing	  factor	  312,685 14,02 3 2 0

657 O00629_CHAIN_0IMA4_HUMAN Importin	  subunit	  alpha-‐3	  [CHAIN	  0]12,667 5,77 2 2 1
657 O00629_CHAIN_0IMA4_HUMAN Importin	  subunit	  alpha-‐3	  [CHAIN	  0]12,667 5,77 2 2 1

658 O94826_CHAIN_0TOM70_HUMANMitochondrial	  import	  receptor	  subunit	  TOM70	  [CHAIN	  0]12,649 3,29 2 2 1
658 O94826_CHAIN_0TOM70_HUMANMitochondrial	  import	  receptor	  subunit	  TOM70	  [CHAIN	  0]12,649 3,29 2 2 1

659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1
659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1
659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1
659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1
659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1
659 P60903_CHAIN_0S10AA_HUMAN Protein	  S100-‐A10	  [CHAIN	  0]12,621 28,12 6 2 1

660 P10301_CHAIN_0RRAS_HUMAN Ras-‐related	  protein	  R-‐Ras	  [CHAIN	  0]12,59 8,84 2 2 1
660 P10301_CHAIN_0RRAS_HUMAN Ras-‐related	  protein	  R-‐Ras	  [CHAIN	  0]12,59 8,84 2 2 1

661 P11387_CHAIN_0TOP1_HUMAN DNA	  topoisomerase	  1	  [CHAIN	  0]12,59 3,66 2 2 1
661 P11387_CHAIN_0TOP1_HUMAN DNA	  topoisomerase	  1	  [CHAIN	  0]12,59 3,66 2 2 1

662 Q96CW1AP2M1_HUMANAP-‐2	  complex	  subunit	  mu12,586 3,91 3 2 1
662 Q96CW1AP2M1_HUMANAP-‐2	  complex	  subunit	  mu12,586 3,91 3 2 1
662 Q96CW1AP2M1_HUMANAP-‐2	  complex	  subunit	  mu12,586 3,91 3 2 1

663 Q9HBR0_ISOFORM_3S38AA_HUMAN Putative	  sodium-‐coupled	  neutral	  amino	  acid	  transporter	  10	  [ISOFORM	  3]12,573 3,35 2 2 1
663 Q9HBR0_ISOFORM_3S38AA_HUMAN Putative	  sodium-‐coupled	  neutral	  amino	  acid	  transporter	  10	  [ISOFORM	  3]12,573 3,35 2 2 1

664 Q16698_CHAIN_0DECR_HUMAN 2,4-‐dienoyl-‐CoA	  reductase,	  mitochondrial	  (4-‐enoyl-‐CoA	  reductase	  [NADPH])	  [CHAIN	  0]12,556 7,97 2 2 1
664 Q16698_CHAIN_0DECR_HUMAN 2,4-‐dienoyl-‐CoA	  reductase,	  mitochondrial	  (4-‐enoyl-‐CoA	  reductase	  [NADPH])	  [CHAIN	  0]12,556 7,97 2 2 1

665 Q92804 RBP56_HUMAN TATA-‐binding	  protein-‐associated	  factor	  2N	  (TAF(II)68)	  (TAFII68)12,543 3,04 2 2 1
665 Q92804 RBP56_HUMAN TATA-‐binding	  protein-‐associated	  factor	  2N	  (TAF(II)68)	  (TAFII68)12,543 3,04 2 2 1

666 P23634_ISOFORM_ZKAT2B4_HUMAN Plasma	  membrane	  calcium-‐transporting	  ATPase	  4	  (PMCA4)	  [ISOFORM	  ZK]12,532 1,34 3 2 7
666 P23634_ISOFORM_ZKAT2B4_HUMAN Plasma	  membrane	  calcium-‐transporting	  ATPase	  4	  (PMCA4)	  [ISOFORM	  ZK]12,532 1,34 3 2 7
666 P23634_ISOFORM_ZKAT2B4_HUMAN Plasma	  membrane	  calcium-‐transporting	  ATPase	  4	  (PMCA4)	  [ISOFORM	  ZK]12,532 1,34 3 2 7

667 P26639 SYTC_HUMAN Threonyl-‐tRNA	  synthetase,	  cytoplasmic	  (ThrRS)12,485 2,63 2 2 0
667 P26639 SYTC_HUMAN Threonyl-‐tRNA	  synthetase,	  cytoplasmic	  (ThrRS)12,485 2,63 2 2 0

668 O15144 ARPC2_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  2	  (p34-‐ARC)12,421 6,67 3 2 0
668 O15144 ARPC2_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  2	  (p34-‐ARC)12,421 6,67 3 2 0
668 O15144 ARPC2_HUMAN Actin-‐related	  protein	  2/3	  complex	  subunit	  2	  (p34-‐ARC)12,421 6,67 3 2 0

669 Q9P0K7_ISOFORM_3RAI14_HUMAN Ankycorbin	  [ISOFORM	  3]12,398 1,44 2 2 2
669 Q9P0K7_ISOFORM_3RAI14_HUMAN Ankycorbin	  [ISOFORM	  3]12,398 1,44 2 2 2

670 P39687 AN32A_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  A	  (LANP)	  (PHAPI)12,341 10,84 2 2 0
670 P39687 AN32A_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  A	  (LANP)	  (PHAPI)12,341 10,84 2 2 0



671 P63173 RL38_HUMAN 60S	  ribosomal	  protein	  L3812,328 28,57 4 2 1
671 P63173 RL38_HUMAN 60S	  ribosomal	  protein	  L3812,328 28,57 4 2 1
671 P63173 RL38_HUMAN 60S	  ribosomal	  protein	  L3812,328 28,57 4 2 1
671 P63173 RL38_HUMAN 60S	  ribosomal	  protein	  L3812,328 28,57 4 2 1

672 Q9H0S4_CHAIN_0DDX47_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX47	  [CHAIN	  0]12,327 6,17 2 2 1
672 Q9H0S4_CHAIN_0DDX47_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX47	  [CHAIN	  0]12,327 6,17 2 2 1

673 Q9Y3I0 CV028_HUMANUPF0027	  protein	  C22orf2812,321 7,72 2 2 0
673 Q9Y3I0 CV028_HUMANUPF0027	  protein	  C22orf2812,321 7,72 2 2 0

674 P63167 DYL1_HUMAN Dynein	  light	  chain	  1,	  cytoplasmic	  (DLC8)	  (PIN)12,3 24,72 3 2 1
674 P63167 DYL1_HUMAN Dynein	  light	  chain	  1,	  cytoplasmic	  (DLC8)	  (PIN)12,3 24,72 3 2 1
674 P63167 DYL1_HUMAN Dynein	  light	  chain	  1,	  cytoplasmic	  (DLC8)	  (PIN)12,3 24,72 3 2 1

675 Q12797 ASPH_HUMAN Aspartyl/asparaginyl	  beta-‐hydroxylase	  (ASP	  beta-‐hydroxylase)12,295 3,69 2 2 0
675 Q12797 ASPH_HUMAN Aspartyl/asparaginyl	  beta-‐hydroxylase	  (ASP	  beta-‐hydroxylase)12,295 3,69 2 2 0

676 Q9Y3U8_CHAIN_0RL36_HUMAN 60S	  ribosomal	  protein	  L36	  [CHAIN	  0]12,234 18,27 3 2 1
676 Q9Y3U8_CHAIN_0RL36_HUMAN 60S	  ribosomal	  protein	  L36	  [CHAIN	  0]12,234 18,27 3 2 1
676 Q9Y3U8_CHAIN_0RL36_HUMAN 60S	  ribosomal	  protein	  L36	  [CHAIN	  0]12,234 18,27 3 2 1

677 Q8TAQ2_ISOFORM_2SMRC2_HUMAN SWI/SNF	  complex	  subunit	  SMARCC2	  [ISOFORM	  2]12,23 1,95 2 2 1
677 Q8TAQ2_ISOFORM_2SMRC2_HUMAN SWI/SNF	  complex	  subunit	  SMARCC2	  [ISOFORM	  2]12,23 1,95 2 2 1

678 P26196 DDX6_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX612,223 5,18 3 2 0
678 P26196 DDX6_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX612,223 5,18 3 2 0
678 P26196 DDX6_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX612,223 5,18 3 2 0

679 P16949 STMN1_HUMAN Stathmin	  (Op18)	  (pp19)12,222 7,38 3 2 1
679 P16949 STMN1_HUMAN Stathmin	  (Op18)	  (pp19)12,222 7,38 3 2 1
679 P16949 STMN1_HUMAN Stathmin	  (Op18)	  (pp19)12,222 7,38 3 2 1

680 P36957_CHAIN_0ODO2_HUMAN Dihydrolipoyllysine-‐residue	  succinyltransferase	  component	  of	  2-‐oxoglutarate	  dehydrogenase	  complex,	  mitochondrial	  (OGDC-‐E2)	  [CHAIN	  0]12,218 5,7 2 2 1
680 P36957_CHAIN_0ODO2_HUMAN Dihydrolipoyllysine-‐residue	  succinyltransferase	  component	  of	  2-‐oxoglutarate	  dehydrogenase	  complex,	  mitochondrial	  (OGDC-‐E2)	  [CHAIN	  0]12,218 5,7 2 2 1

681 Q02880_ISOFORM_Beta-1TOP2B_HUMAN DNA	  topoisomerase	  2-‐beta	  [ISOFORM	  Beta-‐1]12,187 1,17 2 2 1
681 Q02880_ISOFORM_Beta-1TOP2B_HUMAN DNA	  topoisomerase	  2-‐beta	  [ISOFORM	  Beta-‐1]12,187 1,17 2 2 1

682 P42892_ISOFORM_CECE1_HUMAN Endothelin-‐converting	  enzyme	  1	  (ECE-‐1)	  [ISOFORM	  C]12,186 5,17 2 2 3
682 P42892_ISOFORM_CECE1_HUMAN Endothelin-‐converting	  enzyme	  1	  (ECE-‐1)	  [ISOFORM	  C]12,186 5,17 2 2 3

683 P05161_CHAIN_0ISG15_HUMAN Ubiquitin-‐like	  protein	  ISG15	  (IP17)	  (hUCRP)	  [CHAIN	  0]12,179 14,1 3 2 1
683 P05161_CHAIN_0ISG15_HUMAN Ubiquitin-‐like	  protein	  ISG15	  (IP17)	  (hUCRP)	  [CHAIN	  0]12,179 14,1 3 2 1
683 P05161_CHAIN_0ISG15_HUMAN Ubiquitin-‐like	  protein	  ISG15	  (IP17)	  (hUCRP)	  [CHAIN	  0]12,179 14,1 3 2 1

684 Q15417 CNN3_HUMAN Calponin-‐3 12,168 9,12 5 2 0
684 Q15417 CNN3_HUMAN Calponin-‐3 12,168 9,12 5 2 0
684 Q15417 CNN3_HUMAN Calponin-‐3 12,168 9,12 5 2 0
684 Q15417 CNN3_HUMAN Calponin-‐3 12,168 9,12 5 2 0
684 Q15417 CNN3_HUMAN Calponin-‐3 12,168 9,12 5 2 0



685 P49821_CHAIN_0NDUV1_HUMANNADH	  dehydrogenase	  [ubiquinone]	  flavoprotein	  1,	  mitochondrial	  (CI-‐51kD)	  [CHAIN	  0]12,1 3,38 2 2 2
685 P49821_CHAIN_0NDUV1_HUMANNADH	  dehydrogenase	  [ubiquinone]	  flavoprotein	  1,	  mitochondrial	  (CI-‐51kD)	  [CHAIN	  0]12,1 3,38 2 2 2

686 P25786 PSA1_HUMAN Proteasome	  subunit	  alpha	  type-‐1	  (PROS-‐30)12,098 7,98 2 2 1
686 P25786 PSA1_HUMAN Proteasome	  subunit	  alpha	  type-‐1	  (PROS-‐30)12,098 7,98 2 2 1

687 O95816 BAG2_HUMAN BAG	  family	  molecular	  chaperone	  regulator	  2	  (BAG-‐2)12,086 11,85 2 2 0
687 O95816 BAG2_HUMAN BAG	  family	  molecular	  chaperone	  regulator	  2	  (BAG-‐2)12,086 11,85 2 2 0

688 Q7L014 DDX46_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX4612,046 1,84 3 2 0
688 Q7L014 DDX46_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX4612,046 1,84 3 2 0
688 Q7L014 DDX46_HUMAN Probable	  ATP-‐dependent	  RNA	  helicase	  DDX4612,046 1,84 3 2 0

689 P46939 UTRO_HUMAN Utrophin	  (DRP-‐1)12,041 0,61 2 2 0
689 P46939 UTRO_HUMAN Utrophin	  (DRP-‐1)12,041 0,61 2 2 0

690 Q13425 SNTB2_HUMAN Beta-‐2-‐syntrophin	  (SNT3)	  (SNTL)12,01 4,26 3 2 0
690 Q13425 SNTB2_HUMAN Beta-‐2-‐syntrophin	  (SNT3)	  (SNTL)12,01 4,26 3 2 0
690 Q13425 SNTB2_HUMAN Beta-‐2-‐syntrophin	  (SNT3)	  (SNTL)12,01 4,26 3 2 0

691 P28370_ISOFORM_2SMCA1_HUMANProbable	  global	  transcription	  activator	  SNF2L1	  [ISOFORM	  2]11,999 2,02 2 2 2
691 P28370_ISOFORM_2SMCA1_HUMANProbable	  global	  transcription	  activator	  SNF2L1	  [ISOFORM	  2]11,999 2,02 2 2 2

692 Q8WUJ3_CHAIN_0K1199_HUMAN Protein	  KIAA1199	  [CHAIN	  0]11,895 1,35 2 2 1
692 Q8WUJ3_CHAIN_0K1199_HUMAN Protein	  KIAA1199	  [CHAIN	  0]11,895 1,35 2 2 1

693 Q9H3N1_CHAIN_0TMX1_HUMAN Thioredoxin-‐related	  transmembrane	  protein	  1	  [CHAIN	  0]11,869 8,66 2 2 1
693 Q9H3N1_CHAIN_0TMX1_HUMAN Thioredoxin-‐related	  transmembrane	  protein	  1	  [CHAIN	  0]11,869 8,66 2 2 1

694 P62318 SMD3_HUMAN Small	  nuclear	  ribonucleoprotein	  Sm	  D3	  (Sm-‐D3)11,858 15,08 3 2 0
694 P62318 SMD3_HUMAN Small	  nuclear	  ribonucleoprotein	  Sm	  D3	  (Sm-‐D3)11,858 15,08 3 2 0
694 P62318 SMD3_HUMAN Small	  nuclear	  ribonucleoprotein	  Sm	  D3	  (Sm-‐D3)11,858 15,08 3 2 0

695 P08727 K1C19_HUMAN Keratin,	  type	  I	  cytoskeletal	  19	  (CK-‐19)	  (K19)11,854 4,75 3 2 0
695 P08727 K1C19_HUMAN Keratin,	  type	  I	  cytoskeletal	  19	  (CK-‐19)	  (K19)11,854 4,75 3 2 0
695 P08727 K1C19_HUMAN Keratin,	  type	  I	  cytoskeletal	  19	  (CK-‐19)	  (K19)11,854 4,75 3 2 0

696 P13473_CHAIN_0LAMP2_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  2	  (LAMP-‐2)	  (Lysosome-‐associated	  membrane	  protein	  2)	  [CHAIN	  0]11,815 5,5 2 2 2
696 P13473_CHAIN_0LAMP2_HUMAN Lysosome-‐associated	  membrane	  glycoprotein	  2	  (LAMP-‐2)	  (Lysosome-‐associated	  membrane	  protein	  2)	  [CHAIN	  0]11,815 5,5 2 2 2

697 Q99733_CHAIN_0NP1L4_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  4	  (NAP-‐2)	  [CHAIN	  0]11,803 5,35 2 2 1
697 Q99733_CHAIN_0NP1L4_HUMAN Nucleosome	  assembly	  protein	  1-‐like	  4	  (NAP-‐2)	  [CHAIN	  0]11,803 5,35 2 2 1

698 P46783 RS10_HUMAN 40S	  ribosomal	  protein	  S1011,789 14,55 4 2 0
698 P46783 RS10_HUMAN 40S	  ribosomal	  protein	  S1011,789 14,55 4 2 0
698 P46783 RS10_HUMAN 40S	  ribosomal	  protein	  S1011,789 14,55 4 2 0
698 P46783 RS10_HUMAN 40S	  ribosomal	  protein	  S1011,789 14,55 4 2 0

699 P02042_CHAIN_0HBD_HUMAN Hemoglobin	  subunit	  delta	  [CHAIN	  0]11,772 13,01 2 2 1
699 P02042_CHAIN_0HBD_HUMAN Hemoglobin	  subunit	  delta	  [CHAIN	  0]11,772 13,01 2 2 1



700 Q13242 SRSF9_HUMAN Serine/arginine-‐rich	  splicing	  factor	  911,746 10,41 3 2 0
700 Q13242 SRSF9_HUMAN Serine/arginine-‐rich	  splicing	  factor	  911,746 10,41 3 2 0
700 Q13242 SRSF9_HUMAN Serine/arginine-‐rich	  splicing	  factor	  911,746 10,41 3 2 0

701 Q6P1M0 S27A4_HUMAN Long-‐chain	  fatty	  acid	  transport	  protein	  4	  (FATP-‐4)	  (Fatty	  acid	  transport	  protein	  4)11,729 3,42 2 2 0
701 Q6P1M0 S27A4_HUMAN Long-‐chain	  fatty	  acid	  transport	  protein	  4	  (FATP-‐4)	  (Fatty	  acid	  transport	  protein	  4)11,729 3,42 2 2 0

702 P17655_CHAIN_0CAN2_HUMAN Calpain-‐2	  catalytic	  subunit	  (CANP	  2)	  (M-‐calpain)	  [CHAIN	  0]11,638 3,82 2 2 1
702 P17655_CHAIN_0CAN2_HUMAN Calpain-‐2	  catalytic	  subunit	  (CANP	  2)	  (M-‐calpain)	  [CHAIN	  0]11,638 3,82 2 2 1

703 P23526_CHAIN_0SAHH_HUMAN Adenosylhomocysteinase	  (AdoHcyase)	  [CHAIN	  0]11,545 3,94 2 2 1
703 P23526_CHAIN_0SAHH_HUMAN Adenosylhomocysteinase	  (AdoHcyase)	  [CHAIN	  0]11,545 3,94 2 2 1

704 P61353 RL27_HUMAN 60S	  ribosomal	  protein	  L2711,54 13,24 2 2 1
704 P61353 RL27_HUMAN 60S	  ribosomal	  protein	  L2711,54 13,24 2 2 1

705 P48735_CHAIN_0IDHP_HUMAN Isocitrate	  dehydrogenase	  ,	  mitochondrial	  [CHAIN	  0]11,522 5,33 2 2 1
705 P48735_CHAIN_0IDHP_HUMAN Isocitrate	  dehydrogenase	  ,	  mitochondrial	  [CHAIN	  0]11,522 5,33 2 2 1

706 Q8TCS8_CHAIN_0PNPT1_HUMAN Polyribonucleotide	  nucleotidyltransferase	  1,	  mitochondrial	  (PNPase	  1)	  [CHAIN	  0]11,514 2,98 2 2 1
706 Q8TCS8_CHAIN_0PNPT1_HUMAN Polyribonucleotide	  nucleotidyltransferase	  1,	  mitochondrial	  (PNPase	  1)	  [CHAIN	  0]11,514 2,98 2 2 1

707 Q08945_CHAIN_0SSRP1_HUMAN FACT	  complex	  subunit	  SSRP1	  (FACT	  80	  kDa	  subunit)	  (FACTp80)	  (hSSRP1)	  [CHAIN	  0]11,504 2,97 2 2 1
707 Q08945_CHAIN_0SSRP1_HUMAN FACT	  complex	  subunit	  SSRP1	  (FACT	  80	  kDa	  subunit)	  (FACTp80)	  (hSSRP1)	  [CHAIN	  0]11,504 2,97 2 2 1

708 O43854_CHAIN_0EDIL3_HUMAN EGF-‐like	  repeat	  and	  discoidin	  I-‐like	  domain-‐containing	  protein	  3	  [CHAIN	  0]11,394 4,09 3 2 2
708 O43854_CHAIN_0EDIL3_HUMAN EGF-‐like	  repeat	  and	  discoidin	  I-‐like	  domain-‐containing	  protein	  3	  [CHAIN	  0]11,394 4,09 3 2 2
708 O43854_CHAIN_0EDIL3_HUMAN EGF-‐like	  repeat	  and	  discoidin	  I-‐like	  domain-‐containing	  protein	  3	  [CHAIN	  0]11,394 4,09 3 2 2

709 O00410_CHAIN_0IPO5_HUMAN Importin-‐5	  (Imp5)	  (RanBP5)	  [CHAIN	  0]11,371 1,55 2 2 2
709 O00410_CHAIN_0IPO5_HUMAN Importin-‐5	  (Imp5)	  (RanBP5)	  [CHAIN	  0]11,371 1,55 2 2 2

710 Q12841_CHAIN_0FSTL1_HUMAN Follistatin-‐related	  protein	  1	  [CHAIN	  0]11,337 6,25 2 2 1
710 Q12841_CHAIN_0FSTL1_HUMAN Follistatin-‐related	  protein	  1	  [CHAIN	  0]11,337 6,25 2 2 1

711 Q00325_CHAIN_0MPCP_HUMAN Phosphate	  carrier	  protein,	  mitochondrial	  (PTP)	  [CHAIN	  0]11,298 6,39 3 2 2
711 Q00325_CHAIN_0MPCP_HUMAN Phosphate	  carrier	  protein,	  mitochondrial	  (PTP)	  [CHAIN	  0]11,298 6,39 3 2 2
711 Q00325_CHAIN_0MPCP_HUMAN Phosphate	  carrier	  protein,	  mitochondrial	  (PTP)	  [CHAIN	  0]11,298 6,39 3 2 2

712 Q86UX6 ST32C_HUMAN Serine/threonine-‐protein	  kinase	  32C	  (PKE)11,293 4,32 2 2 0
712 Q86UX6 ST32C_HUMAN Serine/threonine-‐protein	  kinase	  32C	  (PKE)11,293 4,32 2 2 0

713 P41223 BUD31_HUMAN Protein	  BUD31	  homolog11,283 12,5 2 2 0
713 P41223 BUD31_HUMAN Protein	  BUD31	  homolog11,283 12,5 2 2 0

714 P20908_CHAIN_0CO5A1_HUMANCollagen	  alpha-‐1(V)	  chain	  [CHAIN	  0]11,161 2,04 2 2 1
714 P20908_CHAIN_0CO5A1_HUMANCollagen	  alpha-‐1(V)	  chain	  [CHAIN	  0]11,161 2,04 2 2 1

715 P52943 CRIP2_HUMAN Cysteine-‐rich	  protein	  2	  (CRP-‐2)11,05 11,06 2 2 0
715 P52943 CRIP2_HUMAN Cysteine-‐rich	  protein	  2	  (CRP-‐2)11,05 11,06 2 2 0

716 Q9BVK6_CHAIN_0TMED9_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]10,99 10 5 2 1



716 Q9BVK6_CHAIN_0TMED9_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]10,99 10 5 2 1
716 Q9BVK6_CHAIN_0TMED9_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]10,99 10 5 2 1
716 Q9BVK6_CHAIN_0TMED9_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]10,99 10 5 2 1
716 Q9BVK6_CHAIN_0TMED9_HUMAN Transmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]10,99 10 5 2 1

717 Q12904 AIMP1_HUMAN Endothelial	  monocyte-‐activating	  polypeptide	  2	  (EMAP-‐2)	  (EMAP-‐II)10,986 6,09 3 2 0
717 Q12904 AIMP1_HUMAN Endothelial	  monocyte-‐activating	  polypeptide	  2	  (EMAP-‐2)	  (EMAP-‐II)10,986 6,09 3 2 0
717 Q12904 AIMP1_HUMAN Endothelial	  monocyte-‐activating	  polypeptide	  2	  (EMAP-‐2)	  (EMAP-‐II)10,986 6,09 3 2 0

718 P07942 LAMB1_HUMAN Laminin	  subunit	  beta-‐110,979 1,18 2 2 1
718 P07942 LAMB1_HUMAN Laminin	  subunit	  beta-‐110,979 1,18 2 2 1

719 Q07666_ISOFORM_2KHDR1_HUMAN KH	  domain-‐containing,	  RNA-‐binding,	  signal	  transduction-‐associated	  protein	  1	  (Sam68)	  [ISOFORM	  2]10,861 5,74 2 2 1
719 Q07666_ISOFORM_2KHDR1_HUMAN KH	  domain-‐containing,	  RNA-‐binding,	  signal	  transduction-‐associated	  protein	  1	  (Sam68)	  [ISOFORM	  2]10,861 5,74 2 2 1

720 P05783_CHAIN_0K1C18_HUMAN Keratin,	  type	  I	  cytoskeletal	  18	  (CK-‐18)	  (K18)	  [CHAIN	  0]10,859 3,73 2 2 1
720 P05783_CHAIN_0K1C18_HUMAN Keratin,	  type	  I	  cytoskeletal	  18	  (CK-‐18)	  (K18)	  [CHAIN	  0]10,859 3,73 2 2 1

721 P37235_CHAIN_0HPCL1_HUMAN Hippocalcin-‐like	  protein	  1	  (VILIP-‐3)	  [CHAIN	  0]10,811 9,38 3 2 1
721 P37235_CHAIN_0HPCL1_HUMAN Hippocalcin-‐like	  protein	  1	  (VILIP-‐3)	  [CHAIN	  0]10,811 9,38 3 2 1
721 P37235_CHAIN_0HPCL1_HUMAN Hippocalcin-‐like	  protein	  1	  (VILIP-‐3)	  [CHAIN	  0]10,811 9,38 3 2 1

722 P55265_ISOFORM_5DSRAD_HUMAN Double-‐stranded	  RNA-‐specific	  adenosine	  deaminase	  (DRADA)	  (p136)	  (IFI-‐4)	  [ISOFORM	  5]10,81 3,54 2 2 4
722 P55265_ISOFORM_5DSRAD_HUMAN Double-‐stranded	  RNA-‐specific	  adenosine	  deaminase	  (DRADA)	  (p136)	  (IFI-‐4)	  [ISOFORM	  5]10,81 3,54 2 2 4

723 Q9Y2H6_ISOFORM_2FND3A_HUMAN Fibronectin	  type-‐III	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]10,753 1,23 2 2 1
723 Q9Y2H6_ISOFORM_2FND3A_HUMAN Fibronectin	  type-‐III	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]10,753 1,23 2 2 1

724 Q9P035 HACD3_HUMANVery-‐long-‐chain	  -‐3-‐hydroxyacyl-‐	  dehydratase	  310,679 8,84 2 2 0
724 Q9P035 HACD3_HUMANVery-‐long-‐chain	  -‐3-‐hydroxyacyl-‐	  dehydratase	  410,679 8,84 2 2 0

725 Q9NSK0_ISOFORM_3KLC4_HUMAN Kinesin	  light	  chain	  4	  (KLC	  4)	  [ISOFORM	  3]10,648 3,14 2 2 1
725 Q9NSK0_ISOFORM_3KLC4_HUMAN Kinesin	  light	  chain	  4	  (KLC	  4)	  [ISOFORM	  3]10,648 3,14 2 2 1

726 Q04637_ISOFORM_EIF4G1_HUMAN Eukaryotic	  translation	  initiation	  factor	  4	  gamma	  1	  (eIF-‐4-‐gamma	  1)	  (eIF-‐4G	  1)	  (eIF-‐4G1)	  [ISOFORM	  E]10,513 1,43 2 2 4
726 Q04637_ISOFORM_EIF4G1_HUMAN Eukaryotic	  translation	  initiation	  factor	  4	  gamma	  1	  (eIF-‐4-‐gamma	  1)	  (eIF-‐4G	  1)	  (eIF-‐4G1)	  [ISOFORM	  E]10,513 1,43 2 2 4

727 P36776_CHAIN_0LONM_HUMAN Lon	  protease	  homolog,	  mitochondrial	  (LONP)	  [CHAIN	  0]10,477 2,8 3 2 1
727 P36776_CHAIN_0LONM_HUMAN Lon	  protease	  homolog,	  mitochondrial	  (LONP)	  [CHAIN	  0]10,477 2,8 3 2 1
727 P36776_CHAIN_0LONM_HUMAN Lon	  protease	  homolog,	  mitochondrial	  (LONP)	  [CHAIN	  0]10,477 2,8 3 2 1

728 Q13561_CHAIN_0DCTN2_HUMANDynactin	  subunit	  2	  (DCTN-‐50)	  [CHAIN	  0]10,448 4,5 2 2 3
728 Q13561_CHAIN_0DCTN2_HUMANDynactin	  subunit	  2	  (DCTN-‐50)	  [CHAIN	  0]10,448 4,5 2 2 3

729 P11413_CHAIN_0G6PD_HUMAN Glucose-‐6-‐phosphate	  1-‐dehydrogenase	  (G6PD)	  [CHAIN	  0]10,41 4,67 3 2 3
729 P11413_CHAIN_0G6PD_HUMAN Glucose-‐6-‐phosphate	  1-‐dehydrogenase	  (G6PD)	  [CHAIN	  0]10,41 4,67 3 2 3
729 P11413_CHAIN_0G6PD_HUMAN Glucose-‐6-‐phosphate	  1-‐dehydrogenase	  (G6PD)	  [CHAIN	  0]10,41 4,67 3 2 3

730 Q9Y6M1_ISOFORM_2IF2B2_HUMAN Insulin-‐like	  growth	  factor	  2	  mRNA-‐binding	  protein	  2	  (IGF2	  mRNA-‐binding	  protein	  2)	  (IMP-‐2)	  [ISOFORM	  2]10,378 6,29 2 2 1
730 Q9Y6M1_ISOFORM_2IF2B2_HUMAN Insulin-‐like	  growth	  factor	  2	  mRNA-‐binding	  protein	  2	  (IGF2	  mRNA-‐binding	  protein	  2)	  (IMP-‐2)	  [ISOFORM	  2]10,378 6,29 2 2 1

731 O95573 ACSL3_HUMAN Long-‐chain-‐fatty-‐acid-‐-‐CoA	  ligase	  3	  (LACS	  3)10,339 4,03 2 2 0



731 O95573 ACSL3_HUMAN Long-‐chain-‐fatty-‐acid-‐-‐CoA	  ligase	  3	  (LACS	  3)10,339 4,03 2 2 0

732 Q06323 PSME1_HUMAN Proteasome	  activator	  complex	  subunit	  1	  (REG-‐alpha)	  (IGUP	  I-‐5111)	  (PA28a)	  (PA28alpha)10,253 6,83 3 2 0
732 Q06323 PSME1_HUMAN Proteasome	  activator	  complex	  subunit	  1	  (REG-‐alpha)	  (IGUP	  I-‐5111)	  (PA28a)	  (PA28alpha)10,253 6,83 3 2 0
732 Q06323 PSME1_HUMAN Proteasome	  activator	  complex	  subunit	  1	  (REG-‐alpha)	  (IGUP	  I-‐5111)	  (PA28a)	  (PA28alpha)10,253 6,83 3 2 0

733 Q13557_CHAIN_0KCC2D_HUMAN Calcium/calmodulin-‐dependent	  protein	  kinase	  type	  II	  subunit	  delta	  (CaM	  kinase	  II	  subunit	  delta)	  (CaMK-‐II	  subunit	  delta)	  [CHAIN	  0]10,241 4,22 2 2 2
733 Q13557_CHAIN_0KCC2D_HUMAN Calcium/calmodulin-‐dependent	  protein	  kinase	  type	  II	  subunit	  delta	  (CaM	  kinase	  II	  subunit	  delta)	  (CaMK-‐II	  subunit	  delta)	  [CHAIN	  0]10,241 4,22 2 2 2

734 Q9BS26_CHAIN_0ERP44_HUMAN Endoplasmic	  reticulum	  resident	  protein	  44	  (ER	  protein	  44)	  (ERp44)	  [CHAIN	  0]10,135 4,51 2 2 1
734 Q9BS26_CHAIN_0ERP44_HUMAN Endoplasmic	  reticulum	  resident	  protein	  44	  (ER	  protein	  44)	  (ERp44)	  [CHAIN	  0]10,135 4,51 2 2 1

735 Q96AC1_ISOFORM_2FERM2_HUMAN Fermitin	  family	  homolog	  2	  (MIG-‐2)	  (PH	  domain-‐containing	  family	  C	  member	  1)	  [ISOFORM	  2]10,101 4,58 2 2 1
735 Q96AC1_ISOFORM_2FERM2_HUMAN Fermitin	  family	  homolog	  2	  (MIG-‐2)	  (PH	  domain-‐containing	  family	  C	  member	  1)	  [ISOFORM	  2]10,101 4,58 2 2 1

736 O15042_ISOFORM_2SR140_HUMAN U2-‐associated	  protein	  SR140	  [ISOFORM	  2]10,084 3,5 2 2 1
736 O15042_ISOFORM_2SR140_HUMAN U2-‐associated	  protein	  SR140	  [ISOFORM	  2]10,084 3,5 2 2 1

737 Q6NUQ4 TM214_HUMANTransmembrane	  protein	  21410,03 2,03 2 2 0
737 Q6NUQ4 TM214_HUMANTransmembrane	  protein	  21410,03 2,03 2 2 0

738 P56385_CHAIN_0ATP5I_HUMAN ATP	  synthase	  subunit	  e,	  mitochondrial	  (ATPase	  subunit	  e)	  [CHAIN	  0]9,963 26,47 2 2 1
738 P56385_CHAIN_0ATP5I_HUMAN ATP	  synthase	  subunit	  e,	  mitochondrial	  (ATPase	  subunit	  e)	  [CHAIN	  0]9,963 26,47 2 2 1

739 Q14534 ERG1_HUMAN Squalene	  monooxygenase	  (SE)9,952 4,53 2 2 0
739 Q14534 ERG1_HUMAN Squalene	  monooxygenase	  (SE)9,952 4,53 2 2 0

740 P78357_CHAIN_0CNTP1_HUMAN Contactin-‐associated	  protein	  1	  (Caspr)	  (Caspr1)	  [CHAIN	  0]9,951 1,32 2 2 1
740 P78357_CHAIN_0CNTP1_HUMAN Contactin-‐associated	  protein	  1	  (Caspr)	  (Caspr1)	  [CHAIN	  0]9,951 1,32 2 2 1

741 Q16851_ISOFORM_2UGPA_HUMAN UTP-‐-‐glucose-‐1-‐phosphate	  uridylyltransferase	  (UDPGP)	  (UGPase)	  [ISOFORM	  2]9,938 4,83 2 2 2
741 Q16851_ISOFORM_2UGPA_HUMAN UTP-‐-‐glucose-‐1-‐phosphate	  uridylyltransferase	  (UDPGP)	  (UGPase)	  [ISOFORM	  2]9,938 4,83 2 2 2

742 Q12849 GRSF1_HUMAN G-‐rich	  sequence	  factor	  1	  (GRSF-‐1)9,935 3,75 2 2 0
742 Q12849 GRSF1_HUMAN G-‐rich	  sequence	  factor	  1	  (GRSF-‐1)9,935 3,75 2 2 0

743 Q8TF01 SFR18_HUMAN Arginine/serine-‐rich	  protein	  PNISR9,804 2,86 2 2 0
743 Q8TF01 SFR18_HUMAN Arginine/serine-‐rich	  protein	  PNISR9,804 2,86 2 2 0

744 Q07157_ISOFORM_ShortZO1_HUMAN Tight	  junction	  protein	  ZO-‐1	  [ISOFORM	  Short]9,726 1,2 2 2 1
744 Q07157_ISOFORM_ShortZO1_HUMAN Tight	  junction	  protein	  ZO-‐1	  [ISOFORM	  Short]9,726 1,2 2 2 1

745 O60762_CHAIN_0DPM1_HUMAN Dolichol-‐phosphate	  mannosyltransferase	  (DPM	  synthase)	  (MPD	  synthase)	  [CHAIN	  0]9,711 6,18 2 2 1
745 O60762_CHAIN_0DPM1_HUMAN Dolichol-‐phosphate	  mannosyltransferase	  (DPM	  synthase)	  (MPD	  synthase)	  [CHAIN	  0]9,711 6,18 2 2 1

746 Q99459 CDC5L_HUMAN Cell	  division	  cycle	  5-‐like	  protein	  (Cdc5-‐like	  protein)9,653 2,37 2 2 0
746 Q99459 CDC5L_HUMAN Cell	  division	  cycle	  5-‐like	  protein	  (Cdc5-‐like	  protein)9,653 2,37 2 2 0



Sub-‐proteinsSequence Sequence	  +	  PTMs#PTMs Position	  (relative	  to	  mature	  protein)z-‐score Prec	  m/z Scan	  Name Job	  Title
P21333_CHAIN_0,P21333AFGPGLQGGSAGSPAR[iTRAQ_Nterm]AFGPGLQGGSAGSPAR1 1072-‐1087 9,85 787,415 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4713.4716.2Nuclei_fractions
P21333_CHAIN_0,P21333AFGPGLQGGSAGSPAR[iTRAQ_Nterm]AFGPGLQGGSAGSPAR1 1072-‐1087 8,276 525,279 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4720.4723.3Nuclei_fractions
P21333_CHAIN_0,P21333AGNNMLLVGVHGPR[iTRAQ_Nterm]AGNNM[Oxidation_M]LLVGVHGPR2 2577-‐2590 6,1 532,292 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4869.4872.3Nuclei_fractions
P21333_CHAIN_0,P21333AHVVPCFDASK[iTRAQ_Nterm]AHVVPC[Cys_CAM]FDASK[iTRAQ_K]3 1152-‐1162 6,869 759,903 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4922.4925.2Nuclei_fractions
P21333_CHAIN_0,P21333AHVVPCFDASK[iTRAQ_Nterm]AHVVPC[Cys_CAM]FDASK[iTRAQ_K]3 1152-‐1162 6,291 506,938 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4901.4904.3Nuclei_fractions
P21333_CHAIN_0,P21333ALGALVDSCAPGLCPDWDSWDASKPVTNAR[iTRAQ_Nterm]ALGALVDSC[Cys_CAM]APGLC[Cys_CAM]PDWDSWDASK[iTRAQ_K]PVTNAR4 197-‐226 5,587 1173,245 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9882.9885.3Nuclei_fractions
P21333_CHAIN_0,P21333ALTQTGGPHVK[iTRAQ_Nterm]ALTQTGGPHVK[iTRAQ_K]2 1284-‐1294 6,591 466,278 2012_02_21_FRF_OT_78_ANF_TMT_N_10.362.365.3Nuclei_fractions
P21333_CHAIN_0,P21333ALTQTGGPHVK[iTRAQ_Nterm]ALTQTGGPHVK[iTRAQ_K]2 1284-‐1294 5,677 466,275 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3469.3472.3Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 9,027 861,97 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6172.6175.2Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 8,803 861,969 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6031.6034.2Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 8,037 861,97 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6191.6194.2Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 7,218 574,983 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6184.6187.3Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 7,134 574,981 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6065.6068.3Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 6,831 574,982 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6204.6207.3Nuclei_fractions
P21333_CHAIN_0,P21333ANLPQSFQVDTSK[iTRAQ_Nterm]ANLPQSFQVDTSK[iTRAQ_K]2 1465-‐1477 6,324 574,982 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6232.6235.3Nuclei_fractions
P21333_CHAIN_0,P21333APSVANVGSHCDLSLK[iTRAQ_Nterm]APSVANVGSHC[Cys_CAM]DLSLK[iTRAQ_K]3 2142-‐2157 8,322 648,348 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5685.5688.3Nuclei_fractions
P21333_CHAIN_0,P21333ASGPGLNTTGVPASLPVEFTIDAK[iTRAQ_Nterm]ASGPGLNTTGVPASLPVEFTIDAK[iTRAQ_K]2 1550-‐1573 8,191 1315,72 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9990.9993.2Nuclei_fractions
P21333_CHAIN_0,P21333ASGPGLNTTGVPASLPVEFTIDAK[iTRAQ_Nterm]ASGPGLNTTGVPASLPVEFTIDAK[iTRAQ_K]2 1550-‐1573 6,62 877,485 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9961.9964.3Nuclei_fractions
P21333_CHAIN_0,P21333ATCAPQHGAPGPGPADASK[iTRAQ_Nterm]ATC[Cys_CAM]APQHGAPGPGPADASK[iTRAQ_K]3 2533-‐2551 8,449 693,352 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3054.3057.3Nuclei_fractions
P21333_CHAIN_0,P21333AVPTGDASK[iTRAQ_Nterm]AVPTGDASK[iTRAQ_K]2 1636-‐1644 6,006 567,326 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3029.3032.2Nuclei_fractions
P21333_CHAIN_0,P21333AWGPGLEGGVVGK[iTRAQ_Nterm]AWGPGLEGGVVGK[iTRAQ_K]2 581-‐593 8,592 757,932 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7009.7012.2Nuclei_fractions
P21333_CHAIN_0,P21333AWGPGLEGGVVGK[iTRAQ_Nterm]AWGPGLEGGVVGK[iTRAQ_K]2 581-‐593 8,547 757,934 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6864.6867.2Nuclei_fractions
P21333_CHAIN_0,P21333AWGPGLEGGVVGK[iTRAQ_Nterm]AWGPGLEGGVVGK[iTRAQ_K]2 581-‐593 4,753 505,624 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7004.7007.3Nuclei_fractions
P21333_CHAIN_0,P21333AWGPGLEGGVVGK[iTRAQ_Nterm]AWGPGLEGGVVGK[iTRAQ_K]2 581-‐593 4,74 505,624 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6863.6866.3Nuclei_fractions
P21333_CHAIN_0,P21333AYGPGIEPTGNMVK[iTRAQ_Nterm]AYGPGIEPTGNM[Oxidation_M]VK[iTRAQ_K]3 286-‐299 5,858 579,975 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4706.4709.3Nuclei_fractions
P21333_CHAIN_0,P21333AYGPGIEPTGNMVK[iTRAQ_Nterm]AYGPGIEPTGNM[Oxidation_M]VK[iTRAQ_K]3 286-‐299 5,202 579,975 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4720.4723.3Nuclei_fractions
P21333_CHAIN_0,P21333DAGEGLLAVQITDPEGKPK[iTRAQ_Nterm]DAGEGLLAVQITDPEGK[iTRAQ_K]PK[iTRAQ_K]3 1574-‐1592 8,417 790,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6985.6988.3Nuclei_fractions
P21333_CHAIN_0,P21333DAGEGLLAVQITDPEGKPK[iTRAQ_Nterm]DAGEGLLAVQITDPEGK[iTRAQ_K]PK[iTRAQ_K]3 1574-‐1592 8,378 790,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7020.7023.3Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 5,981 571,638 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3807.3810.3Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 5,623 428,981 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3834.3837.4Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 5,581 428,981 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3625.3628.4Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 5,198 428,981 2012_02_21_FRF_OT_72_ANF_TMT_N_05.361.364.4Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 5,128 428,981 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3738.3741.4Nuclei_fractions
P21333_CHAIN_0,P21333DAPQDFHPDRVK[iTRAQ_Nterm]DAPQDFHPDRVK[iTRAQ_K]2 665-‐676 4,782 571,638 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3750.3753.3Nuclei_fractions
P21333_CHAIN_0,P21333DKGEYTLVVK[iTRAQ_Nterm]DK[iTRAQ_K]GEYTLVVK[iTRAQ_K]3 2614-‐2623 5,372 528,65 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4937.4940.3Nuclei_fractions
P21333_CHAIN_0,P21333DLAEDAPWKK[iTRAQ_Nterm]DLAEDAPWK[iTRAQ_K]K[iTRAQ_K]3 34-‐43 5,029 535,637 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5767.5770.3Nuclei_fractions
P21333_CHAIN_0,P21333EATTEFSVDAR[iTRAQ_Nterm]EATTEFSVDAR1 1273-‐1283 7,789 685,34 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4807.4810.2Nuclei_fractions
P21333_CHAIN_0,P21333EATTEFSVDAR[iTRAQ_Nterm]EATTEFSVDAR1 1273-‐1283 7,738 685,34 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4827.4830.2Nuclei_fractions
P21333_CHAIN_0,P21333EEGPYEVEVTYDGVPVPGSPFPLEAVAPTKPSK[iTRAQ_Nterm]EEGPYEVEVTYDGVPVPGSPFPLEAVAPTK[iTRAQ_K]PSK[iTRAQ_K]3 1037-‐1069 6,243 980,269 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9931.9934.4Nuclei_fractions
P21333_CHAIN_0,P21333EGPYSISVLYGDEEVPR[iTRAQ_Nterm]EGPYSISVLYGDEEVPR1 1516-‐1532 9,242 1027,514 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8727.8730.2Nuclei_fractions
P21333_CHAIN_0,P21333EGPYSISVLYGDEEVPR[iTRAQ_Nterm]EGPYSISVLYGDEEVPR1 1516-‐1532 4,782 685,343 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8720.8723.3Nuclei_fractions
P21333_CHAIN_0,P21333FGGEHVPNSPFQVTALAGDQPSVQPPLR[iTRAQ_Nterm]FGGEHVPNSPFQVTALAGDQPSVQPPLR1 1718-‐1745 7,983 1030,536 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8848.8851.3Nuclei_fractions
P21333_CHAIN_0,P21333FGGEHVPNSPFQVTALAGDQPSVQPPLR[iTRAQ_Nterm]FGGEHVPNSPFQVTALAGDQPSVQPPLR1 1718-‐1745 6,252 1030,541 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8804.8807.3Nuclei_fractions
P21333_CHAIN_0,P21333FNEEHIPDSPFVVPVASPSGDAR[iTRAQ_Nterm]FNEEHIPDSPFVVPVASPSGDAR1 2303-‐2325 7,05 871,105 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8588.8591.3Nuclei_fractions
P21333_CHAIN_0,P21333FNEEHIPDSPFVVPVASPSGDAR[iTRAQ_Nterm]FNEEHIPDSPFVVPVASPSGDAR1 2303-‐2325 6,892 871,104 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8628.8631.3Nuclei_fractions
P21333_CHAIN_0,P21333FNEEHIPDSPFVVPVASPSGDAR[iTRAQ_Nterm]FNEEHIPDSPFVVPVASPSGDAR1 2303-‐2325 4,845 871,102 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8678.8681.3Nuclei_fractions
P21333_CHAIN_0,P21333FNGTHIPGSPFK[iTRAQ_Nterm]FNGTHIPGSPFK[iTRAQ_K]2 2398-‐2409 5,847 530,628 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6605.6608.3Nuclei_fractions
P21333_CHAIN_0,P21333FNGTHIPGSPFK[iTRAQ_Nterm]FNGTHIPGSPFK[iTRAQ_K]2 2398-‐2409 5,844 530,626 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6583.6586.3Nuclei_fractions
P21333_CHAIN_0,P21333FVPAEMGTHTVSVK[iTRAQ_Nterm]FVPAEM[Oxidation_M]GTHTVSVK[iTRAQ_K]3 2194-‐2207 5,316 602,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4956.4959.3Nuclei_fractions
P21333_CHAIN_0,P21333GAGTGGLGLAVEGPSEAK[iTRAQ_Nterm]GAGTGGLGLAVEGPSEAK[iTRAQ_K]2 1382-‐1399 11,219 930,01 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6014.6017.2Nuclei_fractions
P21333_CHAIN_0,P21333GAGTGGLGLAVEGPSEAK[iTRAQ_Nterm]GAGTGGLGLAVEGPSEAK[iTRAQ_K]2 1382-‐1399 8,724 620,344 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5999.6002.3Nuclei_fractions



P21333_CHAIN_0,P21333GKLDVQFSGLTK[iTRAQ_Nterm]GK[iTRAQ_K]LDVQFSGLTK[iTRAQ_K]3 905-‐916 6,046 575,681 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6771.6774.3Nuclei_fractions
P21333_CHAIN_0,P21333GKLDVQFSGLTK[iTRAQ_Nterm]GK[iTRAQ_K]LDVQFSGLTK[iTRAQ_K]3 905-‐916 5,965 575,681 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6786.6789.3Nuclei_fractions
P21333_CHAIN_0,P21333GKLDVQFSGLTK[iTRAQ_Nterm]GK[iTRAQ_K]LDVQFSGLTK[iTRAQ_K]3 905-‐916 5,033 575,681 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6841.6844.3Nuclei_fractions
P21333_CHAIN_0,P21333GKLDVQFSGLTK[iTRAQ_Nterm]GK[iTRAQ_K]LDVQFSGLTK[iTRAQ_K]3 905-‐916 5,019 575,681 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6827.6830.3Nuclei_fractions
P21333_CHAIN_0,P21333GQHVPGSPFQFTVGPLGEGGAHK[iTRAQ_Nterm]GQHVPGSPFQFTVGPLGEGGAHK[iTRAQ_K]2 2210-‐2232 4,777 648,845 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7388.7391.4Nuclei_fractions
P21333_CHAIN_0,P21333HTAMVSWGGVSIPNSPFR[iTRAQ_Nterm]HTAM[Oxidation_M]VSWGGVSIPNSPFR2 743-‐760 8,463 701,69 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8298.8301.3Nuclei_fractions
P21333_CHAIN_0,P21333IANLQTDLSDGLR[iTRAQ_Nterm]IANLQTDLSDGLR1 64-‐76 9,052 780,43 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8160.8163.2Nuclei_fractions
P21333_CHAIN_0,P21333IKVSGLGEK[iTRAQ_Nterm]IK[iTRAQ_K]VSGLGEK[iTRAQ_K]3 974-‐982 5,238 454,962 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4523.4526.3Nuclei_fractions
P21333_CHAIN_0,P21333IVGPSGAAVPCK[iTRAQ_Nterm]IVGPSGAAVPC[Cys_CAM]K[iTRAQ_K]3 1008-‐1019 7,811 722,416 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5029.5032.2Nuclei_fractions
P21333_CHAIN_0,P21333IVGPSGAAVPCK[iTRAQ_Nterm]IVGPSGAAVPC[Cys_CAM]K[iTRAQ_K]3 1008-‐1019 7,708 722,415 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5000.5003.2Nuclei_fractions
P21333_CHAIN_0,P21333KTHIQDNHDGTYTVAYVPDVTGR[iTRAQ_Nterm]K[iTRAQ_K]THIQDNHDGTYTVAYVPDVTGR2 1593-‐1615 4,856 719,623 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5394.5397.4Nuclei_fractions
P21333_CHAIN_0,P21333LDVQFSGLTK[iTRAQ_Nterm]LDVQFSGLTK[iTRAQ_K]2 907-‐916 7,12 698,41 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7998.8001.2Nuclei_fractions
P21333_CHAIN_0,P21333LDVQFSGLTK[iTRAQ_Nterm]LDVQFSGLTK[iTRAQ_K]2 907-‐916 6,471 698,41 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7831.7834.2Nuclei_fractions
P21333_CHAIN_0,P21333LDVQFSGLTK[iTRAQ_Nterm]LDVQFSGLTK[iTRAQ_K]2 907-‐916 5,901 698,41 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7874.7877.2Nuclei_fractions
P21333_CHAIN_0,P21333LDVQFSGLTK[iTRAQ_Nterm]LDVQFSGLTK[iTRAQ_K]2 907-‐916 5,606 465,942 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7844.7847.3Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 77-‐87 7,95 757,993 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12524.12527.2Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 77-‐87 7,897 757,99 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11297.11299.2Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 77-‐87 7,872 757,993 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12382.12385.2Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 77-‐87 6,792 505,665 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12381.12384.3Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 77-‐87 5,857 505,664 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12517.12520.3Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQKK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]K[iTRAQ_K]3 77-‐88 8,769 596,397 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11492.11495.3Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQKK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]K[iTRAQ_K]3 77-‐88 8,476 894,092 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11512.11515.2Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQKK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]K[iTRAQ_K]3 77-‐88 7,02 894,092 2012_02_21_FRF_OT_77_ANF_TMT_N_09.9882.9885.2Nuclei_fractions
P21333_CHAIN_0,P21333LIALLEVLSQKK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]K[iTRAQ_K]3 77-‐88 6,852 596,393 2012_02_21_FRF_OT_77_ANF_TMT_N_09.9867.9868.3Nuclei_fractions
P21333_CHAIN_0,P21333LQVEPAVDTSGVQCYGPGIEGQGVFR[iTRAQ_Nterm]LQVEPAVDTSGVQC[Cys_CAM]YGPGIEGQGVFR2 1247-‐1272 8,76 969,82 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8643.8646.3Nuclei_fractions
P21333_CHAIN_0,P21333LQVEPAVDTSGVQCYGPGIEGQGVFR[iTRAQ_Nterm]LQVEPAVDTSGVQC[Cys_CAM]YGPGIEGQGVFR2 1247-‐1272 8,663 969,82 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8712.8715.3Nuclei_fractions
P21333_CHAIN_0,P21333LQVEPAVDTSGVQCYGPGIEGQGVFR[iTRAQ_Nterm]LQVEPAVDTSGVQC[Cys_CAM]YGPGIEGQGVFR2 1247-‐1272 5,936 727,616 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8677.8680.4Nuclei_fractions
P21333_CHAIN_0,P21333LQVEPAVDTSGVQCYGPGIEGQGVFR[iTRAQ_Nterm]LQVEPAVDTSGVQC[Cys_CAM]YGPGIEGQGVFR2 1247-‐1272 5,437 1454,228 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8670.8673.2Nuclei_fractions
P21333_CHAIN_0,P21333LQVEPAVDTSGVQCYGPGIEGQGVFR[iTRAQ_Nterm]LQVEPAVDTSGVQC[Cys_CAM]YGPGIEGQGVFR2 1247-‐1272 5,166 727,617 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8657.8660.4Nuclei_fractions
P21333_CHAIN_0,P21333LSPFMADIR[iTRAQ_Nterm]LSPFM[Oxidation_M]ADIR2 656-‐664 5,039 605,326 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7101.7104.2Nuclei_fractions
P21333_CHAIN_0,P21333LTVSSLQESGLK[iTRAQ_Nterm]LTVSSLQESGLK[iTRAQ_K]2 2327-‐2338 7,049 775,455 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6921.6924.2Nuclei_fractions
P21333_CHAIN_0,P21333LYSVSYLLK[iTRAQ_Nterm]LYSVSYLLK[iTRAQ_K]2 2605-‐2613 6,157 458,614 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9782.9785.3Nuclei_fractions
P21333_CHAIN_0,P21333LYSVSYLLK[iTRAQ_Nterm]LYSVSYLLK[iTRAQ_K]2 2605-‐2613 5,609 687,418 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9775.9778.2Nuclei_fractions
P21333_CHAIN_0,P21333NGHVGISFVPK[iTRAQ_Nterm]NGHVGISFVPK[iTRAQ_K]2 1996-‐2006 8,399 481,617 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5708.5711.3Nuclei_fractions
P21333_CHAIN_0,P21333RLTVSSLQESGLK[iTRAQ_Nterm]RLTVSSLQESGLK[iTRAQ_K]2 2326-‐2338 8,339 853,509 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5940.5943.2Nuclei_fractions
P21333_CHAIN_0,P21333RLTVSSLQESGLK[iTRAQ_Nterm]RLTVSSLQESGLK[iTRAQ_K]2 2326-‐2338 7,407 569,34 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5924.5927.3Nuclei_fractions
P21333_CHAIN_0,P21333SAGQGEVLVYVEDPAGHQEEAK[iTRAQ_Nterm]SAGQGEVLVYVEDPAGHQEEAK[iTRAQ_K]2 310-‐331 10,079 867,773 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6291.6294.3Nuclei_fractions
P21333_CHAIN_0,P21333SAGQGEVLVYVEDPAGHQEEAK[iTRAQ_Nterm]SAGQGEVLVYVEDPAGHQEEAK[iTRAQ_K]2 310-‐331 8,303 867,773 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6334.6337.3Nuclei_fractions
P21333_CHAIN_0,P21333SPFSVAVSPSLDLSK[iTRAQ_Nterm]SPFSVAVSPSLDLSK[iTRAQ_K]2 959-‐973 8,178 911,515 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9054.9057.2Nuclei_fractions
P21333_CHAIN_0,P21333SPFSVAVSPSLDLSK[iTRAQ_Nterm]SPFSVAVSPSLDLSK[iTRAQ_K]2 959-‐973 7,381 911,516 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8908.8911.2Nuclei_fractions
P21333_CHAIN_0,P21333SPFSVAVSPSLDLSK[iTRAQ_Nterm]SPFSVAVSPSLDLSK[iTRAQ_K]2 959-‐973 6,833 608,015 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8832.8835.3Nuclei_fractions
P21333_CHAIN_0,P21333SPFSVAVSPSLDLSK[iTRAQ_Nterm]SPFSVAVSPSLDLSK[iTRAQ_K]2 959-‐973 6,412 608,012 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8886.8889.3Nuclei_fractions
P21333_CHAIN_0,P21333SPFSVAVSPSLDLSK[iTRAQ_Nterm]SPFSVAVSPSLDLSK[iTRAQ_K]2 959-‐973 5,697 608,015 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9020.9023.3Nuclei_fractions
P21333_CHAIN_0,P21333SPYTVTVGQACNPSACR[iTRAQ_Nterm]SPYTVTVGQAC[Cys_CAM]NPSAC[Cys_CAM]R3 468-‐484 9,609 671,32 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4974.4977.3Nuclei_fractions
P21333_CHAIN_0,P21333SPYTVTVGQACNPSACR[iTRAQ_Nterm]SPYTVTVGQAC[Cys_CAM]NPSAC[Cys_CAM]R3 468-‐484 8,618 1006,477 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4994.4997.2Nuclei_fractions
P21333_CHAIN_0,P21333TFSVWYVPEVTGTHK[iTRAQ_Nterm]TFSVWYVPEVTGTHK[iTRAQ_K]2 341-‐355 7,212 680,364 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8990.8993.3Nuclei_fractions
P21333_CHAIN_0,P21333TFSVWYVPEVTGTHK[iTRAQ_Nterm]TFSVWYVPEVTGTHK[iTRAQ_K]2 341-‐355 6,212 510,526 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9024.9027.4Nuclei_fractions
P21333_CHAIN_0,P21333TGVAVNKPAEFTVDAK[iTRAQ_Nterm]TGVAVNK[iTRAQ_K]PAEFTVDAK[iTRAQ_K]3 685-‐700 5,86 693,734 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5380.5383.3Nuclei_fractions
P21333_CHAIN_0,P21333TGVAVNKPAEFTVDAK[iTRAQ_Nterm]TGVAVNK[iTRAQ_K]PAEFTVDAK[iTRAQ_K]3 685-‐700 4,742 693,733 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5367.5370.3Nuclei_fractions
P21333_CHAIN_0,P21333TPCEEILVK[iTRAQ_Nterm]TPC[Cys_CAM]EEILVK[iTRAQ_K]3 2591-‐2599 5,387 688,889 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5943.5946.2Nuclei_fractions
P21333_CHAIN_0,P21333VANPSGNLTETYVQDR[iTRAQ_Nterm]VANPSGNLTETYVQDR1 1297-‐1312 10,87 954,484 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5564.5567.2Nuclei_fractions
P21333_CHAIN_0,P21333VANPSGNLTETYVQDR[iTRAQ_Nterm]VANPSGNLTETYVQDR1 1297-‐1312 7,219 636,657 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5571.5574.3Nuclei_fractions



P21333_CHAIN_0,P21333VAQPTITDNKDGTVTVR[iTRAQ_Nterm]VAQPTITDNK[iTRAQ_K]DGTVTVR2 1807-‐1823 9,366 701,728 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4833.4836.3Nuclei_fractions
P21333_CHAIN_0,P21333VAQPTITDNKDGTVTVR[iTRAQ_Nterm]VAQPTITDNK[iTRAQ_K]DGTVTVR2 1807-‐1823 8,613 701,728 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4993.4996.3Nuclei_fractions
P21333_CHAIN_0,P21333VAQPTITDNKDGTVTVR[iTRAQ_Nterm]VAQPTITDNK[iTRAQ_K]DGTVTVR2 1807-‐1823 7,984 701,729 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4289.4292.3Nuclei_fractions
P21333_CHAIN_0,P21333VAQPTITDNKDGTVTVR[iTRAQ_Nterm]VAQPTITDNK[iTRAQ_K]DGTVTVR2 1807-‐1823 6,574 701,729 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4972.4975.3Nuclei_fractions
P21333_CHAIN_0,P21333VDVGKDQEFTVK[iTRAQ_Nterm]VDVGK[iTRAQ_K]DQEFTVK[iTRAQ_K]3 983-‐994 7,376 599,676 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5151.5154.3Nuclei_fractions
P21333_CHAIN_0,P21333VDVGKDQEFTVK[iTRAQ_Nterm]VDVGK[iTRAQ_K]DQEFTVK[iTRAQ_K]3 983-‐994 6,706 599,677 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5200.5203.3Nuclei_fractions
P21333_CHAIN_0,P21333VEPGLGADNSVVR[iTRAQ_Nterm]VEPGLGADNSVVR1 1020-‐1032 9,441 728,897 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4934.4937.2Nuclei_fractions
P21333_CHAIN_0,P21333VGSAADIPINISETDLSLLTATVVPPSGR[iTRAQ_Nterm]VGSAADIPINISETDLSLLTATVVPPSGR1 1957-‐1985 4,819 1013,223 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13115.13118.3Nuclei_fractions
P21333_CHAIN_0,P21333VHGPGIQSGTTNKPNK[iTRAQ_Nterm]VHGPGIQSGTTNK[iTRAQ_K]PNK[iTRAQ_K]3 1360-‐1375 6,416 689,728 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3134.3137.3Nuclei_fractions
P21333_CHAIN_0,P21333VHSPSGALEECYVTEIDQDKYAVR[iTRAQ_Nterm]VHSPSGALEEC[Cys_CAM]YVTEIDQDK[iTRAQ_K]YAVR3 2360-‐2383 5,989 764,384 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7602.7605.4Nuclei_fractions
P21333_CHAIN_0,P21333VPVHDVTDASK[iTRAQ_Nterm]VPVHDVTDASK[iTRAQ_K]2 1440-‐1450 6,688 728,408 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3654.3657.2Nuclei_fractions
P21333_CHAIN_0,P21333VPVHDVTDASK[iTRAQ_Nterm]VPVHDVTDASK[iTRAQ_K]2 1440-‐1450 6,499 728,409 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3673.3676.2Nuclei_fractions
P21333_CHAIN_0,P21333VPVHDVTDASK[iTRAQ_Nterm]VPVHDVTDASK[iTRAQ_K]2 1440-‐1450 5,569 485,941 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3645.3648.3Nuclei_fractions
P21333_CHAIN_0,P21333VQVQDNEGCPVEALVK[iTRAQ_Nterm]VQVQDNEGC[Cys_CAM]PVEALVK[iTRAQ_K]3 709-‐724 7,893 691,701 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6619.6622.3Nuclei_fractions
P21333_CHAIN_0,P21333VQVQDNEGCPVEALVK[iTRAQ_Nterm]VQVQDNEGC[Cys_CAM]PVEALVK[iTRAQ_K]3 709-‐724 7,657 691,701 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6591.6594.3Nuclei_fractions
P21333_CHAIN_0,P21333VQVQDNEGCPVEALVK[iTRAQ_Nterm]VQVQDNEGC[Cys_CAM]PVEALVK[iTRAQ_K]3 709-‐724 6,288 691,702 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6635.6638.3Nuclei_fractions
P21333_CHAIN_0,P21333VTAQGPGLEPSGNIANK[iTRAQ_Nterm]VTAQGPGLEPSGNIANK[iTRAQ_K]2 384-‐400 9,964 647,694 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5014.5017.3Nuclei_fractions
P21333_CHAIN_0,P21333VTAQGPGLEPSGNIANK[iTRAQ_Nterm]VTAQGPGLEPSGNIANK[iTRAQ_K]2 384-‐400 8,078 647,694 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5036.5039.3Nuclei_fractions
P21333_CHAIN_0,P21333VTAQGPGLEPSGNIANK[iTRAQ_Nterm]VTAQGPGLEPSGNIANK[iTRAQ_K]2 384-‐400 8,013 647,695 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5070.5073.3Nuclei_fractions
P21333_CHAIN_0,P21333VTAQGPGLEPSGNIANK[iTRAQ_Nterm]VTAQGPGLEPSGNIANK[iTRAQ_K]2 384-‐400 6,762 647,694 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4938.4941.3Nuclei_fractions
P21333_CHAIN_0,P21333VTAQGPGLEPSGNIANK[iTRAQ_Nterm]VTAQGPGLEPSGNIANK[iTRAQ_K]2 384-‐400 6,219 647,694 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4896.4899.3Nuclei_fractions
P21333_CHAIN_0,P21333VTVLFAGQHIAK[iTRAQ_Nterm]VTVLFAGQHIAK[iTRAQ_K]2 356-‐367 7,663 786,48 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7095.7098.2Nuclei_fractions
P21333_CHAIN_0,P21333VTVLFAGQHIAK[iTRAQ_Nterm]VTVLFAGQHIAK[iTRAQ_K]2 356-‐367 6,848 524,656 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7058.7061.3Nuclei_fractions
P21333_CHAIN_0,P21333VTYTPMAPGSYLISIK[iTRAQ_Nterm]VTYTPM[Oxidation_M]APGSYLISIK[iTRAQ_K]3 2477-‐2492 6,858 1023,062 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9202.9205.2Nuclei_fractions
P21333_CHAIN_0,P21333VTYTPMAPGSYLISIK[iTRAQ_Nterm]VTYTPM[Oxidation_M]APGSYLISIK[iTRAQ_K]3 2477-‐2492 6,475 682,38 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9158.9161.3Nuclei_fractions
P21333_CHAIN_0,P21333YAPSEAGLHEMDIR[iTRAQ_Nterm]YAPSEAGLHEMDIR1 1824-‐1837 5,025 578,287 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6133.6136.3Nuclei_fractions
P21333_CHAIN_0,P21333YGGDEIPFSPYR[iTRAQ_Nterm]YGGDEIPFSPYR1 1622-‐1633 6,421 772,881 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7740.7743.2Nuclei_fractions
P21333_CHAIN_0,P21333YGGPYHIGGSPFK[iTRAQ_Nterm]YGGPYHIGGSPFK[iTRAQ_K]2 2493-‐2505 6,592 556,631 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6589.6592.3Nuclei_fractions
P21333_CHAIN_0,P21333YGGQPVPNFPSK[iTRAQ_Nterm]YGGQPVPNFPSK[iTRAQ_K]2 1235-‐1246 7,385 789,931 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6015.6018.2Nuclei_fractions
P21333_CHAIN_0,P21333YNEQHVPGSPFTAR[iTRAQ_Nterm]YNEQHVPGSPFTAR1 1930-‐1943 5,524 582,961 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5292.5295.3Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 9,324 858,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7472.7475.3Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 8,395 858,8 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7544.7547.3Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 8,292 858,8 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7618.7621.3Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 8,034 858,802 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7518.7521.3Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 7,684 1287,694 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7488.7491.2Nuclei_fractions
P21333_CHAIN_0,P21333YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_Nterm]YTPVQQGPVGVNVTYGGDPIPK[iTRAQ_K]2 937-‐958 7,496 858,803 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7590.7593.3Nuclei_fractions

Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AAAGKAELELELGR[iTRAQ_Nterm]AAAGK[iTRAQ_K]AELELELGR2 2074-‐2087 5,863 572,671 2012_02_21_FRF_OT_70_ANF_TMT_N_03.6622.6625.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AALAHSEEVTASQVAATK[iTRAQ_Nterm]AALAHSEEVTASQVAATK[iTRAQ_K]2 2744-‐2761 8,814 691,381 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5094.5097.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AALAHSEEVTASQVAATK[iTRAQ_Nterm]AALAHSEEVTASQVAATK[iTRAQ_K]2 2744-‐2761 8,376 691,383 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5073.5076.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AELELELGR[iTRAQ_Nterm]AELELELGR1 2079-‐2087 6,634 587,333 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6838.6841.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AGLVGPEFHEK[iTRAQ_Nterm]AGLVGPEFHEK[iTRAQ_K]2 3221-‐3231 5,106 491,278 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4875.4878.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AGLVGPEFHEK[iTRAQ_Nterm]AGLVGPEFHEK[iTRAQ_K]2 3221-‐3231 5,096 491,279 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4806.4809.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AGTLSITEFADMLSGNAGGFR[iTRAQ_Nterm]AGTLSITEFADMLSGNAGGFR1 4361-‐4381 9,08 753,71 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13026.13029.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AIYEVLFR [iTRAQ_Nterm]AIYEVLFR1 14-‐21 7,74 577,839 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10400.10403.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AIYEVLFR [iTRAQ_Nterm]AIYEVLFR1 14-‐21 5,77 577,838 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10453.10456.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AKLEQLFQDEVAK[iTRAQ_Nterm]AK[iTRAQ_K]LEQLFQDEVAK[iTRAQ_K]3 2651-‐2663 6,878 651,048 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8490.8493.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ALQALEELR[iTRAQ_Nterm]ALQALEELR1 1671-‐1679 5,872 593,852 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8784.8787.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107APVPASELLASGVLSR[iTRAQ_Nterm]APVPASELLASGVLSR1 3447-‐3462 8,832 856 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9439.9442.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AQAEAQQPTFDALRDELR[iTRAQ_Nterm]AQAEAQQPTFDALRDELR1 1274-‐1291 7,487 735,045 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7383.7386.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AQVEQELTTLR[iTRAQ_Nterm]AQVEQELTTLR1 2319-‐2329 10,506 716,403 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6656.6659.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ARQEELYSELQAR[iTRAQ_Nterm]ARQEELYSELQAR1 3356-‐3368 7,421 579,641 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5690.5693.3Nuclei_fractions



Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ATTAALLLEAQAATGFLVDPVR[iTRAQ_Nterm]ATTAALLLEAQAATGFLVDPVR1 3519-‐3540 5,037 791,45 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12811.12814.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ATVSAPFGK[iTRAQ_Nterm]ATVSAPFGK[iTRAQ_K]2 3045-‐3053 5,668 583,345 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5127.5130.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107AVTGYKDPYSGK[iTRAQ_Nterm]AVTGYK[iTRAQ_K]DPYSGK[iTRAQ_K]3 4147-‐4158 5,836 573,322 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4230.4233.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107EAIAELEREK[iTRAQ_Nterm]EAIAELEREK[iTRAQ_K]2 2587-‐2596 5,096 492,617 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5468.5471.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107EAIAELEREK[iTRAQ_Nterm]EAIAELEREK[iTRAQ_K]2 2587-‐2596 4,901 492,618 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5418.5421.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ELAEQELEK[iTRAQ_Nterm]ELAEQELEK[iTRAQ_K]2 1825-‐1833 5,327 688,881 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4778.4781.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107EQELQQTLQQEQSVLDQLRGEAEAAR[iTRAQ_Nterm]EQELQQTLQQEQSVLDQLRGEAEAAR1 2199-‐2224 7,276 1047,87 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10848.10851.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107EQELQQTLQQEQSVLDQLRGEAEAAR[iTRAQ_Nterm]EQELQQTLQQEQSVLDQLRGEAEAAR1 2199-‐2224 6,667 786,154 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10861.10864.4Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107FLEGTSCIAGVFVDATK[iTRAQ_Nterm]FLEGTSC[Cys_CAM]IAGVFVDATK[iTRAQ_K]3 4065-‐4081 8,04 701,704 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10974.10977.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107FRELAEEAAR[iTRAQ_Nterm]FRELAEEAAR1 1933-‐1942 9,138 668,364 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5510.5513.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107FRELAEEAAR[iTRAQ_Nterm]FRELAEEAAR1 1933-‐1942 6,696 445,911 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5496.5499.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107GANVIAGVWLEEAGQK[iTRAQ_Nterm]GANVIAGVWLEEAGQK[iTRAQ_K]2 3159-‐3174 7,491 644,027 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10074.10077.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107GFFDPNTHENLTYLQLLER[iTRAQ_Nterm]GFFDPNTHENLTYLQLLER1 2989-‐3007 8,301 817,755 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10823.10826.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107GFFDPNTHENLTYR[iTRAQ_Nterm]GFFDPNTHENLTYR1 3648-‐3661 7,554 618,969 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6872.6875.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107GIYQSLEGAVQAGQLK[iTRAQ_Nterm]GIYQSLEGAVQAGQLK[iTRAQ_K]2 478-‐493 6,34 650,704 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9279.9282.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107GLHQSIEEFR[iTRAQ_Nterm]GLHQSIEEFR1 697-‐706 8,238 453,91 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5235.5238.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ILITIVEEVETLR[iTRAQ_Nterm]ILITIVEEVETLR1 3424-‐3436 7,567 558,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13669.13672.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ILITIVEEVETLR[iTRAQ_Nterm]ILITIVEEVETLR1 3424-‐3436 7,435 836,505 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13668.13671.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107ILITIVEEVETLRQER[iTRAQ_Nterm]ILITIVEEVETLRQER1 3424-‐3439 6,564 695,742 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12838.12841.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LAAEQELIR[iTRAQ_Nterm]LAAEQELIR1 1846-‐1854 5,162 593,852 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6257.6260.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LAEVEAALEK[iTRAQ_Nterm]LAEVEAALEK[iTRAQ_K]2 1499-‐1508 5,629 454,269 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8097.8100.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LCFEGLR [iTRAQ_Nterm]LC[Cys_CAM]FEGLR2 3109-‐3115 5,337 519,781 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7640.7643.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LGFHLPLEVAYQR[iTRAQ_Nterm]LGFHLPLEVAYQR1 3951-‐3963 8,833 843,973 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9424.9427.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LGFHLPLEVAYQR[iTRAQ_Nterm]LGFHLPLEVAYQR1 3951-‐3963 7,542 562,987 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9422.9425.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LGFHLPLEVAYQR[iTRAQ_Nterm]LGFHLPLEVAYQR1 3951-‐3963 7,315 562,986 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9436.9439.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LKAEAELLQQQK[iTRAQ_Nterm]LK[iTRAQ_K]AEAELLQQQK[iTRAQ_K]3 2462-‐2473 5,953 916,058 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6149.6152.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LLEAAAQSTK[iTRAQ_Nterm]LLEAAAQSTK[iTRAQ_K]2 4600-‐4609 5,321 660,395 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5247.5250.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LLFNDVQTLK[iTRAQ_Nterm]LLFNDVQTLK[iTRAQ_K]2 588-‐597 5,989 739,947 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8929.8932.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LLFNDVQTLK[iTRAQ_Nterm]LLFNDVQTLK[iTRAQ_K]2 588-‐597 5,92 493,633 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8942.8945.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LQNVQIALDYLR[iTRAQ_Nterm]LQNVQIALDYLR1 237-‐248 9,24 795,46 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10644.10647.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LQNVQIALDYLR[iTRAQ_Nterm]LQNVQIALDYLR1 237-‐248 9,151 795,461 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10560.10563.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LQNVQIALDYLR[iTRAQ_Nterm]LQNVQIALDYLR1 237-‐248 9,048 795,459 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10276.10279.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LQNVQIALDYLR[iTRAQ_Nterm]LQNVQIALDYLR1 237-‐248 7,499 530,644 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10588.10591.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LREQLQLLEEQHR[iTRAQ_Nterm]LREQLQLLEEQHR1 2731-‐2743 5,449 459,762 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6500.6503.4Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LRIEEEIR [iTRAQ_Nterm]LRIEEEIR1 1585-‐1592 6,093 401,24 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5341.5344.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LRIEEEIR [iTRAQ_Nterm]LRIEEEIR1 1585-‐1592 4,829 601,357 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5356.5359.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LSFSGLR [iTRAQ_Nterm]LSFSGLR1 3440-‐3446 6,623 462,276 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6996.6999.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LSIYNALKK[iTRAQ_Nterm]LSIYNALK[iTRAQ_K]K[iTRAQ_K]3 3175-‐3183 5,643 494,652 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6380.6383.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LSYTQLLR [iTRAQ_Nterm]LSYTQLLR1 3992-‐3999 6,895 569,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7814.7817.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107LTVDEAVRK[iTRAQ_Nterm]LTVDEAVRK[iTRAQ_K]2 3879-‐3887 4,772 440,27 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4448.4451.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107NLLDEELQR[iTRAQ_Nterm]NLLDEELQR1 2340-‐2348 5,905 637,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6795.6798.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107NLVDNITGQR[iTRAQ_Nterm]NLVDNITGQR1 4438-‐4447 8,54 637,354 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6269.6272.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107NLVDNITGQR[iTRAQ_Nterm]NLVDNITGQR1 4438-‐4447 7,459 637,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6107.6110.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107QLLEEELAR[iTRAQ_Nterm]QLLEEELAR1 1867-‐1875 6,197 622,853 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6605.6608.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107QLQLAQEAAQKR[iTRAQ_Nterm]QLQLAQEAAQK[iTRAQ_K]R2 2172-‐2183 7,959 557,998 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4889.4892.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107QRELAEQELEK[iTRAQ_Nterm]QRELAEQELEK[iTRAQ_K]2 1823-‐1833 5,409 554,312 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4263.4266.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107QVQVALETAQR[iTRAQ_Nterm]QVQVALETAQR1 1699-‐1709 9,265 693,897 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4910.4913.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107RQELEAELAK[iTRAQ_Nterm]RQELEAELAK[iTRAQ_K]2 1887-‐1896 5,974 492,289 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4626.4629.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107RQELEAELAK[iTRAQ_Nterm]RQELEAELAK[iTRAQ_K]2 1887-‐1896 5,807 492,289 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4605.4608.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SELELTLGKLEQVR[iTRAQ_Nterm]SELELTLGK[iTRAQ_K]LEQVR2 1202-‐1215 6,468 635,045 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10004.10007.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SIQEELQQLR[iTRAQ_Nterm]SIQEELQQLR1 1554-‐1563 7,598 694,391 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8401.8404.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SLQEEHVAVAQLR[iTRAQ_Nterm]SLQEEHVAVAQLR1 1732-‐1744 10,495 812,454 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5228.5231.2Nuclei_fractions



Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SLQEEHVAVAQLR[iTRAQ_Nterm]SLQEEHVAVAQLR1 1732-‐1744 7,257 541,971 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5283.5286.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SLQEEHVAVAQLR[iTRAQ_Nterm]SLQEEHVAVAQLR1 1732-‐1744 4,854 541,971 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5200.5203.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SLSAIYLEK[iTRAQ_Nterm]SLSAIYLEK[iTRAQ_K]2 1216-‐1224 6,048 656,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7536.7539.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SLVPAAELLESR[iTRAQ_Nterm]SLVPAAELLESR1 3116-‐3127 6,544 714,915 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9220.9223.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SQVEEELFSVR[iTRAQ_Nterm]SQVEEELFSVR1 2361-‐2371 9,123 733,885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8076.8079.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SQVEEELFSVR[iTRAQ_Nterm]SQVEEELFSVR1 2361-‐2371 8,306 733,885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8131.8134.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SSIAGLLLK[iTRAQ_Nterm]SSIAGLLLK[iTRAQ_K]2 2833-‐2841 4,917 595,392 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9104.9107.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SSSVGSSSSYPISPAVSR[iTRAQ_Nterm]SSSVGSSSSYPISPAVSR1 4384-‐4401 4,993 633,658 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4876.4879.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SWSLATFR[iTRAQ_Nterm]SWSLATFR1 1045-‐1052 7,916 556,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8150.8153.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107SWSLATFR[iTRAQ_Nterm]SWSLATFR1 1045-‐1052 7,674 556,305 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8192.8195.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107TISLVIR [iTRAQ_Nterm]TISLVIR1 1227-‐1233 6,566 473,315 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6897.6900.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107TISLVIR [iTRAQ_Nterm]TISLVIR1 1227-‐1233 6,318 473,315 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6955.6958.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VLALPEPSPAAPTLR[iTRAQ_Nterm]VLALPEPSPAAPTLR1 1187-‐1201 7,823 838,498 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8136.8139.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VLALPEPSPAAPTLR[iTRAQ_Nterm]VLALPEPSPAAPTLR1 1187-‐1201 6,229 559,335 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8129.8132.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VPVDVAYQR[iTRAQ_Nterm]VPVDVAYQR1 3620-‐3628 6,099 595,838 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5079.5082.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VPVDVAYR[iTRAQ_Nterm]VPVDVAYR1 2961-‐2968 5,505 531,807 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5227.5230.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VTLVQTLEIQR[iTRAQ_Nterm]VTLVQTLEIQR1 2565-‐2575 8,99 722,44 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8591.8594.2Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VTLVQTLEIQR[iTRAQ_Nterm]VTLVQTLEIQR1 2565-‐2575 8,487 481,961 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8412.8415.3Nuclei_fractions
Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107VTLVQTLEIQR[iTRAQ_Nterm]VTLVQTLEIQR1 2565-‐2575 7,698 481,962 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8549.8552.3Nuclei_fractions

P35579_CHAIN_0ADFCIIHYAGK[iTRAQ_Nterm]ADFC[Cys_CAM]IIHYAGK[iTRAQ_K]3 566-‐576 6,645 528,28 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7063.7066.3Nuclei_fractions
P35579_CHAIN_0AGVLAHLEEER[iTRAQ_Nterm]AGVLAHLEEER1 765-‐775 7,311 684,376 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6089.6092.2Nuclei_fractions
P35579_CHAIN_0AGVLAHLEEER[iTRAQ_Nterm]AGVLAHLEEER1 765-‐775 6,886 456,585 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6070.6073.3Nuclei_fractions
P35579_CHAIN_0ALEEAMEQK[iTRAQ_Nterm]ALEEAMEQK[iTRAQ_K]2 1484-‐1492 5,932 668,856 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5331.5334.2Nuclei_fractions
P35579_CHAIN_0ALELDSNLYR[iTRAQ_Nterm]ALELDSNLYR1 746-‐755 6,825 669,359 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6878.6881.2Nuclei_fractions
P35579_CHAIN_0ALEQQVEEMK[iTRAQ_Nterm]ALEQQVEEMK[iTRAQ_K]2 1529-‐1538 6,421 746,901 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6102.6105.2Nuclei_fractions
P35579_CHAIN_0ANLQIDQINTDLNLER[iTRAQ_Nterm]ANLQIDQINTDLNLER1 1755-‐1770 11,17 1007,539 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8460.8463.2Nuclei_fractions
P35579_CHAIN_0ANLQIDQINTDLNLER[iTRAQ_Nterm]ANLQIDQINTDLNLER1 1755-‐1770 9,789 672,029 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8454.8457.3Nuclei_fractions
P35579_CHAIN_0ANLQIDQINTDLNLER[iTRAQ_Nterm]ANLQIDQINTDLNLER1 1755-‐1770 8,96 672,028 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8503.8506.3Nuclei_fractions
P35579_CHAIN_0ANLQIDQINTDLNLER[iTRAQ_Nterm]ANLQIDQINTDLNLER1 1755-‐1770 7,703 672,03 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8530.8533.3Nuclei_fractions
P35579_CHAIN_0ASITALEAK[iTRAQ_Nterm]ASITALEAK[iTRAQ_K]2 1807-‐1815 6,845 596,365 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5420.5423.2Nuclei_fractions
P35579_CHAIN_0ASITALEAK[iTRAQ_Nterm]ASITALEAK[iTRAQ_K]2 1807-‐1815 5,837 596,366 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5226.5229.2Nuclei_fractions
P35579_CHAIN_0ASITALEAK[iTRAQ_Nterm]ASITALEAK[iTRAQ_K]2 1807-‐1815 5,674 596,365 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5267.5270.2Nuclei_fractions
P35579_CHAIN_0ASREEILAQAK[iTRAQ_Nterm]ASREEILAQAK[iTRAQ_K]2 1659-‐1669 5,172 501,964 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4118.4121.3Nuclei_fractions
P35579_CHAIN_0ASREEILAQAK[iTRAQ_Nterm]ASREEILAQAK[iTRAQ_K]2 1659-‐1669 4,782 501,964 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4091.4094.3Nuclei_fractions
P35579_CHAIN_0DLQGRDEQSEEK[iTRAQ_Nterm]DLQGRDEQSEEK[iTRAQ_K]2 1572-‐1583 5,903 574,624 2012_02_21_FRF_OT_68_ANF_TMT_N_01.2787.2790.3Nuclei_fractions
P35579_CHAIN_0DVLLQVDDERR[iTRAQ_Nterm]DVLLQVDDERR1 1846-‐1856 9,224 501,275 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5345.5348.3Nuclei_fractions
P35579_CHAIN_0DVLLQVDDERR[iTRAQ_Nterm]DVLLQVDDERR1 1846-‐1856 8,767 751,409 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5366.5369.2Nuclei_fractions
P35579_CHAIN_0EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 166-‐185 8,788 853,098 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4422.4425.3Nuclei_fractions
P35579_CHAIN_0EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 166-‐185 5,127 640,074 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4430.4433.4Nuclei_fractions
P35579_CHAIN_0EMEAELEDERK[iTRAQ_Nterm]EMEAELEDERK[iTRAQ_K]2 1593-‐1603 6,401 556,278 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4456.4459.3Nuclei_fractions
P35579_CHAIN_0EQADFAIEALAK[iTRAQ_Nterm]EQADFAIEALAK[iTRAQ_K]2 408-‐419 6,922 531,962 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8173.8176.3Nuclei_fractions
P35579_CHAIN_0EQADFAIEALAK[iTRAQ_Nterm]EQADFAIEALAK[iTRAQ_K]2 408-‐419 6,74 797,439 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8181.8184.2Nuclei_fractions
P35579_CHAIN_0EQADFAIEALAK[iTRAQ_Nterm]EQADFAIEALAK[iTRAQ_K]2 408-‐419 6,585 797,438 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8139.8142.2Nuclei_fractions
P35579_CHAIN_0EQADFAIEALAK[iTRAQ_Nterm]EQADFAIEALAK[iTRAQ_K]2 408-‐419 6,514 797,439 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8154.8157.2Nuclei_fractions
P35579_CHAIN_0EQADFAIEALAK[iTRAQ_Nterm]EQADFAIEALAK[iTRAQ_K]2 408-‐419 5,424 531,961 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8133.8136.3Nuclei_fractions
P35579_CHAIN_0EQEVNILKK[iTRAQ_Nterm]EQEVNILK[iTRAQ_K]K[iTRAQ_K]3 1166-‐1174 6,009 511,652 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4685.4688.3Nuclei_fractions
P35579_CHAIN_0EQEVNILKK[iTRAQ_Nterm]EQEVNILK[iTRAQ_K]K[iTRAQ_K]3 1166-‐1174 5,63 511,651 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4615.4618.3Nuclei_fractions
P35579_CHAIN_0EQEVNILKK[iTRAQ_Nterm]EQEVNILK[iTRAQ_K]K[iTRAQ_K]3 1166-‐1174 5,344 766,974 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4657.4660.2Nuclei_fractions
P35579_CHAIN_0FDQLLAEEK[iTRAQ_Nterm]FDQLLAEEK[iTRAQ_K]2 1446-‐1454 4,782 690,886 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7340.7343.2Nuclei_fractions
P35579_CHAIN_0HSQAVEELAEQLEQTKR[iTRAQ_Nterm]HSQAVEELAEQLEQTK[iTRAQ_K]R2 1194-‐1210 9,081 762,08 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7558.7561.3Nuclei_fractions
P35579_CHAIN_0HSQAVEELAEQLEQTKR[iTRAQ_Nterm]HSQAVEELAEQLEQTK[iTRAQ_K]R2 1194-‐1210 5,476 571,809 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7544.7547.4Nuclei_fractions



P35579_CHAIN_0IAEFTTNLTEEEEK[iTRAQ_Nterm]IAEFTTNLTEEEEK[iTRAQ_K]2 1001-‐1014 8,809 971,496 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7629.7632.2Nuclei_fractions
P35579_CHAIN_0IAEFTTNLTEEEEK[iTRAQ_Nterm]IAEFTTNLTEEEEK[iTRAQ_K]2 1001-‐1014 7,206 648,002 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7691.7694.3Nuclei_fractions
P35579_CHAIN_0IAEFTTNLTEEEEK[iTRAQ_Nterm]IAEFTTNLTEEEEK[iTRAQ_K]2 1001-‐1014 6,31 648 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7627.7630.3Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 8,809 909,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7690.7693.2Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 8,374 909,988 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7711.7714.2Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 8,212 909,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7726.7729.2Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 8,127 606,995 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7725.7728.3Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 7,947 606,995 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7704.7707.3Nuclei_fractions
P35579_CHAIN_0IAQLEEQLDNETK[iTRAQ_Nterm]IAQLEEQLDNETK[iTRAQ_K]2 1816-‐1828 7,855 606,995 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7683.7686.3Nuclei_fractions
P35579_CHAIN_0IIGLDQVAGMSETALPGAFK[iTRAQ_Nterm]IIGLDQVAGMSETALPGAFK[iTRAQ_K]2 618-‐637 7,43 769,429 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11106.11109.3Nuclei_fractions
P35579_CHAIN_0IIGLDQVAGMSETALPGAFK[iTRAQ_Nterm]IIGLDQVAGMSETALPGAFK[iTRAQ_K]2 618-‐637 7,174 769,427 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11071.11074.3Nuclei_fractions
P35579_CHAIN_0IIGLDQVAGMSETALPGAFK[iTRAQ_Nterm]IIGLDQVAGMSETALPGAFK[iTRAQ_K]2 618-‐637 5,86 769,427 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11057.11060.3Nuclei_fractions
P35579_CHAIN_0IRELESQISELQEDLESER[iTRAQ_Nterm]IRELESQISELQEDLESER1 1106-‐1124 9,344 816,418 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11330.11333.3Nuclei_fractions
P35579_CHAIN_0IRELESQISELQEDLESER[iTRAQ_Nterm]IRELESQISELQEDLESER1 1106-‐1124 5,151 612,566 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11353.11356.4Nuclei_fractions
P35579_CHAIN_0ITDVIIGFQACCR[iTRAQ_Nterm]ITDVIIGFQAC[Cys_CAM]C[Cys_CAM]R3 779-‐791 8,706 848,937 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9588.9591.2Nuclei_fractions
P35579_CHAIN_0ITDVIIGFQACCR[iTRAQ_Nterm]ITDVIIGFQAC[Cys_CAM]C[Cys_CAM]R3 779-‐791 8,09 848,937 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9692.9695.2Nuclei_fractions
P35579_CHAIN_0ITDVIIGFQACCR[iTRAQ_Nterm]ITDVIIGFQAC[Cys_CAM]C[Cys_CAM]R3 779-‐791 6,87 566,293 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9593.9596.3Nuclei_fractions
P35579_CHAIN_0ITDVIIGFQACCR[iTRAQ_Nterm]ITDVIIGFQAC[Cys_CAM]C[Cys_CAM]R3 779-‐791 6,71 566,294 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9698.9701.3Nuclei_fractions
P35579_CHAIN_0KANLQIDQINTDLNLER[iTRAQ_Nterm]K[iTRAQ_K]ANLQIDQINTDLNLER2 1754-‐1770 10,088 762,763 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7643.7646.3Nuclei_fractions
P35579_CHAIN_0KANLQIDQINTDLNLER[iTRAQ_Nterm]K[iTRAQ_K]ANLQIDQINTDLNLER2 1754-‐1770 8,159 762,762 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7707.7710.3Nuclei_fractions
P35579_CHAIN_0KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1081-‐1091 7,342 773,446 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5279.5282.2Nuclei_fractions
P35579_CHAIN_0KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1081-‐1091 5,45 515,967 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5270.5273.3Nuclei_fractions
P35579_CHAIN_0KLEEEQIILEDQNCK[iTRAQ_Nterm]K[iTRAQ_K]LEEEQIILEDQNC[Cys_CAM]K[iTRAQ_K]4 975-‐989 7,068 774,419 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5815.5818.3Nuclei_fractions
P35579_CHAIN_0KLEGDSTDLSDQIAELQAQIAELK[iTRAQ_Nterm]K[iTRAQ_K]LEGDSTDLSDQIAELQAQIAELK[iTRAQ_K]3 1052-‐1075 7,877 1016,556 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12009.12012.3Nuclei_fractions
P35579_CHAIN_0KLVWVPSDK[iTRAQ_Nterm]K[iTRAQ_K]LVWVPSDK[iTRAQ_K]3 30-‐38 5,373 752,467 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5924.5927.2Nuclei_fractions
P35579_CHAIN_0KQELEEICHDLEAR[iTRAQ_Nterm]K[iTRAQ_K]QELEEIC[Cys_CAM]HDLEAR3 910-‐923 9,848 686,69 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7301.7304.3Nuclei_fractions
P35579_CHAIN_0KQELEEICHDLEAR[iTRAQ_Nterm]K[iTRAQ_K]QELEEIC[Cys_CAM]HDLEAR3 910-‐923 7,138 515,27 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7287.7290.4Nuclei_fractions
P35579_CHAIN_0KQELEEICHDLEAR[iTRAQ_Nterm]K[iTRAQ_K]QELEEIC[Cys_CAM]HDLEAR3 910-‐923 6,54 515,27 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7363.7366.4Nuclei_fractions
P35579_CHAIN_0KVEAQLQELQVK[iTRAQ_Nterm]K[iTRAQ_K]VEAQLQELQVK[iTRAQ_K]3 1249-‐1260 5,755 615,713 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6043.6046.3Nuclei_fractions
P35579_CHAIN_0KVEAQLQELQVK[iTRAQ_Nterm]K[iTRAQ_K]VEAQLQELQVK[iTRAQ_K]3 1249-‐1260 5,618 615,711 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6017.6020.3Nuclei_fractions
P35579_CHAIN_0KVIQYLAYVASSHK[iTRAQ_Nterm]K[iTRAQ_K]VIQYLAYVASSHK[iTRAQ_K]3 186-‐199 6,475 680,405 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7572.7575.3Nuclei_fractions
P35579_CHAIN_0KVIQYLAYVASSHK[iTRAQ_Nterm]K[iTRAQ_K]VIQYLAYVASSHK[iTRAQ_K]3 186-‐199 4,785 510,554 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7566.7569.4Nuclei_fractions
P35579_CHAIN_0LDPHLVLDQLR[iTRAQ_Nterm]LDPHLVLDQLR1 683-‐693 5,777 731,93 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8895.8898.2Nuclei_fractions
P35579_CHAIN_0LDPHLVLDQLR[iTRAQ_Nterm]LDPHLVLDQLR1 683-‐693 5,165 488,289 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8818.8821.3Nuclei_fractions
P35579_CHAIN_0LEVNLQAMK[iTRAQ_Nterm]LEVNLQAM[Oxidation_M]K[iTRAQ_K]3 1558-‐1566 5,666 675,391 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5605.5608.2Nuclei_fractions
P35579_CHAIN_0LEVNLQAMK[iTRAQ_Nterm]LEVNLQAM[Oxidation_M]K[iTRAQ_K]3 1558-‐1566 4,743 450,596 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5653.5656.3Nuclei_fractions
P35579_CHAIN_0LKDVLLQVDDER[iTRAQ_Nterm]LK[iTRAQ_K]DVLLQVDDER2 1844-‐1855 6,146 577,668 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7775.7778.3Nuclei_fractions
P35579_CHAIN_0LQEMEGTVK[iTRAQ_Nterm]LQEMEGTVK[iTRAQ_K]2 1794-‐1802 5,419 661,867 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5090.5093.2Nuclei_fractions
P35579_CHAIN_0LQQELDDLLVDLDHQR[iTRAQ_Nterm]LQQELDDLLVDLDHQR1 1418-‐1433 9,713 698,704 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12515.12518.3Nuclei_fractions
P35579_CHAIN_0LQQELDDLLVDLDHQR[iTRAQ_Nterm]LQQELDDLLVDLDHQR1 1418-‐1433 9,66 698,703 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12527.12530.3Nuclei_fractions
P35579_CHAIN_0LQQELDDLLVDLDHQR[iTRAQ_Nterm]LQQELDDLLVDLDHQR1 1418-‐1433 9,21 698,703 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12723.12726.3Nuclei_fractions
P35579_CHAIN_0LQVELDNVTGLLSQSDSK[iTRAQ_Nterm]LQVELDNVTGLLSQSDSK[iTRAQ_K]2 1278-‐1295 9,665 745,41 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10476.10479.3Nuclei_fractions
P35579_CHAIN_0LQVELDNVTGLLSQSDSK[iTRAQ_Nterm]LQVELDNVTGLLSQSDSK[iTRAQ_K]2 1278-‐1295 8,957 1117,613 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10456.10459.2Nuclei_fractions
P35579_CHAIN_0LQVELDNVTGLLSQSDSK[iTRAQ_Nterm]LQVELDNVTGLLSQSDSK[iTRAQ_K]2 1278-‐1295 7,422 745,411 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10422.10425.3Nuclei_fractions
P35579_CHAIN_0LRLEVNLQAMK[iTRAQ_Nterm]LRLEVNLQAM[Oxidation_M]K[iTRAQ_K]3 1556-‐1566 6,202 540,324 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6638.6641.3Nuclei_fractions
P35579_CHAIN_0LRLEVNLQAMK[iTRAQ_Nterm]LRLEVNLQAMK[iTRAQ_K]2 1556-‐1566 5,479 534,992 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8243.8246.3Nuclei_fractions
P35579_CHAIN_0LTEMETLQSQLMAEK[iTRAQ_Nterm]LTEMETLQSQLMAEK[iTRAQ_K]2 868-‐882 6,254 680,692 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9666.9669.3Nuclei_fractions
P35579_CHAIN_0LVWVPSDK[iTRAQ_Nterm]LVWVPSDK[iTRAQ_K]2 31-‐38 5,357 616,367 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7376.7379.2Nuclei_fractions
P35579_CHAIN_0LVWVPSDK[iTRAQ_Nterm]LVWVPSDK[iTRAQ_K]2 31-‐38 5,053 616,369 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7569.7572.2Nuclei_fractions
P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 8,118 981,031 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9286.9289.2Nuclei_fractions
P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 8,024 981,029 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9133.9136.2Nuclei_fractions
P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 7,529 654,356 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9180.9183.3Nuclei_fractions



P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 6,937 654,355 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9118.9121.3Nuclei_fractions
P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 6,634 654,355 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9249.9252.3Nuclei_fractions
P35579_CHAIN_0NFINNPLAQADWAAK[iTRAQ_Nterm]NFINNPLAQADWAAK[iTRAQ_K]2 15-‐29 6,457 654,354 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9299.9302.3Nuclei_fractions
P35579_CHAIN_0NKHEAMITDLEER[iTRAQ_Nterm]NK[iTRAQ_K]HEAM[Oxidation_M]ITDLEER3 1023-‐1035 6,69 630,66 2012_02_21_FRF_OT_70_ANF_TMT_N_03.3983.3986.3Nuclei_fractions
P35579_CHAIN_0QACVLMIK[iTRAQ_Nterm]QAC[Cys_CAM]VLM[Oxidation_M]IK[iTRAQ_K]4 738-‐745 4,954 633,86 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5645.5648.2Nuclei_fractions
P35579_CHAIN_0QAQQERDELADEIANSSGK[iTRAQ_Nterm]QAQQERDELADEIANSSGK[iTRAQ_K]2 1698-‐1716 10,234 793,066 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5787.5790.3Nuclei_fractions
P35579_CHAIN_0QAQQERDELADEIANSSGK[iTRAQ_Nterm]QAQQERDELADEIANSSGK[iTRAQ_K]2 1698-‐1716 9,441 793,066 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5835.5838.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMK[iTRAQ_Nterm]QIATLHAQVADMK[iTRAQ_K]2 1358-‐1370 6,793 571,99 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5734.5737.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMK[iTRAQ_Nterm]QIATLHAQVADM[Oxidation_M]K[iTRAQ_K]3 1358-‐1370 6,414 577,322 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4431.4434.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMK[iTRAQ_Nterm]QIATLHAQVADMK[iTRAQ_K]2 1358-‐1370 5,426 571,991 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5747.5750.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMK[iTRAQ_Nterm]QIATLHAQVADM[Oxidation_M]K[iTRAQ_K]3 1358-‐1370 5,389 577,322 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4489.4492.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMKK[iTRAQ_Nterm]QIATLHAQVADM[Oxidation_M]K[iTRAQ_K]K[iTRAQ_K]4 1358-‐1371 6,079 668,056 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4077.4080.3Nuclei_fractions
P35579_CHAIN_0QIATLHAQVADMKK[iTRAQ_Nterm]QIATLHAQVADM[Oxidation_M]K[iTRAQ_K]K[iTRAQ_K]4 1358-‐1371 5,47 501,294 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4083.4086.4Nuclei_fractions
P35579_CHAIN_0QLEEAEEEAQR[iTRAQ_Nterm]QLEEAEEEAQR1 1878-‐1888 6,814 738,358 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4478.4481.2Nuclei_fractions
P35579_CHAIN_0QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 210-‐225 8,519 1008,083 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11112.11115.2Nuclei_fractions
P35579_CHAIN_0QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 210-‐225 8,427 1008,084 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11161.11164.2Nuclei_fractions
P35579_CHAIN_0QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 210-‐225 6,921 672,39 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11098.11101.3Nuclei_fractions
P35579_CHAIN_0QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 210-‐225 6,644 672,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11133.11136.3Nuclei_fractions
P35579_CHAIN_0QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 210-‐225 5,777 672,389 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11084.11087.3Nuclei_fractions
P35579_CHAIN_0QRYEILTPNSIPK[iTRAQ_Nterm]QRYEILTPNSIPK[iTRAQ_K]2 719-‐731 6,821 616,359 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6443.6446.3Nuclei_fractions
P35579_CHAIN_0QTLENERGELANEVK[iTRAQ_Nterm]QTLENERGELANEVK[iTRAQ_K]2 1220-‐1234 6,492 673,365 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5018.5021.3Nuclei_fractions
P35579_CHAIN_0QTLENERGELANEVK[iTRAQ_Nterm]QTLENERGELANEVK[iTRAQ_K]2 1220-‐1234 6,067 673,366 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5074.5077.3Nuclei_fractions
P35579_CHAIN_0RGDLPFVVPR[iTRAQ_Nterm]RGDLPFVVPR1 1923-‐1932 9,153 650,388 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6632.6635.2Nuclei_fractions
P35579_CHAIN_0RGDLPFVVPR[iTRAQ_Nterm]RGDLPFVVPR1 1923-‐1932 7,263 433,927 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6604.6607.3Nuclei_fractions
P35579_CHAIN_0SMEAEMIQLQEELAAAER[iTRAQ_Nterm]SMEAEMIQLQEELAAAER1 1677-‐1694 6,862 731,694 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12185.12188.3Nuclei_fractions
P35579_CHAIN_0TDLLLEPYNK[iTRAQ_Nterm]TDLLLEPYNK[iTRAQ_K]2 290-‐299 6,176 747,426 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7011.7014.2Nuclei_fractions
P35579_CHAIN_0TDLLLEPYNK[iTRAQ_Nterm]TDLLLEPYNK[iTRAQ_K]2 290-‐299 5,305 498,619 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7019.7022.3Nuclei_fractions
P35579_CHAIN_0TRLQQELDDLLVDLDHQR[iTRAQ_Nterm]TRLQQELDDLLVDLDHQR1 1416-‐1433 7,891 784,424 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11948.11951.3Nuclei_fractions
P35579_CHAIN_0TRLQQELDDLLVDLDHQR[iTRAQ_Nterm]TRLQQELDDLLVDLDHQR1 1416-‐1433 6,176 588,567 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11928.11931.4Nuclei_fractions
P35579_CHAIN_0VIQYLAYVASSHK[iTRAQ_Nterm]VIQYLAYVASSHK[iTRAQ_K]2 187-‐199 8,058 589,672 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10132.10135.3Nuclei_fractions
P35579_CHAIN_0VISGVLQLGNIVFK[iTRAQ_Nterm]VISGVLQLGNIVFK[iTRAQ_K]2 342-‐355 8,064 888,056 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11547.11550.2Nuclei_fractions
P35579_CHAIN_0VISGVLQLGNIVFK[iTRAQ_Nterm]VISGVLQLGNIVFK[iTRAQ_K]2 342-‐355 6,191 592,374 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11540.11543.3Nuclei_fractions
P35579_CHAIN_0VISGVLQLGNIVFKK[iTRAQ_Nterm]VISGVLQLGNIVFK[iTRAQ_K]K[iTRAQ_K]3 342-‐356 9,385 683,104 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8735.8737.3Nuclei_fractions
P35579_CHAIN_0VKPLLQVSR[iTRAQ_Nterm]VK[iTRAQ_K]PLLQVSR2 834-‐842 5,078 443,293 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4993.4996.3Nuclei_fractions
P35579_CHAIN_0VSHLLGINVTDFTR[iTRAQ_Nterm]VSHLLGINVTDFTR1 374-‐387 8,183 572,657 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9093.9096.3Nuclei_fractions
P35579_CHAIN_0VSHLLGINVTDFTR[iTRAQ_Nterm]VSHLLGINVTDFTR1 374-‐387 7,806 858,482 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9052.9055.2Nuclei_fractions
P35579_CHAIN_0VSHLLGINVTDFTR[iTRAQ_Nterm]VSHLLGINVTDFTR1 374-‐387 7,488 572,657 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9065.9068.3Nuclei_fractions
P35579_CHAIN_0VSHLLGINVTDFTR[iTRAQ_Nterm]VSHLLGINVTDFTR1 374-‐387 7,443 572,658 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8765.8768.3Nuclei_fractions
P35579_CHAIN_0VSHLLGINVTDFTR[iTRAQ_Nterm]VSHLLGINVTDFTR1 374-‐387 6,744 572,657 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9038.9041.3Nuclei_fractions
P35579_CHAIN_0VVFQEFR [iTRAQ_Nterm]VVFQEFR1 712-‐718 6,272 534,801 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7312.7315.2Nuclei_fractions
P35579_CHAIN_0VVFQEFR [iTRAQ_Nterm]VVFQEFR1 712-‐718 5,843 534,803 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7503.7506.2Nuclei_fractions
P35579_CHAIN_0VVFQEFR [iTRAQ_Nterm]VVFQEFR1 712-‐718 5,206 534,802 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7485.7488.2Nuclei_fractions
P35579_CHAIN_0YLYVDKNFINNPLAQADWAAK[iTRAQ_Nterm]YLYVDK[iTRAQ_K]NFINNPLAQADWAAK[iTRAQ_K]3 9-‐29 5,137 722,396 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10169.10172.4Nuclei_fractions

P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2DGQVINETSQHHDDLE[iTRAQ_Nterm]DGQVINETSQHHDDLE1 450-‐465 6,414 660,973 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4092.4095.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2DGQVINETSQHHDDLE[iTRAQ_Nterm]DGQVINETSQHHDDLE1 450-‐465 5,808 990,956 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4050.4053.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 8,762 734,364 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5549.5552.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 7,532 734,368 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14750.14752.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 7,459 734,374 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14854.14857.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 7,36 734,366 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14947.14950.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 7,162 489,912 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5675.5678.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 6,626 489,912 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5569.5572.3Nuclei_fractions



P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 6,488 734,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15047.15049.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFR[iTRAQ_Nterm]EEAENTLQSFR1 196-‐206 5,393 734,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14589.14590.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EEAENTLQSFRQDVDNASLAR[iTRAQ_Nterm]EEAENTLQSFRQDVDNASLAR1 196-‐216 7,032 846,417 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8461.8464.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EKLQEEMLQR[iTRAQ_Nterm]EK[iTRAQ_K]LQEEMLQR2 186-‐195 7,314 796,442 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4871.4874.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EKLQEEMLQR[iTRAQ_Nterm]EK[iTRAQ_K]LQEEMLQR2 186-‐195 6,446 531,297 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4857.4860.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 10,814 653,023 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6642.6645.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 9,841 653,023 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6677.6680.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 9,798 653,024 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6691.6694.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 9,632 653,024 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6628.6631.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 8,607 653,024 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6719.6722.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSK[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]2 424-‐438 8,487 653,023 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6740.6743.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 12,128 1057,081 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6019.6022.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 10,973 705,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6046.6049.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 10,704 705,058 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5991.5994.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 10,624 705,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6032.6035.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 10,181 705,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6011.6014.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 9,795 705,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6088.6091.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 9,568 1057,081 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6061.6064.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 9,091 705,058 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5957.5960.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 5,152 529,045 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6102.6105.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 5,13 529,045 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6067.6070.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ETNLDSLPLVDTHSKR[iTRAQ_Nterm]ETNLDSLPLVDTHSK[iTRAQ_K]R2 424-‐439 5,01 529,047 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6130.6133.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 6,086 705,398 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7123.7126.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 5,66 705,401 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14784.14787.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 5,643 705,399 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7102.7105.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 5,228 470,602 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6914.6917.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 5,221 705,404 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14887.14890.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2EYQDLLNVK[iTRAQ_Nterm]EYQDLLNVK[iTRAQ_K]2 381-‐389 5,167 470,602 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14859.14860.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 6,922 413,215 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5373.5376.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 5,906 619,318 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5534.5537.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 5,403 619,32 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14839.14842.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 5,264 619,321 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15031.15034.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 4,801 619,331 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14046.14047.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANR[iTRAQ_Nterm]FADLSEAANR1 294-‐303 4,722 619,321 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6026.6029.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FADLSEAANRNNDALR[iTRAQ_Nterm]FADLSEAANRNNDALR1 294-‐309 5,233 640,994 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6013.6016.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FANYIDK [iTRAQ_Nterm]FANYIDK[iTRAQ_K]2 113-‐119 4,866 579,826 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6131.6134.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FANYIDK [iTRAQ_Nterm]FANYIDK[iTRAQ_K]2 113-‐119 4,813 579,826 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6134.6137.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FANYIDKVR[iTRAQ_Nterm]FANYIDK[iTRAQ_K]VR2 113-‐121 6,853 471,943 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6848.6851.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FANYIDKVR[iTRAQ_Nterm]FANYIDK[iTRAQ_K]VR2 113-‐121 6,499 707,411 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6653.6656.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2FANYIDKVR[iTRAQ_Nterm]FANYIDK[iTRAQ_K]VR2 113-‐121 5,598 471,942 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6652.6655.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]2 129-‐138 5,005 729,467 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11675.11678.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]2 129-‐138 4,724 729,466 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11507.11510.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 8,309 986,617 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10075.10078.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 8,168 986,617 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10145.10148.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 8,138 986,619 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9645.9648.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,985 986,618 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10076.10079.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,965 986,617 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10061.10064.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,918 986,616 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10050.10053.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,907 986,616 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10187.10190.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,73 986,616 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9991.9994.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,665 986,617 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10028.10031.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,6 986,616 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10026.10029.2Nuclei_fractions



P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,506 658,08 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10048.10051.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 7,21 658,08 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10097.10100.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,985 658,081 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10180.10183.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,569 658,081 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10125.10128.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,566 658,08 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10008.10011.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,414 658,08 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10292.10295.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,154 658,083 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13334.13335.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,151 658,081 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9984.9987.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 6,121 658,08 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10426.10429.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,759 658,083 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13245.13246.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,737 658,082 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13423.13426.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,574 493,812 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10034.10037.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,41 658,084 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12437.12440.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,373 493,812 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9998.10001.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,363 493,812 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10215.10218.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,308 658,083 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13512.13513.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 5,146 493,812 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8954.8955.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 4,941 493,812 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9664.9667.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 4,89 493,812 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10264.10267.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ILLAELEQLKGQGK[iTRAQ_Nterm]ILLAELEQLK[iTRAQ_K]GQGK[iTRAQ_K]3 129-‐142 4,783 493,812 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10434.10437.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 8,442 572,338 2012_02_21_FRF_OT_79_ANF_TMT_N_11.9018.9021.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 8,29 858,005 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10168.10171.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 7,698 572,338 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10054.10055.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 7,394 572,339 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10161.10164.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 7,203 858,006 2012_02_21_FRF_OT_79_ANF_TMT_N_11.9046.9049.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 6,452 858,005 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10057.10058.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 6,434 858,008 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10353.10354.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 6,386 858,003 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10264.10265.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 6,185 858,005 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8949.8950.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 5,579 858,004 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9798.9801.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2ISLPLPNFSSLNLR[iTRAQ_Nterm]ISLPLPNFSSLNLR1 410-‐423 5,305 572,336 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10300.10302.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2KLLEGEESR[iTRAQ_Nterm]K[iTRAQ_K]LLEGEESR2 401-‐409 7,146 450,263 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3571.3574.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2KLLEGEESR[iTRAQ_Nterm]K[iTRAQ_K]LLEGEESR2 401-‐409 6,978 450,263 2012_02_21_FRF_OT_70_ANF_TMT_N_03.359.362.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2KVESLQEEIAFLK[iTRAQ_Nterm]K[iTRAQ_K]VESLQEEIAFLK[iTRAQ_K]3 222-‐234 7,015 983,587 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9140.9143.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2KVESLQEEIAFLK[iTRAQ_Nterm]K[iTRAQ_K]VESLQEEIAFLK[iTRAQ_K]3 222-‐234 6,77 983,587 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9119.9122.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2KVESLQEEIAFLK[iTRAQ_Nterm]K[iTRAQ_K]VESLQEEIAFLK[iTRAQ_K]3 222-‐234 5,356 656,06 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9126.9129.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMR[iTRAQ_Nterm]LGDLYEEEMR1 145-‐154 7,119 699,839 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7375.7378.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMR[iTRAQ_Nterm]LGDLYEEEMR1 145-‐154 6,574 699,839 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7347.7350.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMR[iTRAQ_Nterm]LGDLYEEEMR1 145-‐154 6,574 699,839 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7320.7323.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMR[iTRAQ_Nterm]LGDLYEEEM[Oxidation_M]R2 145-‐154 5,521 707,836 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6024.6027.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMR[iTRAQ_Nterm]LGDLYEEEM[Oxidation_M]R2 145-‐154 5,417 472,227 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6046.6049.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LGDLYEEEMRELR[iTRAQ_Nterm]LGDLYEEEMRELR1 145-‐157 8,421 599,638 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8853.8856.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LHEEEIQELQAQIQEQHVQIDVDVSKPDLTAALR[iTRAQ_Nterm]LHEEEIQELQAQIQEQHVQIDVDVSK[iTRAQ_K]PDLTAALR2 236-‐269 6,255 1053,558 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9573.9576.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LHEEEIQELQAQIQEQHVQIDVDVSKPDLTAALR[iTRAQ_Nterm]LHEEEIQELQAQIQEQHVQIDVDVSK[iTRAQ_K]PDLTAALR2 236-‐269 6,138 1053,566 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9595.9598.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LHEEEIQELQAQIQEQHVQIDVDVSKPDLTAALR[iTRAQ_Nterm]LHEEEIQELQAQIQEQHVQIDVDVSK[iTRAQ_K]PDLTAALR2 236-‐269 6,05 1053,561 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9610.9613.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQDEIQNMK[iTRAQ_Nterm]LQDEIQNM[Oxidation_M]K[iTRAQ_K]3 364-‐372 5,685 711,88 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4409.4412.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQDEIQNMK[iTRAQ_Nterm]LQDEIQNMK[iTRAQ_K]2 364-‐372 5,607 469,591 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6124.6127.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQDEIQNMK[iTRAQ_Nterm]LQDEIQNMK[iTRAQ_K]2 364-‐372 4,856 703,882 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6115.6118.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQDEIQNMKEEMAR[iTRAQ_Nterm]LQDEIQNMK[iTRAQ_K]EEMAR2 364-‐377 7,272 675,012 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8904.8907.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQR[iTRAQ_Nterm]LQEEMLQR1 188-‐195 5,95 595,821 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5502.5505.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQR[iTRAQ_Nterm]LQEEMLQR1 188-‐195 5,432 595,821 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5564.5567.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEMLQREEAENTLQSFR1 188-‐206 8,628 832,417 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7922.7925.3Nuclei_fractions



P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEMLQREEAENTLQSFR1 188-‐206 7,145 832,417 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7944.7947.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEM[Oxidation_M]LQREEAENTLQSFR2 188-‐206 6,409 837,748 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7242.7245.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEMLQREEAENTLQSFR1 188-‐206 6,077 1248,119 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7859.7862.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEMLQREEAENTLQSFR1 188-‐206 5,768 624,564 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7866.7869.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2LQEEMLQREEAENTLQSFR[iTRAQ_Nterm]LQEEM[Oxidation_M]LQREEAENTLQSFR2 188-‐206 5,255 837,746 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7167.7170.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2MALDIEIATYR[iTRAQ_Nterm]MALDIEIATYR1 390-‐400 8,69 720,389 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9043.9046.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2MALDIEIATYR[iTRAQ_Nterm]M[Oxidation_M]ALDIEIATYR2 390-‐400 5,911 728,389 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7594.7597.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2NLQEAEEWYK[iTRAQ_Nterm]NLQEAEEWYK[iTRAQ_K]2 282-‐291 7,58 799,409 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6683.6686.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2NLQEAEEWYK[iTRAQ_Nterm]NLQEAEEWYK[iTRAQ_K]2 282-‐291 6,576 799,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7265.7268.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2NLQEAEEWYK[iTRAQ_Nterm]NLQEAEEWYK[iTRAQ_K]2 282-‐291 6,259 533,276 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6690.6693.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QDVDNASLAR[iTRAQ_Nterm]QDVDNASLAR1 207-‐216 7,358 616,823 2012_02_21_FRF_OT_68_ANF_TMT_N_01.313.316.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QDVDNASLAR[iTRAQ_Nterm]QDVDNASLAR1 207-‐216 7,327 616,824 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3259.3262.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QQYESVAAK[iTRAQ_Nterm]QQYESVAAK[iTRAQ_K]2 273-‐281 7,07 656,365 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3497.3500.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QQYESVAAK[iTRAQ_Nterm]QQYESVAAK[iTRAQ_K]2 273-‐281 5,636 437,912 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3491.3494.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALK[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]3 321-‐333 7,803 889,986 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7995.7998.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALK[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]3 321-‐333 6,042 593,659 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8000.8003.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALK[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]3 321-‐333 5,31 593,659 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8105.8108.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALKGTNESLER[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]GTNESLER3 321-‐341 8,888 889,133 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8308.8311.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALKGTNESLER[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]GTNESLER3 321-‐341 8,496 889,131 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8175.8178.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALKGTNESLER[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]GTNESLER3 321-‐341 8,456 1333,19 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8253.8256.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2QVQSLTCEVDALKGTNESLER[iTRAQ_Nterm]QVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]GTNESLER3 321-‐341 6,516 667,101 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8203.8206.4Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2RQVDQLTNDK[iTRAQ_Nterm]RQVDQLTNDK[iTRAQ_K]2 158-‐167 7,698 502,285 2012_02_21_FRF_OT_73_ANF_TMT_N_06.367.370.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2RQVDQLTNDK[iTRAQ_Nterm]RQVDQLTNDK[iTRAQ_K]2 158-‐167 7,604 502,286 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3384.3387.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2RQVDQLTNDK[iTRAQ_Nterm]RQVDQLTNDK[iTRAQ_K]2 158-‐167 7,044 502,285 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3411.3414.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2RQVQSLTCEVDALK[iTRAQ_Nterm]RQVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]3 320-‐333 7,987 968,035 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6891.6894.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2RQVQSLTCEVDALK[iTRAQ_Nterm]RQVQSLTC[Cys_CAM]EVDALK[iTRAQ_K]3 320-‐333 7,274 645,693 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6926.6929.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2SKFADLSEAANR[iTRAQ_Nterm]SK[iTRAQ_K]FADLSEAANR2 292-‐303 7,112 532,96 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5288.5291.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2SSVPGVR [iTRAQ_Nterm]SSVPGVR1 71-‐77 5,84 423,254 2012_02_21_FRF_OT_80_ANF_TMT_N_12.352.355.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2TNEKVELQELNDR[iTRAQ_Nterm]TNEK[iTRAQ_K]VELQELNDR2 100-‐112 7,608 938,507 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4956.4959.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2TNEKVELQELNDR[iTRAQ_Nterm]TNEK[iTRAQ_K]VELQELNDR2 100-‐112 7,458 938,509 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5004.5007.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2TNEKVELQELNDR[iTRAQ_Nterm]TNEK[iTRAQ_K]VELQELNDR2 100-‐112 7,215 626,008 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4990.4993.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2TNEKVELQELNDR[iTRAQ_Nterm]TNEK[iTRAQ_K]VELQELNDR2 100-‐112 6,671 626,007 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4955.4958.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2TNEKVELQELNDR[iTRAQ_Nterm]TNEK[iTRAQ_K]VELQELNDR2 100-‐112 5,478 626,006 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4928.4931.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VELQELNDR[iTRAQ_Nterm]VELQELNDR1 104-‐112 5,64 630,341 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5520.5523.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VESLQEEIAFLK[iTRAQ_Nterm]VESLQEEIAFLK[iTRAQ_K]2 223-‐234 7,255 847,489 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10155.10158.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIMR1 170-‐183 7,784 611,648 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6942.6945.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIM[Oxidation_M]R2 170-‐183 7,672 924,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5444.5447.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIMR1 170-‐183 7,508 916,968 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7095.7098.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIMR1 170-‐183 7,269 916,97 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6984.6987.2Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIMR1 170-‐183 7,136 611,648 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6969.6972.3Nuclei_fractions
P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2VEVERDNLAEDIMR[iTRAQ_Nterm]VEVERDNLAEDIM[Oxidation_M]R2 170-‐183 6,021 616,98 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5443.5446.3Nuclei_fractions

P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDAR[iTRAQ_Nterm]AAYEAELGDAR1 79-‐89 7,239 655,328 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4806.4809.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDAR[iTRAQ_Nterm]AAYEAELGDAR1 79-‐89 7,099 655,329 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4715.4718.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDAR[iTRAQ_Nterm]AAYEAELGDAR1 79-‐89 5,433 437,222 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4731.4734.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDAR[iTRAQ_Nterm]AAYEAELGDAR1 79-‐89 5,216 655,334 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15052.15053.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDARK[iTRAQ_Nterm]AAYEAELGDARK[iTRAQ_K]2 79-‐90 8,148 791,43 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4445.4448.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAAYEAELGDARK[iTRAQ_Nterm]AAYEAELGDARK[iTRAQ_K]2 79-‐90 4,929 527,955 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4403.4406.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAGQVVTIWAAGAGATHSPPTDLVWK[iTRAQ_Nterm]AGQVVTIWAAGAGATHSPPTDLVWK[iTRAQ_K]2 491-‐515 10,527 941,18 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9528.9531.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAGQVVTIWAAGAGATHSPPTDLVWK[iTRAQ_Nterm]AGQVVTIWAAGAGATHSPPTDLVWK[iTRAQ_K]2 491-‐515 5,036 706,136 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9667.9670.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAQHEDQVEQYKK[iTRAQ_Nterm]AQHEDQVEQYK[iTRAQ_K]K[iTRAQ_K]3 250-‐261 6,005 484,514 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3181.3184.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAQNTWGCGNSLR[iTRAQ_Nterm]AQNTWGC[Cys_CAM]GNSLR2 516-‐527 9,02 754,364 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4575.4578.2Nuclei_fractions



P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CAQNTWGCGNSLR[iTRAQ_Nterm]AQNTWGC[Cys_CAM]GNSLR2 516-‐527 7,182 503,245 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4595.4598.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CARLQLELSK[iTRAQ_Nterm]ARLQLELSK[iTRAQ_K]2 100-‐108 4,889 449,285 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5723.5726.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CASASGSGAQVGGPISSGSSASSVTVTR[iTRAQ_Nterm]ASASGSGAQVGGPISSGSSASSVTVTR1 598-‐624 11,252 1255,137 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4553.4556.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CASASGSGAQVGGPISSGSSASSVTVTR[iTRAQ_Nterm]ASASGSGAQVGGPISSGSSASSVTVTR1 598-‐624 10,278 837,093 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4552.4555.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CASASGSGAQVGGPISSGSSASSVTVTR[iTRAQ_Nterm]ASASGSGAQVGGPISSGSSASSVTVTR1 598-‐624 8,699 837,094 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4511.4514.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CASASGSGAQVGGPISSGSSASSVTVTR[iTRAQ_Nterm]ASASGSGAQVGGPISSGSSASSVTVTR1 598-‐624 5,085 628,072 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4533.4536.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CDLEALLNSK[iTRAQ_Nterm]DLEALLNSK[iTRAQ_K]2 136-‐144 5,997 430,922 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8483.8486.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEK[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]2 145-‐155 6,423 469,938 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5951.5954.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEK[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]2 145-‐155 6,211 704,403 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5956.5959.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 10,117 782,453 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4960.4963.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 9,669 782,453 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5126.5129.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 9,408 782,454 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5077.5080.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 9,262 521,971 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5049.5052.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 8,243 521,971 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5009.5012.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 7,535 521,971 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5150.5153.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CEAALSTALSEKR[iTRAQ_Nterm]EAALSTALSEK[iTRAQ_K]R2 145-‐156 6,747 521,97 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5213.5216.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CGQVAKLEAALGEAK[iTRAQ_Nterm]GQVAK[iTRAQ_K]LEAALGEAK[iTRAQ_K]3 167-‐180 5,096 606,37 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7788.7791.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 9,031 860 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8319.8322.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 8,914 860,002 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8473.8476.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 8,563 860,001 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8314.8317.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 8,337 573,669 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8458.8461.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 8,164 573,669 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8356.8359.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 7,338 573,669 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8306.8309.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIDSLSAQLSQLQK[iTRAQ_Nterm]IDSLSAQLSQLQK[iTRAQ_K]2 299-‐311 6,967 573,668 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8313.8316.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 9,629 663,398 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8829.8832.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 9,3 663,398 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8927.8930.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 8,942 994,592 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8899.8902.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 8,619 663,398 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8857.8860.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 8,28 663,397 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8803.8806.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 8,037 994,594 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8844.8847.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 6,286 497,8 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8858.8861.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 5,549 497,8 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8823.8826.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CIRIDSLSAQLSQLQK[iTRAQ_Nterm]IRIDSLSAQLSQLQK[iTRAQ_K]2 297-‐311 4,749 497,8 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8913.8916.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CITESEEVVSR[iTRAQ_Nterm]ITESEEVVSR1 63-‐72 9,351 646,846 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4246.4249.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CITESEEVVSR[iTRAQ_Nterm]ITESEEVVSR1 63-‐72 7,28 646,845 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4225.4228.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLADALQELR[iTRAQ_Nterm]LADALQELR1 241-‐249 5,421 586,842 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8222.8225.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLALDMEIHAYR[iTRAQ_Nterm]LALDM[Oxidation_M]EIHAYR2 367-‐377 9,792 746,394 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6510.6513.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLALDMEIHAYR[iTRAQ_Nterm]LALDM[Oxidation_M]EIHAYR2 367-‐377 7,624 497,931 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6501.6504.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLALDMEIHAYR[iTRAQ_Nterm]LALDMEIHAYR1 367-‐377 6,435 492,599 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7664.7667.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLAVYIDR [iTRAQ_Nterm]LAVYIDR1 42-‐48 6,148 497,297 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6359.6362.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLAVYIDR [iTRAQ_Nterm]LAVYIDR1 42-‐48 6,078 497,297 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6512.6515.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLAVYIDR [iTRAQ_Nterm]LAVYIDR1 42-‐48 5,978 497,298 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6579.6582.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLAVYIDR [iTRAQ_Nterm]LAVYIDR1 42-‐48 5,009 497,297 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6592.6595.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLAVYIDRVR[iTRAQ_Nterm]LAVYIDRVR1 42-‐50 4,798 624,883 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6541.6544.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLEAALGEAKK[iTRAQ_Nterm]LEAALGEAK[iTRAQ_K]K[iTRAQ_K]3 172-‐181 5,245 487,973 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4965.4968.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 6,139 838,523 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9454.9457.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 6,096 559,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9557.9560.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 6,037 559,35 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9516.9519.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,822 559,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9606.9609.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,784 559,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9578.9581.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,754 559,349 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9546.9549.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,753 559,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9627.9630.3Nuclei_fractions



P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,715 559,349 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9265.9268.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,691 838,522 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9607.9610.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,603 559,35 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9481.9484.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,5 838,521 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9515.9518.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,436 559,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9529.9532.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,318 838,521 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9489.9492.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLKDLEALLNSK[iTRAQ_Nterm]LK[iTRAQ_K]DLEALLNSK[iTRAQ_K]3 134-‐144 5,308 838,522 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9543.9546.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 7,028 959,509 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5039.5042.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,877 959,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5052.5055.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,863 959,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5093.5096.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,561 640,009 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5051.5054.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,346 640,009 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5114.5117.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,229 640,009 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5086.5089.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 6,193 640,009 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5072.5075.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLQEKEDLQELNDR[iTRAQ_Nterm]LQEK[iTRAQ_K]EDLQELNDR2 29-‐41 5,966 640,008 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5023.5026.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLRDLEDSLAR[iTRAQ_Nterm]LRDLEDSLAR1 320-‐329 8,706 666,374 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6467.6470.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLRDLEDSLAR[iTRAQ_Nterm]LRDLEDSLAR1 320-‐329 7,536 444,586 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6474.6477.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLRITESEEVVSR[iTRAQ_Nterm]LRITESEEVVSR1 61-‐72 10,292 521,294 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5137.5140.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLRLSPSPTSQR[iTRAQ_Nterm]LRLS[PHOS]PSPTSQR2 387-‐397 5,281 489,26 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4578.4581.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLRLSPSPTSQR[iTRAQ_Nterm]LRLS[PHOS]PSPTSQR2 387-‐397 4,98 733,387 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4552.4555.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CLSPSPTSQR[iTRAQ_Nterm]LSPSPTSQR1 389-‐397 6,522 558,811 2012_02_21_FRF_OT_80_ANF_TMT_N_12.344.347.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CMQQQLDEYQELLDIK[iTRAQ_Nterm]MQQQLDEYQELLDIK[iTRAQ_K]2 352-‐366 8,605 1091,571 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10378.10381.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CMQQQLDEYQELLDIK[iTRAQ_Nterm]M[Oxidation_M]QQQLDEYQELLDIK[iTRAQ_K]3 352-‐366 7,484 1099,567 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9414.9417.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CMQQQLDEYQELLDIK[iTRAQ_Nterm]M[Oxidation_M]QQQLDEYQELLDIK[iTRAQ_K]3 352-‐366 6,921 733,38 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9386.9389.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CMQQQLDEYQELLDIK[iTRAQ_Nterm]MQQQLDEYQELLDIK[iTRAQ_K]2 352-‐366 5,928 728,05 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10352.10355.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CNIYSEELR [iTRAQ_Nterm]NIYSEELR1 209-‐216 5,366 584,311 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5249.5252.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CNSNLVGAAHEELQQSR[iTRAQ_Nterm]NSNLVGAAHEELQQSR1 281-‐296 11,599 632,995 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5169.5172.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CNSNLVGAAHEELQQSR[iTRAQ_Nterm]NSNLVGAAHEELQQSR1 281-‐296 11,167 632,995 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5148.5151.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CNSNLVGAAHEELQQSR[iTRAQ_Nterm]NSNLVGAAHEELQQSR1 281-‐296 9,796 948,988 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5325.5328.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CNSNLVGAAHEELQQSR[iTRAQ_Nterm]NSNLVGAAHEELQQSR1 281-‐296 9,383 632,993 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5299.5302.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CRTLEGELHDLR[iTRAQ_Nterm]RTLEGELHDLR1 156-‐166 6,052 494,943 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5416.5419.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CTALINSTGEEVAMR[iTRAQ_Nterm]TALINSTGEEVAM[Oxidation_M]R2 528-‐541 9,184 826,428 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5180.5183.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CTALINSTGEEVAMR[iTRAQ_Nterm]TALINSTGEEVAM[Oxidation_M]R2 528-‐541 8,747 551,287 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5187.5190.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CTALINSTGEEVAMR[iTRAQ_Nterm]TALINSTGEEVAMR1 528-‐541 7,028 545,956 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6124.6127.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CTLEGELHDLR[iTRAQ_Nterm]TLEGELHDLR1 157-‐166 8,16 442,91 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6390.6393.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CTLEGELHDLRGQVAK[iTRAQ_Nterm]TLEGELHDLRGQVAK[iTRAQ_K]2 157-‐171 5,075 489,281 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6773.6776.4Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGK[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]2 440-‐450 8,49 746,392 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4388.4391.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGK[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]2 440-‐450 5,269 497,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4379.4382.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGKFVR[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]FVR2 440-‐453 9,243 947,513 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5781.5784.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGKFVR[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]FVR2 440-‐453 9,212 947,513 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5752.5755.2Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGKFVR[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]FVR2 440-‐453 7,969 632,011 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5723.5726.3Nuclei_fractions
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_CVAVEEVDEEGKFVR[iTRAQ_Nterm]VAVEEVDEEGK[iTRAQ_K]FVR2 440-‐453 5,502 474,26 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5751.5754.4Nuclei_fractions

Q13813,Q13813_ISOFORM_2AALLELWELR[iTRAQ_Nterm]AALLELWELR1 450-‐459 7,954 679,402 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12222.12225.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2ALCAEADRLQQSHPLSATQIQVK[iTRAQ_Nterm]ALC[Cys_CAM]AEADRLQQSHPLSATQIQVK[iTRAQ_K]3 313-‐335 5,134 713,888 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6797.6800.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2AQLADSFHLQQFFR[iTRAQ_Nterm]AQLADSFHLQQFFR1 567-‐580 11,843 926,488 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9787.9790.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLAALGDKVNSLGETAER[iTRAQ_Nterm]DLAALGDK[iTRAQ_K]VNSLGETAER2 1261-‐1278 6,344 716,393 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7802.7805.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLASVQALLR[iTRAQ_Nterm]DLASVQALLR1 286-‐295 6,493 615,372 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9306.9309.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLASVQALLR[iTRAQ_Nterm]DLASVQALLR1 286-‐295 6,483 615,371 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9204.9207.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLASVQALLR[iTRAQ_Nterm]DLASVQALLR1 286-‐295 5,672 615,371 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9438.9441.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLSSVQTLLTK[iTRAQ_Nterm]DLSSVQTLLTK[iTRAQ_K]2 1987-‐1997 9,4 746,95 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8533.8536.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLSSVQTLLTK[iTRAQ_Nterm]DLSSVQTLLTK[iTRAQ_K]2 1987-‐1997 9,212 746,947 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8571.8574.2Nuclei_fractions



Q13813,Q13813_ISOFORM_2DLSSVQTLLTK[iTRAQ_Nterm]DLSSVQTLLTK[iTRAQ_K]2 1987-‐1997 7,572 498,301 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8505.8508.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLSSVQTLLTK[iTRAQ_Nterm]DLSSVQTLLTK[iTRAQ_K]2 1987-‐1997 6,59 498,3 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8593.8596.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLTGVQNLR[iTRAQ_Nterm]DLTGVQNLR1 1775-‐1783 6,666 580,33 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4982.4985.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLTGVQNLR[iTRAQ_Nterm]DLTGVQNLR1 1775-‐1783 6,6 580,332 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5192.5195.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DLTGVQNLR[iTRAQ_Nterm]DLTGVQNLR1 1775-‐1783 5,136 580,331 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5198.5201.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2DVTGAEALLER[iTRAQ_Nterm]DVTGAEALLER1 1350-‐1360 7,639 659,361 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6824.6827.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2EANELQQWINEK[iTRAQ_Nterm]EANELQQWINEK[iTRAQ_K]2 1079-‐1090 7,745 597,316 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8616.8619.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2ELPTAFDYVEFTR[iTRAQ_Nterm]ELPTAFDYVEFTR1 2435-‐2447 9,625 866,443 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10176.10179.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2FKELSTLR [iTRAQ_Nterm]FK[iTRAQ_K]ELSTLR2 29-‐36 5,176 427,931 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5897.5900.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2GKDLIGVQNLLK[iTRAQ_Nterm]GK[iTRAQ_K]DLIGVQNLLK[iTRAQ_K]3 813-‐824 5,827 577,371 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7863.7866.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2GKDLIGVQNLLK[iTRAQ_Nterm]GK[iTRAQ_K]DLIGVQNLLK[iTRAQ_K]3 813-‐824 5,342 577,371 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7885.7888.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2HQAFEAELHANADR[iTRAQ_Nterm]HQAFEAELHANADR1 1572-‐1585 6,948 584,957 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4193.4196.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2HQAFEAELHANADR[iTRAQ_Nterm]HQAFEAELHANADR1 1572-‐1585 6,063 438,971 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4177.4180.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2HQAFEAELSANQSR[iTRAQ_Nterm]HQAFEAELSANQSR1 614-‐627 7,649 577,957 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4583.4586.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2IAALQAFADQLIAAGHYAK[iTRAQ_Nterm]IAALQAFADQLIAAGHYAK[iTRAQ_K]2 1481-‐1499 8,548 754,096 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11142.11144.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2KGDILTLLNSTNK[iTRAQ_Nterm]K[iTRAQ_K]GDILTLLNSTNK[iTRAQ_K]3 990-‐1002 7,187 617,042 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7717.7720.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2KGDILTLLNSTNK[iTRAQ_Nterm]K[iTRAQ_K]GDILTLLNSTNK[iTRAQ_K]3 990-‐1002 6,595 617,044 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7680.7683.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2KHQALQAEIAGHEPR[iTRAQ_Nterm]K[iTRAQ_K]HQALQAEIAGHEPR2 825-‐839 5,359 494,029 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3796.3799.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2KLLVGSEDYGR[iTRAQ_Nterm]K[iTRAQ_K]LLVGSEDYGR2 1764-‐1774 6,096 508,96 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4798.4801.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2KVEDLFLTFAK[iTRAQ_Nterm]K[iTRAQ_K]VEDLFLTFAK[iTRAQ_K]3 2068-‐2078 6,04 581,687 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10175.10178.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LAALADQWQFLVQK[iTRAQ_Nterm]LAALADQWQFLVQK[iTRAQ_K]2 1613-‐1626 8,368 960,056 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11483.11486.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2LAALADQWQFLVQK[iTRAQ_Nterm]LAALADQWQFLVQK[iTRAQ_K]2 1613-‐1626 7,315 640,372 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11489.11492.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LAALADQWQFLVQK[iTRAQ_Nterm]LAALADQWQFLVQK[iTRAQ_K]2 1613-‐1626 6,698 640,373 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11462.11465.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LAALADQWQFLVQK[iTRAQ_Nterm]LAALADQWQFLVQK[iTRAQ_K]2 1613-‐1626 6,199 640,371 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10981.10984.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LAQFVEHWK[iTRAQ_Nterm]LAQFVEHWK[iTRAQ_K]2 1825-‐1833 4,951 482,61 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8659.8662.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LIQSHPESAEDLQEK[iTRAQ_Nterm]LIQSHPESAEDLQEK[iTRAQ_K]2 1279-‐1293 5,602 671,361 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4689.4692.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LLEAQSHFR[iTRAQ_Nterm]LLEAQSHFR1 2059-‐2067 7,966 415,567 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5293.5296.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2LQQLFR [iTRAQ_Nterm]LQQLFR1 786-‐791 5,599 474,792 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7366.7369.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2LSDDNTIGKEEIQQR[iTRAQ_Nterm]LSDDNTIGK[iTRAQ_K]EEIQQR2 1810-‐1824 6,849 678,696 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4526.4529.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2MQHNLEQQIQAR[iTRAQ_Nterm]M[Oxidation_M]QHNLEQQIQAR2 2284-‐2295 6,165 552,618 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3971.3974.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2NQALNTDNYGHDLASVQALQR[iTRAQ_Nterm]NQALNTDNYGHDLASVQALQR1 1233-‐1253 9,462 824,751 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6943.6946.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2QFQDAGHFDAENIKK[iTRAQ_Nterm]QFQDAGHFDAENIK[iTRAQ_K]K[iTRAQ_K]3 743-‐757 5,807 545,793 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4840.4843.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2QFQDAGHFDAENIKK[iTRAQ_Nterm]QFQDAGHFDAENIK[iTRAQ_K]K[iTRAQ_K]3 743-‐757 4,972 545,794 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4819.4822.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2RAQLADSFHLQQFFR[iTRAQ_Nterm]RAQLADSFHLQQFFR1 566-‐580 5,099 502,772 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8641.8644.4Nuclei_fractions
Q13813,Q13813_ISOFORM_2REELITNWEQIR[iTRAQ_Nterm]REELITNWEQIR1 336-‐347 7,235 577,65 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7763.7766.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2SLQQLAEER[iTRAQ_Nterm]SLQQLAEER1 1197-‐1205 6,86 609,336 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5809.5812.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2SQLLGSAHEVQR[iTRAQ_Nterm]SQLLGSAHEVQR1 1206-‐1217 8,129 490,271 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3928.3931.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2SSEEIESAFR[iTRAQ_Nterm]SSEEIESAFR1 2385-‐2394 8,672 649,821 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5717.5720.2Nuclei_fractions
Q13813,Q13813_ISOFORM_2TATDEAYKDPSNLQGK[iTRAQ_Nterm]TATDEAYK[iTRAQ_K]DPSNLQGK[iTRAQ_K]3 595-‐610 6,905 724,053 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4061.4064.3Nuclei_fractions
Q13813,Q13813_ISOFORM_2VLETAEDIQER[iTRAQ_Nterm]VLETAEDIQER1 8-‐18 7,384 723,879 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5647.5650.2Nuclei_fractions

O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7AGLAPLEVR[iTRAQ_Nterm]AGLAPLEVR1 1450-‐1458 6,558 535,329 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6022.6025.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7AGLAPLEVR[iTRAQ_Nterm]AGLAPLEVR1 1450-‐1458 6,34 535,328 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5932.5935.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7APLNVQFNSPLPGDAVK[iTRAQ_Nterm]APLNVQFNSPLPGDAVK[iTRAQ_K]2 878-‐894 7,798 685,722 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8223.8226.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7DLAEDAPWKK[iTRAQ_Nterm]DLAEDAPWK[iTRAQ_K]K[iTRAQ_K]3 7-‐16 5,029 535,637 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5767.5770.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7EATTDFTVDSRPLTQVGGDHIK[iTRAQ_Nterm]EATTDFTVDSRPLTQVGGDHIK[iTRAQ_K]2 1246-‐1267 6,571 669,603 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6313.6316.4Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7ERGDYVLAVK[iTRAQ_Nterm]ERGDYVLAVK[iTRAQ_K]2 2553-‐2562 5,53 479,949 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4807.4810.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7FADEHVPGSPFTVK[iTRAQ_Nterm]FADEHVPGSPFTVK[iTRAQ_K]2 2051-‐2064 6,737 606,992 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6831.6834.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7GAGIGGLGITVEGPSESK[iTRAQ_Nterm]GAGIGGLGITVEGPSESK[iTRAQ_K]2 1355-‐1372 7,822 639,691 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7477.7480.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7GAGTGGLGLTVEGPCEAK[iTRAQ_Nterm]GAGTGGLGLTVEGPC[Cys_CAM]EAK[iTRAQ_K]3 1067-‐1084 7,206 654,681 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6216.6219.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7IAGPGLGSGVR[iTRAQ_Nterm]IAGPGLGSGVR1 1426-‐1436 7,943 564,336 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4811.4814.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7IFFAGDTIPK[iTRAQ_Nterm]IFFAGDTIPK[iTRAQ_K]2 430-‐439 6,624 698,908 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8524.8527.2Nuclei_fractions



O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7IGNLQTDLSDGLR[iTRAQ_Nterm]IGNLQTDLSDGLR1 37-‐49 8,442 773,423 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8048.8051.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7IKVFGPGIEGK[iTRAQ_Nterm]IK[iTRAQ_K]VFGPGIEGK[iTRAQ_K]3 1231-‐1241 6,751 526,331 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6043.6046.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7IPYLPITNFNQNWQDGK[iTRAQ_Nterm]IPYLPITNFNQNWQDGK[iTRAQ_K]2 153-‐169 8,154 779,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10699.10702.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7KGEITGEVHMPSGK[iTRAQ_Nterm]K[iTRAQ_K]GEITGEVHM[Oxidation_M]PSGK[iTRAQ_K]4 1733-‐1746 7,713 640,022 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3298.3301.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LDVTILSPSR[iTRAQ_Nterm]LDVTILSPSR1 977-‐986 7,682 622,87 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7817.7820.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 50-‐60 7,95 757,993 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12524.12527.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 50-‐60 7,897 757,99 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11297.11299.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 50-‐60 7,872 757,993 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12382.12385.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 50-‐60 6,792 505,665 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12381.12384.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 50-‐60 5,857 505,664 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12517.12520.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQKR[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]R2 50-‐61 8,016 836,043 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11651.11654.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LIALLEVLSQKR[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]R2 50-‐61 6,205 557,698 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11630.11633.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LVSPGSANETSSILVESVTR[iTRAQ_Nterm]LVSPGSANETSSILVESVTR1 2452-‐2471 9,366 1095,597 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9177.9180.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7LVSPGSANETSSILVESVTR[iTRAQ_Nterm]LVSPGSANETSSILVESVTR1 2452-‐2471 7,041 730,733 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9163.9166.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7SGCIVNNLAEFTVDPK[iTRAQ_Nterm]SGC[Cys_CAM]IVNNLAEFTVDPK[iTRAQ_K]3 658-‐673 5,553 684,696 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9324.9327.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7SPFTVGVAAPLDLSK[iTRAQ_Nterm]SPFTVGVAAPLDLSK[iTRAQ_K]2 932-‐946 6,648 597,35 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9203.9206.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VKVLPTYDASK[iTRAQ_Nterm]VK[iTRAQ_K]VLPTYDASK[iTRAQ_K]3 1509-‐1519 5,243 551,671 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4931.4934.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLFASQEIPASPFR[iTRAQ_Nterm]VLFASQEIPASPFR1 823-‐836 9,39 853,476 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9712.9715.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLFASQEIPASPFR[iTRAQ_Nterm]VLFASQEIPASPFR1 823-‐836 8,941 853,48 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9630.9633.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLFASQEIPASPFR[iTRAQ_Nterm]VLFASQEIPASPFR1 823-‐836 7,04 569,32 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9740.9743.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLFASQEIPASPFR[iTRAQ_Nterm]VLFASQEIPASPFR1 823-‐836 6,343 569,32 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9650.9653.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLPTYDASK[iTRAQ_Nterm]VLPTYDASK[iTRAQ_K]2 1511-‐1519 7,971 641,37 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4947.4950.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLQSFTVDSSK[iTRAQ_Nterm]VLQSFTVDSSK[iTRAQ_K]2 1439-‐1449 9,11 749,922 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6683.6686.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VLQSFTVDSSK[iTRAQ_Nterm]VLQSFTVDSSK[iTRAQ_K]2 1439-‐1449 7,876 500,283 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6689.6692.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VSYFPTVPGVYIVSTK[iTRAQ_Nterm]VSYFPTVPGVYIVSTK[iTRAQ_K]2 2035-‐2050 7,796 1023,084 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10238.10241.2Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VSYFPTVPGVYIVSTK[iTRAQ_Nterm]VSYFPTVPGVYIVSTK[iTRAQ_K]2 2035-‐2050 6,777 682,391 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10250.10253.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VTASGPGLSSYGVPASLPVDFAIDAR[iTRAQ_Nterm]VTASGPGLSSYGVPASLPVDFAIDAR1 1520-‐1545 5,413 897,808 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11003.11006.3Nuclei_fractions
O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7VTVLFAGQHISK[iTRAQ_Nterm]VTVLFAGQHISK[iTRAQ_K]2 329-‐340 8,472 529,987 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7016.7019.3Nuclei_fractions

P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1DLQFVEVTDVK[iTRAQ_Nterm]DLQFVEVTDVK[iTRAQ_K]2 881-‐891 7,177 790,943 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7699.7702.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1DLQFVEVTDVK[iTRAQ_Nterm]DLQFVEVTDVK[iTRAQ_K]2 881-‐891 6,318 527,629 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7712.7715.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1EATIPGHLNSYTIK[iTRAQ_Nterm]EATIPGHLNSYTIK[iTRAQ_K]2 625-‐638 7,937 611,344 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6035.6038.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1FLATTPNSLLVSWQPPR[iTRAQ_Nterm]FLATTPNSLLVSWQPPR1 1880-‐1896 9,059 1036,076 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9735.9738.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1FLATTPNSLLVSWQPPR[iTRAQ_Nterm]FLATTPNSLLVSWQPPR1 1880-‐1896 7,362 691,053 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9708.9711.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1FTQVTPTSLSAQWTPPNVQLTGYR[iTRAQ_Nterm]FTQVTPTSLSAQWTPPNVQLTGYR1 1699-‐1722 10,063 946,164 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9202.9205.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1FTQVTPTSLSAQWTPPNVQLTGYR[iTRAQ_Nterm]FTQVTPTSLSAQWTPPNVQLTGYR1 1699-‐1722 8,677 1418,741 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9223.9226.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1FTQVTPTSLSAQWTPPNVQLTGYR[iTRAQ_Nterm]FTQVTPTSLSAQWTPPNVQLTGYR1 1699-‐1722 5,77 709,874 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9222.9225.4Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1GDSPASSKPISINYR[iTRAQ_Nterm]GDSPASSK[iTRAQ_K]PISINYR2 1494-‐1508 6,667 627,342 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4840.4843.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1GDSPASSKPISINYR[iTRAQ_Nterm]GDSPASSK[iTRAQ_K]PISINYR2 1494-‐1508 6,656 627,341 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4910.4913.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1GLKPGVVYEGQLISIQQYGHQEVTR[iTRAQ_Nterm]GLK[iTRAQ_K]PGVVYEGQLISIQQYGHQEVTR2 639-‐663 6,446 772,676 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7932.7935.4Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1GLKPGVVYEGQLISIQQYGHQEVTR[iTRAQ_Nterm]GLK[iTRAQ_K]PGVVYEGQLISIQQYGHQEVTR2 639-‐663 6,39 772,675 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7891.7894.4Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1HTSVQTTSSGSGPFTDVR[iTRAQ_Nterm]HTSVQTTSSGSGPFTDVR1 242-‐259 9,127 670,002 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4580.4583.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1HYQINQQWER[iTRAQ_Nterm]HYQINQQWER1 27-‐36 7,858 773,387 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4937.4940.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1HYQINQQWER[iTRAQ_Nterm]HYQINQQWER1 27-‐36 6,666 515,927 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4909.4912.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1IAWESPQGQVSR[iTRAQ_Nterm]IAWESPQGQVSR1 1619-‐1630 8,189 751,398 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5890.5893.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1ITYGETGGNSPVQEFTVPGSK[iTRAQ_Nterm]ITYGETGGNSPVQEFTVPGSK[iTRAQ_K]2 1449-‐1469 6,419 819,425 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7778.7781.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1LGVRPSQGGEAPR[iTRAQ_Nterm]LGVRPSQGGEAPR1 1086-‐1098 6,166 489,944 2012_02_21_FRF_OT_80_ANF_TMT_N_12.338.341.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1LLCQCLGFGSGHFR[iTRAQ_Nterm]LLC[Cys_CAM]QC[Cys_CAM]LGFGSGHFR3 2200-‐2213 8,996 599,3 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7891.7894.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1NLQPASEYTVSLVAIK[iTRAQ_Nterm]NLQPASEYTVSLVAIK[iTRAQ_K]2 1024-‐1039 7,535 674,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8892.8895.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1NLQPASEYTVSLVAIK[iTRAQ_Nterm]NLQPASEYTVSLVAIK[iTRAQ_K]2 1024-‐1039 5,717 674,39 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8796.8799.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1NLQPASEYTVSLVAIK[iTRAQ_Nterm]NLQPASEYTVSLVAIK[iTRAQ_K]2 1024-‐1039 5,353 674,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8865.8868.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1NLQPASEYTVSLVAIK[iTRAQ_Nterm]NLQPASEYTVSLVAIK[iTRAQ_K]2 1024-‐1039 4,956 674,392 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8747.8750.3Nuclei_fractions



P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1QYNVGPSVSKYPLR[iTRAQ_Nterm]QYNVGPSVSK[iTRAQ_K]YPLR2 1010-‐1023 8,97 632,692 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5343.5346.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1SSPVVIDASTAIDAPSNLR[iTRAQ_Nterm]SSPVVIDASTAIDAPSNLR1 1861-‐1879 8,477 1029,053 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7671.7674.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1STTPDITGYR[iTRAQ_Nterm]STTPDITGYR1 1167-‐1176 8,463 627,827 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4627.4630.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1STTPDITGYR[iTRAQ_Nterm]STTPDITGYR1 1167-‐1176 7,788 627,827 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4601.4604.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1STTPDITGYR[iTRAQ_Nterm]STTPDITGYR1 1167-‐1176 7,538 627,827 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4491.4494.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1SYTITGLQPGTDYK[iTRAQ_Nterm]SYTITGLQPGTDYK[iTRAQ_K]2 1836-‐1849 9,115 916,488 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6576.6579.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1SYTITGLQPGTDYK[iTRAQ_Nterm]SYTITGLQPGTDYK[iTRAQ_K]2 1836-‐1849 5,074 611,328 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6583.6586.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1TYHVGEQWQK[iTRAQ_Nterm]TYHVGEQWQK[iTRAQ_K]2 2270-‐2279 6,588 521,943 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4649.4652.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VDVIPVNLPGEHGQR[iTRAQ_Nterm]VDVIPVNLPGEHGQR1 908-‐922 7,988 887,492 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7124.7127.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VDVIPVNLPGEHGQR[iTRAQ_Nterm]VDVIPVNLPGEHGQR1 908-‐922 6,704 591,993 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7070.7073.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VGDTYERPK[iTRAQ_Nterm]VGDTYERPK[iTRAQ_K]2 77-‐85 5,31 451,586 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3224.3227.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VPGTSTSATLTGLTR[iTRAQ_Nterm]VPGTSTSATLTGLTR1 2119-‐2133 9,361 803,449 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6247.6250.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VPGTSTSATLTGLTR[iTRAQ_Nterm]VPGTSTSATLTGLTR1 2119-‐2133 7,667 535,969 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6281.6284.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 7,451 1035,58 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11994.11997.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 7,069 690,723 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11973.11976.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 6,795 690,723 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11923.11926.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 6,495 690,724 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11422.11425.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 5,973 1035,582 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11932.11935.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 5,671 690,725 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11366.11369.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VTWAPPPSIDLTNFLVR[iTRAQ_Nterm]VTWAPPPSIDLTNFLVR1 1254-‐1270 5,295 1035,586 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11381.11384.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1VVTPLSPPTNLHLEANPDTGVLTVSWER[iTRAQ_Nterm]VVTPLSPPTNLHLEANPDTGVLTVSWER1 1139-‐1166 5,634 1062,904 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10618.10621.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1WLPSSSPVTGYR[iTRAQ_Nterm]WLPSSSPVTGYR1 1531-‐1542 9,557 747,397 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7269.7272.2Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1WLPSSSPVTGYR[iTRAQ_Nterm]WLPSSSPVTGYR1 1531-‐1542 6,307 498,602 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7282.7285.3Nuclei_fractions
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1YSFCTDHTVLVQTR[iTRAQ_Nterm]YSFC[Cys_CAM]TDHTVLVQTR2 367-‐380 5,533 624,312 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6288.6291.3Nuclei_fractions

Q07065_ISOFORM_2ASVSQVEADLK[iTRAQ_Nterm]ASVSQVEADLK[iTRAQ_K]2 541-‐551 6,68 717,908 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6377.6380.2Nuclei_fractions
Q07065_ISOFORM_2DLSDGIHVVK[iTRAQ_Nterm]DLSDGIHVVK[iTRAQ_K]2 214-‐223 6,62 685,9 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5150.5153.2Nuclei_fractions
Q07065_ISOFORM_2DLSDGIHVVK[iTRAQ_Nterm]DLSDGIHVVK[iTRAQ_K]2 214-‐223 5,435 457,602 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5136.5139.3Nuclei_fractions
Q07065_ISOFORM_2ELVSLKQEQQAFK[iTRAQ_Nterm]ELVSLK[iTRAQ_K]QEQQAFK[iTRAQ_K]3 327-‐339 6,241 660,722 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6514.6517.3Nuclei_fractions
Q07065_ISOFORM_2ELVSLKQEQQAFK[iTRAQ_Nterm]ELVSLK[iTRAQ_K]QEQQAFK[iTRAQ_K]3 327-‐339 5,729 660,722 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6458.6461.3Nuclei_fractions
Q07065_ISOFORM_2ELVSLKQEQQAFK[iTRAQ_Nterm]ELVSLK[iTRAQ_K]QEQQAFK[iTRAQ_K]3 327-‐339 4,95 660,723 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6333.6336.3Nuclei_fractions
Q07065_ISOFORM_2ERDFTSLENTVEER[iTRAQ_Nterm]ERDFTSLENTVEER1 227-‐240 7,948 934,96 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6179.6182.2Nuclei_fractions
Q07065_ISOFORM_2ERDFTSLENTVEER[iTRAQ_Nterm]ERDFTSLENTVEER1 227-‐240 7,018 623,643 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6166.6169.3Nuclei_fractions
Q07065_ISOFORM_2GLLDDLRNDLDR[iTRAQ_Nterm]GLLDDLRNDLDR1 579-‐590 4,975 520,282 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9659.9662.3Nuclei_fractions
Q07065_ISOFORM_2HSEAFEALQQK[iTRAQ_Nterm]HSEAFEALQQK[iTRAQ_K]2 395-‐405 7,804 788,424 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4800.4803.2Nuclei_fractions
Q07065_ISOFORM_2HSEAFEALQQK[iTRAQ_Nterm]HSEAFEALQQK[iTRAQ_K]2 395-‐405 6,645 525,952 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4821.4824.3Nuclei_fractions
Q07065_ISOFORM_2IETNENNLESAK[iTRAQ_Nterm]IETNENNLESAK[iTRAQ_K]2 567-‐578 8,833 825,435 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4247.4250.2Nuclei_fractions
Q07065_ISOFORM_2IETNENNLESAK[iTRAQ_Nterm]IETNENNLESAK[iTRAQ_K]2 567-‐578 7,561 550,624 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4240.4243.3Nuclei_fractions
Q07065_ISOFORM_2ISEVLQK [iTRAQ_Nterm]ISEVLQK[iTRAQ_K]2 200-‐206 5,436 552,848 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5546.5549.2Nuclei_fractions
Q07065_ISOFORM_2ISEVLQK [iTRAQ_Nterm]ISEVLQK[iTRAQ_K]2 200-‐206 5,016 552,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5407.5410.2Nuclei_fractions
Q07065_ISOFORM_2LALQALTEK[iTRAQ_Nterm]LALQALTEK[iTRAQ_K]2 347-‐355 5,952 637,901 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7584.7587.2Nuclei_fractions
Q07065_ISOFORM_2LALQALTEK[iTRAQ_Nterm]LALQALTEK[iTRAQ_K]2 347-‐355 5,637 637,902 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7688.7691.2Nuclei_fractions
Q07065_ISOFORM_2LALQALTEK[iTRAQ_Nterm]LALQALTEK[iTRAQ_K]2 347-‐355 5,565 425,604 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7577.7580.3Nuclei_fractions
Q07065_ISOFORM_2LALQALTEK[iTRAQ_Nterm]LALQALTEK[iTRAQ_K]2 347-‐355 5,3 425,604 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7696.7699.3Nuclei_fractions
Q07065_ISOFORM_2LPPQDFLDR[iTRAQ_Nterm]LPPQDFLDR1 524-‐532 5,015 622,843 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7138.7141.2Nuclei_fractions
Q07065_ISOFORM_2LQHVEDGVLSMQVASAR[iTRAQ_Nterm]LQHVEDGVLSM[Oxidation_M]QVASAR2 413-‐429 8,48 667,35 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5872.5875.3Nuclei_fractions
Q07065_ISOFORM_2LQHVEDGVLSMQVASAR[iTRAQ_Nterm]LQHVEDGVLSM[Oxidation_M]QVASAR2 413-‐429 8,099 1000,525 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5893.5896.2Nuclei_fractions
Q07065_ISOFORM_2LQHVEDGVLSMQVASAR[iTRAQ_Nterm]LQHVEDGVLSMQVASAR1 413-‐429 7,323 662,02 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7237.7240.3Nuclei_fractions
Q07065_ISOFORM_2LSSLDNLK [iTRAQ_Nterm]LSSLDNLK[iTRAQ_K]2 533-‐540 5,304 589,357 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6401.6404.2Nuclei_fractions
Q07065_ISOFORM_2QREELGQGLQGVEQK[iTRAQ_Nterm]QREELGQGLQGVEQK[iTRAQ_K]2 147-‐161 8,964 663,035 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4775.4778.3Nuclei_fractions
Q07065_ISOFORM_2QTESLESLLSK[iTRAQ_Nterm]QTESLESLLSK[iTRAQ_K]2 430-‐440 8,002 761,935 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8637.8640.2Nuclei_fractions
Q07065_ISOFORM_2QTESLESLLSK[iTRAQ_Nterm]QTESLESLLSK[iTRAQ_K]2 430-‐440 5,338 508,29 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8632.8635.3Nuclei_fractions



Q07065_ISOFORM_2SEESVSRLPEEIR[iTRAQ_Nterm]SEESVSRLPEEIR1 359-‐371 4,856 558,964 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5010.5013.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQK[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]2 247-‐260 7,775 627,351 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8763.8766.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 9,639 679,387 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8102.8105.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 9,528 679,386 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8234.8237.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 8,47 679,385 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8186.8189.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 8,34 679,387 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8271.8274.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 7,833 679,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8068.8071.3Nuclei_fractions
Q07065_ISOFORM_2SINDNIAIFTEVQKR[iTRAQ_Nterm]SINDNIAIFTEVQK[iTRAQ_K]R2 247-‐261 5,105 509,792 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8215.8218.4Nuclei_fractions
Q07065_ISOFORM_2SLGETQLVLYGDVEELKR[iTRAQ_Nterm]SLGETQLVLYGDVEELK[iTRAQ_K]R2 474-‐491 10,737 779,769 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9953.9956.3Nuclei_fractions
Q07065_ISOFORM_2SLGETQLVLYGDVEELKR[iTRAQ_Nterm]SLGETQLVLYGDVEELK[iTRAQ_K]R2 474-‐491 5,805 585,079 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9968.9971.4Nuclei_fractions
Q07065_ISOFORM_2SREWDMEALR[iTRAQ_Nterm]SREWDMEALR1 302-‐311 5,962 479,576 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6021.6024.3Nuclei_fractions
Q07065_ISOFORM_2SSSSSSASAAAAAAAASSSASCSR[iTRAQ_Nterm]SSSSSSASAAAAAAAASSSASC[Cys_CAM]SR2 79-‐102 10,042 745,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4328.4331.3Nuclei_fractions
Q07065_ISOFORM_2SSSSSSASAAAAAAAASSSASCSR[iTRAQ_Nterm]SSSSSSASAAAAAAAASSSASC[Cys_CAM]SR2 79-‐102 9,401 1117,509 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4321.4324.2Nuclei_fractions
Q07065_ISOFORM_2SSSSSSASAAAAAAAASSSASCSR[iTRAQ_Nterm]SSSSSSASAAAAAAAASSSASC[Cys_CAM]SR2 79-‐102 8,882 745,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4363.4366.3Nuclei_fractions
Q07065_ISOFORM_2SSSSSSASAAAAAAAASSSASCSR[iTRAQ_Nterm]SSSSSSASAAAAAAAASSSASC[Cys_CAM]SR2 79-‐102 6,819 745,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4252.4255.3Nuclei_fractions
Q07065_ISOFORM_2STLQTMESDIYTEVR[iTRAQ_Nterm]STLQTMESDIYTEVR1 312-‐326 10,882 958,974 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9798.9801.2Nuclei_fractions
Q07065_ISOFORM_2SVGELPSTVESLQK[iTRAQ_Nterm]SVGELPSTVESLQK[iTRAQ_K]2 492-‐505 8,338 881,499 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6994.6997.2Nuclei_fractions
Q07065_ISOFORM_2SVGELPSTVESLQK[iTRAQ_Nterm]SVGELPSTVESLQK[iTRAQ_K]2 492-‐505 8,296 881,498 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7015.7018.2Nuclei_fractions
Q07065_ISOFORM_2SVGELPSTVESLQK[iTRAQ_Nterm]SVGELPSTVESLQK[iTRAQ_K]2 492-‐505 7,759 588,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7034.7037.3Nuclei_fractions
Q07065_ISOFORM_2SVGELPSTVESLQK[iTRAQ_Nterm]SVGELPSTVESLQK[iTRAQ_K]2 492-‐505 6,158 588 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6973.6976.3Nuclei_fractions
Q07065_ISOFORM_2SVGELPSTVESLQK[iTRAQ_Nterm]SVGELPSTVESLQK[iTRAQ_K]2 492-‐505 5,619 588,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6950.6953.3Nuclei_fractions
Q07065_ISOFORM_2VASLEESEGNKQDLK[iTRAQ_Nterm]VASLEESEGNK[iTRAQ_K]QDLK[iTRAQ_K]3 273-‐287 5,783 693,717 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4570.4573.3Nuclei_fractions
Q07065_ISOFORM_2VQEQVHTLLSQDQAQAAR[iTRAQ_Nterm]VQEQVHTLLSQDQAQAAR1 506-‐523 11,421 1083,58 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6321.6324.2Nuclei_fractions
Q07065_ISOFORM_2VQEQVHTLLSQDQAQAAR[iTRAQ_Nterm]VQEQVHTLLSQDQAQAAR1 506-‐523 8,182 722,721 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6300.6303.3Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 11,799 971,03 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11122.11123.2Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 11,585 971,034 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12115.12118.2Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 10,993 647,691 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12195.12198.3Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 10,411 971,035 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12196.12199.2Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 9,415 647,692 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12108.12111.3Nuclei_fractions
Q07065_ISOFORM_2VQSLQATFGTFESILR[iTRAQ_Nterm]VQSLQATFGTFESILR1 162-‐177 8,199 647,693 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11109.11111.3Nuclei_fractions

Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675ALEHFTDLYDIK[iTRAQ_Nterm]ALEHFTDLYDIK[iTRAQ_K]2 626-‐637 4,76 584,987 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8700.8703.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675AVNYFSK [iTRAQ_Nterm]AVNYFSK[iTRAQ_K]2 1435-‐1441 5,281 558,818 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5464.5467.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675DPHLACVAYER[iTRAQ_Nterm]DPHLAC[Cys_CAM]VAYER2 913-‐923 4,877 492,246 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4606.4609.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675EAIDSYIK [iTRAQ_Nterm]EAIDSYIK[iTRAQ_K]2 1123-‐1130 5,021 613,847 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5570.5573.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675EHLELFWSR[iTRAQ_Nterm]EHLELFWSR1 1334-‐1342 5,864 454,243 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8406.8409.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675FDVNTSAVQVLIEHIGNLDR[iTRAQ_Nterm]FDVNTSAVQVLIEHIGNLDR1 1075-‐1094 10,886 795,429 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12601.12604.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675HSSLAGCQIINYR[iTRAQ_Nterm]HSSLAGC[Cys_CAM]QIINYR2 145-‐157 8,4 554,955 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5357.5360.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675IHEGCEEPATHNALAK[iTRAQ_Nterm]IHEGC[Cys_CAM]EEPATHNALAK[iTRAQ_K]3 866-‐881 8,486 689,019 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3443.3446.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675ISGETIFVTAPHEATAGIIGVNRK[iTRAQ_Nterm]ISGETIFVTAPHEATAGIIGVNRK[iTRAQ_K]2 298-‐321 5,17 693,143 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8199.8202.4Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675IVLDNSVFSEHR[iTRAQ_Nterm]IVLDNSVFSEHR1 1011-‐1022 8,467 520,615 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7308.7311.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFDVNTSAVQVLIEHIGNLDR[iTRAQ_Nterm]K[iTRAQ_K]FDVNTSAVQVLIEHIGNLDR2 1074-‐1094 8,083 886,163 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11018.11021.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFDVNTSAVQVLIEHIGNLDR[iTRAQ_Nterm]K[iTRAQ_K]FDVNTSAVQVLIEHIGNLDR2 1074-‐1094 6,165 664,874 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11065.11068.4Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFDVNTSAVQVLIEHIGNLDR[iTRAQ_Nterm]K[iTRAQ_K]FDVNTSAVQVLIEHIGNLDR2 1074-‐1094 5,665 664,874 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11003.11006.4Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFNALFAQGNYSEAAK[iTRAQ_Nterm]K[iTRAQ_K]FNALFAQGNYSEAAK[iTRAQ_K]3 367-‐382 9,836 731,067 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6749.6752.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFNALFAQGNYSEAAK[iTRAQ_Nterm]K[iTRAQ_K]FNALFAQGNYSEAAK[iTRAQ_K]3 367-‐382 9,37 731,067 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6728.6731.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KFNALFAQGNYSEAAK[iTRAQ_Nterm]K[iTRAQ_K]FNALFAQGNYSEAAK[iTRAQ_K]3 367-‐382 4,839 548,553 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6707.6710.4Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675KVGYTPDWIFLLR[iTRAQ_Nterm]K[iTRAQ_K]VGYTPDWIFLLR2 507-‐519 7,078 632,704 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11021.11024.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LASTLVHLGEYQAAVDGAR[iTRAQ_Nterm]LASTLVHLGEYQAAVDGAR1 1227-‐1245 7,684 705,717 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9084.9087.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LHIIEVGTPPTGNQPFPK[iTRAQ_Nterm]LHIIEVGTPPTGNQPFPK[iTRAQ_K]2 228-‐245 7,377 745,091 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7665.7668.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LHIIEVGTPPTGNQPFPK[iTRAQ_Nterm]LHIIEVGTPPTGNQPFPK[iTRAQ_K]2 228-‐245 7,266 745,091 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7651.7654.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LHIIEVGTPPTGNQPFPK[iTRAQ_Nterm]LHIIEVGTPPTGNQPFPK[iTRAQ_K]2 228-‐245 6,125 745,092 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7693.7696.3Nuclei_fractions



Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LLLPWLEAR[iTRAQ_Nterm]LLLPWLEAR1 857-‐865 7,122 627,889 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11804.11807.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LLLPWLEAR[iTRAQ_Nterm]LLLPWLEAR1 857-‐865 6,518 627,89 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11868.11871.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LLLPWLEAR[iTRAQ_Nterm]LLLPWLEAR1 857-‐865 5,489 418,929 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11848.11851.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675LLYNNVSNFGR[iTRAQ_Nterm]LLYNNVSNFGR1 1216-‐1226 7,249 720,89 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7395.7398.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675NLQNLLILTAIK[iTRAQ_Nterm]NLQNLLILTAIK[iTRAQ_K]2 1023-‐1034 7,897 821,531 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11035.11038.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675NLQNLLILTAIK[iTRAQ_Nterm]NLQNLLILTAIK[iTRAQ_K]2 1023-‐1034 6,211 548,022 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11055.11058.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675NNLAGAEELFAR[iTRAQ_Nterm]NNLAGAEELFAR1 355-‐366 9,843 724,886 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8497.8500.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675NNLAGAEELFAR[iTRAQ_Nterm]NNLAGAEELFAR1 355-‐366 9,202 724,886 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8518.8521.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675RDPHLACVAYER[iTRAQ_Nterm]RDPHLAC[Cys_CAM]VAYER2 912-‐923 4,847 544,279 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3845.3848.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675RPISADSAIMNPASK[iTRAQ_Nterm]RPISADSAIM[Oxidation_M]NPASK[iTRAQ_K]3 64-‐78 5,751 621,34 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4105.4108.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675SVNESLNNLFITEEDYQALR[iTRAQ_Nterm]SVNESLNNLFITEEDYQALR1 1462-‐1481 7,536 833,755 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10735.10738.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675VANVELYYR[iTRAQ_Nterm]VANVELYYR1 1398-‐1406 6,936 635,85 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6751.6754.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675VGYTPDWIFLLR[iTRAQ_Nterm]VGYTPDWIFLLR1 508-‐519 9,676 812,459 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11648.11651.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675VGYTPDWIFLLR[iTRAQ_Nterm]VGYTPDWIFLLR1 508-‐519 9,662 812,459 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12207.12210.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675VGYTPDWIFLLR[iTRAQ_Nterm]VGYTPDWIFLLR1 508-‐519 5,9 541,973 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12329.12332.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675VSQPIEGHAASFAQFK[iTRAQ_Nterm]VSQPIEGHAASFAQFK[iTRAQ_K]2 190-‐205 5,932 669,03 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6631.6634.3Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675WLLLTGISAQQNR[iTRAQ_Nterm]WLLLTGISAQQNR1 164-‐176 9,279 822,477 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9540.9543.2Nuclei_fractions
Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675WLLLTGISAQQNR[iTRAQ_Nterm]WLLLTGISAQQNR1 164-‐176 7,17 548,65 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9547.9550.3Nuclei_fractions

P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,443 588,669 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6394.6397.3Nuclei_fractions
P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,358 882,502 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6247.6250.2Nuclei_fractions
P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,329 882,501 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6409.6412.2Nuclei_fractions
P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,299 882,503 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6296.6299.2Nuclei_fractions
P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,247 882,502 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6319.6322.2Nuclei_fractions
P04264 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 199-‐210 6,225 588,67 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6325.6328.3Nuclei_fractions
P04264 FSSCGGGGGSFGAGGGFGSR[iTRAQ_Nterm]FSSC[Cys_CAM]GGGGGSFGAGGGFGSR2 45-‐64 11,846 955,424 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5995.5998.2Nuclei_fractions
P04264 FSSCGGGGGSFGAGGGFGSR[iTRAQ_Nterm]FSSC[Cys_CAM]GGGGGSFGAGGGFGSR2 45-‐64 9,798 637,284 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5994.5997.3Nuclei_fractions
P04264 FSSCGGGGGSFGAGGGFGSR[iTRAQ_Nterm]FSSC[Cys_CAM]GGGGGSFGAGGGFGSR2 45-‐64 9,247 637,284 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6015.6018.3Nuclei_fractions
P04264 GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR[iTRAQ_Nterm]GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR1 518-‐548 10,443 843,359 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3433.3436.3Nuclei_fractions
P04264 GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR[iTRAQ_Nterm]GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR1 549-‐587 8,238 864,861 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3869.3872.4Nuclei_fractions
P04264 IEISELNR [iTRAQ_Nterm]IEISELNR1 395-‐402 5,487 559,322 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6258.6261.2Nuclei_fractions
P04264 KQISNLQQSISDAEQR[iTRAQ_Nterm]K[iTRAQ_K]QISNLQQSISDAEQR2 416-‐431 9,002 711,724 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6009.6012.3Nuclei_fractions
P04264 LNDLEDALQQAK[iTRAQ_Nterm]LNDLEDALQQAK[iTRAQ_K]2 443-‐454 9,717 823,46 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8482.8485.2Nuclei_fractions
P04264 LNDLEDALQQAK[iTRAQ_Nterm]LNDLEDALQQAK[iTRAQ_K]2 443-‐454 6,241 549,306 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8447.8450.3Nuclei_fractions
P04264 LNDLEDALQQAKEDLAR[iTRAQ_Nterm]LNDLEDALQQAK[iTRAQ_K]EDLAR2 443-‐459 8,02 744,072 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11534.11537.3Nuclei_fractions
P04264 LRSEIDNVK[iTRAQ_Nterm]LRSEIDNVK[iTRAQ_K]2 407-‐415 5,491 454,607 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4253.4256.3Nuclei_fractions
P04264 LRSEIDNVK[iTRAQ_Nterm]LRSEIDNVK[iTRAQ_K]2 407-‐415 5,433 454,606 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4336.4339.3Nuclei_fractions
P04264 MSGECAPNVSVSVSTSHTTISGGGSR[iTRAQ_Nterm]M[Oxidation_M]SGEC[Cys_CAM]APNVSVSVSTSHTTISGGGSR3 492-‐517 9,192 909,094 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4795.4798.3Nuclei_fractions
P04264 MSGECAPNVSVSVSTSHTTISGGGSR[iTRAQ_Nterm]M[Oxidation_M]SGEC[Cys_CAM]APNVSVSVSTSHTTISGGGSR3 492-‐517 8,788 909,094 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4760.4763.3Nuclei_fractions
P04264 NSKIEISELNR[iTRAQ_Nterm]NSK[iTRAQ_K]IEISELNR2 392-‐402 5,819 530,974 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4916.4919.3Nuclei_fractions
P04264 QISNLQQSISDAEQR[iTRAQ_Nterm]QISNLQQSISDAEQR1 417-‐431 12,667 930,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6564.6567.2Nuclei_fractions
P04264 SGGGFSSGSAGIINYQR[iTRAQ_Nterm]SGGGFSSGSAGIINYQR1 12-‐28 8,277 601,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5968.5971.3Nuclei_fractions
P04264 SISISVAR [iTRAQ_Nterm]SISISVAR1 74-‐81 7,926 488,801 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4930.4933.2Nuclei_fractions
P04264 SKAEAESLYQSK[iTRAQ_Nterm]SK[iTRAQ_K]AEAESLYQSK[iTRAQ_K]3 364-‐375 8,143 591,665 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4462.4465.3Nuclei_fractions
P04264 SLDLDSIIAEVK[iTRAQ_Nterm]SLDLDSIIAEVK[iTRAQ_K]2 343-‐354 6,708 795,964 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11134.11137.2Nuclei_fractions
P04264 SLNNQFASFIDK[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]2 185-‐196 7,759 557,973 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8783.8786.3Nuclei_fractions
P04264 SLNNQFASFIDK[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]2 185-‐196 7,633 557,972 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8934.8937.3Nuclei_fractions
P04264 SLNNQFASFIDK[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]2 185-‐196 7,453 836,454 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8920.8923.2Nuclei_fractions
P04264 SLNNQFASFIDK[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]2 185-‐196 6,455 557,972 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8913.8916.3Nuclei_fractions
P04264 SLNNQFASFIDKVR[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]VR2 185-‐198 11,041 643,028 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9697.9700.3Nuclei_fractions
P04264 SLNNQFASFIDKVR[iTRAQ_Nterm]SLNNQFASFIDK[iTRAQ_K]VR2 185-‐198 5,207 482,522 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9655.9658.4Nuclei_fractions
P04264 SLVNLGGSK[iTRAQ_Nterm]SLVNLGGSK[iTRAQ_K]2 65-‐73 7,211 581,856 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5336.5339.2Nuclei_fractions



P04264 THNLEPYFESFINNLR[iTRAQ_Nterm]THNLEPYFESFINNLR1 223-‐238 8,951 713,37 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10877.10880.3Nuclei_fractions
P04264 THNLEPYFESFINNLR[iTRAQ_Nterm]THNLEPYFESFINNLR1 223-‐238 6,043 1069,545 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10932.10935.2Nuclei_fractions
P04264 TNAENEFVTIK[iTRAQ_Nterm]TNAENEFVTIK[iTRAQ_K]2 277-‐287 7,371 777,428 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6222.6225.2Nuclei_fractions
P04264 TNAENEFVTIKK[iTRAQ_Nterm]TNAENEFVTIK[iTRAQ_K]K[iTRAQ_K]3 277-‐288 5,505 457,268 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5210.5213.4Nuclei_fractions
P04264 WELLQQVDTSTR[iTRAQ_Nterm]WELLQQVDTSTR1 211-‐222 7,897 810,433 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8734.8737.2Nuclei_fractions

AGTQIENIEEDFR[iTRAQ_Nterm]AGTQIENIEEDFR1 48-‐60 7,829 833,414 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8329.8332.2Nuclei_fractions
AGTQIENIEEDFRDGLK[iTRAQ_Nterm]AGTQIENIEEDFRDGLK[iTRAQ_K]2 48-‐64 8,401 741,722 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9405.9408.3Nuclei_fractions
AGTQIENIEEDFRDGLK[iTRAQ_Nterm]AGTQIENIEEDFRDGLK[iTRAQ_K]2 48-‐64 7,535 741,721 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9384.9387.3Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 96-‐103 5,307 576,847 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7348.7351.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 96-‐103 5,273 576,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7228.7231.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 96-‐103 4,847 576,847 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7403.7406.2Nuclei_fractions
ASFNHFDRDHSGTLGPEEFK[iTRAQ_Nterm]ASFNHFDRDHSGTLGPEEFK[iTRAQ_K]2 753-‐772 5,345 645,569 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5781.5784.4Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 403-‐413 8,151 751,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4632.4635.2Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 403-‐413 6,76 501,6 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4591.4594.3Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 403-‐413 5,791 501,6 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4347.4350.3Nuclei_fractions
CQLEINFNTLQTK[iTRAQ_Nterm]C[Cys_CAM]QLEINFNTLQTK[iTRAQ_K]3 332-‐344 7,515 633,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8272.8275.3Nuclei_fractions
DGLGFCALIHR[iTRAQ_Nterm]DGLGFC[Cys_CAM]ALIHR2 175-‐185 9,947 701,874 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7513.7516.2Nuclei_fractions
DGLGFCALIHR[iTRAQ_Nterm]DGLGFC[Cys_CAM]ALIHR2 175-‐185 6,114 468,251 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7505.7508.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 134-‐147 7,428 609,332 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7544.7547.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 134-‐147 7,153 913,495 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7566.7569.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 377-‐387 7,607 783,408 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11072.11075.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 377-‐387 7,41 783,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11022.11025.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 377-‐387 6,589 783,406 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10987.10990.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 377-‐387 5,258 522,608 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11017.11020.3Nuclei_fractions
HRPELIDYGK[iTRAQ_Nterm]HRPELIDYGK[iTRAQ_K]2 186-‐195 5,309 505,956 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4150.4153.3Nuclei_fractions
ICDQWDNLGALTQK[iTRAQ_Nterm]IC[Cys_CAM]DQWDNLGALTQK[iTRAQ_K]3 479-‐492 8,317 975,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8748.8751.2Nuclei_fractions
ICDQWDNLGALTQK[iTRAQ_Nterm]IC[Cys_CAM]DQWDNLGALTQK[iTRAQ_K]3 479-‐492 7,518 975,503 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8706.8709.2Nuclei_fractions
ICDQWDNLGALTQK[iTRAQ_Nterm]IC[Cys_CAM]DQWDNLGALTQK[iTRAQ_K]3 479-‐492 7,463 650,671 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8733.8736.3Nuclei_fractions
ICDQWDNLGALTQK[iTRAQ_Nterm]IC[Cys_CAM]DQWDNLGALTQK[iTRAQ_K]3 479-‐492 6,836 650,672 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8713.8716.3Nuclei_fractions
ILAGDKNYITMDELR[iTRAQ_Nterm]ILAGDK[iTRAQ_K]NYITMDELR2 835-‐849 5,722 680,71 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8008.8011.3Nuclei_fractions
ISIEMHGTLEDQLSHLR[iTRAQ_Nterm]ISIEM[Oxidation_M]HGTLEDQLSHLR2 656-‐672 4,826 535,531 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7650.7653.4Nuclei_fractions
KDDPLTNLNTAFDVAEK[iTRAQ_Nterm]K[iTRAQ_K]DDPLTNLNTAFDVAEK[iTRAQ_K]3 198-‐214 8,666 775,087 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8350.8353.3Nuclei_fractions
KDDPLTNLNTAFDVAEK[iTRAQ_Nterm]K[iTRAQ_K]DDPLTNLNTAFDVAEK[iTRAQ_K]3 198-‐214 7,798 775,089 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8420.8423.3Nuclei_fractions
KQFGAQANVIGPWIQTK[iTRAQ_Nterm]K[iTRAQ_K]QFGAQANVIGPWIQTK[iTRAQ_K]3 633-‐649 6,698 773,449 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6991.6994.3Nuclei_fractions
LAILGIHNEVSK[iTRAQ_Nterm]LAILGIHNEVSK[iTRAQ_K]2 566-‐577 6,963 791,482 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7344.7347.2Nuclei_fractions
LAILGIHNEVSK[iTRAQ_Nterm]LAILGIHNEVSK[iTRAQ_K]2 566-‐577 5,61 527,99 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7329.7332.3Nuclei_fractions
LASDLLEWIR[iTRAQ_Nterm]LASDLLEWIR1 282-‐291 7,178 680,395 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12633.12636.2Nuclei_fractions
LLETIDQLYLEYAK[iTRAQ_Nterm]LLETIDQLYLEYAK[iTRAQ_K]2 503-‐516 9,035 1000,565 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13311.13314.2Nuclei_fractions
LLETIDQLYLEYAK[iTRAQ_Nterm]LLETIDQLYLEYAK[iTRAQ_K]2 503-‐516 7,568 667,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13304.13307.3Nuclei_fractions
LLETIDQLYLEYAKR[iTRAQ_Nterm]LLETIDQLYLEYAK[iTRAQ_K]R2 503-‐517 6,813 719,414 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12634.12637.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 65-‐76 7,637 511,634 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12782.12785.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LMLLLEVISGER1 65-‐76 7,344 758,951 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13021.13024.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 65-‐76 7,344 766,947 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12795.12798.2Nuclei_fractions
LSNRPAFMPSEGR[iTRAQ_Nterm]LSNRPAFMPSEGR1 347-‐359 6,524 535,948 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5274.5277.3Nuclei_fractions
NVNIQNFHISWK[iTRAQ_Nterm]NVNIQNFHISWK[iTRAQ_K]2 163-‐174 7,299 596,664 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8759.8762.3Nuclei_fractions
QKDYETATLSEIK[iTRAQ_Nterm]QK[iTRAQ_K]DYETATLSEIK[iTRAQ_K]3 419-‐431 5,747 653,37 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5754.5757.3Nuclei_fractions
SIVNYKPK [iTRAQ_Nterm]SIVNYK[iTRAQ_K]PK[iTRAQ_K]3 677-‐684 4,803 690,932 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4037.4040.2Nuclei_fractions
TINEVENQILTR[iTRAQ_Nterm]TINEVENQILTR1 727-‐738 10,894 787,438 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8121.8124.2Nuclei_fractions
TINEVENQILTR[iTRAQ_Nterm]TINEVENQILTR1 727-‐738 10,591 525,294 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8141.8144.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 8,749 765,942 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11867.11870.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 8,542 765,943 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11918.11921.2Nuclei_fractions



VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 8,428 765,942 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10938.10941.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 8,029 510,964 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11946.11949.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 7,941 765,942 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11007.11010.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 7,389 765,943 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11360.11363.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 6,746 510,965 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10950.10953.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 6,342 510,965 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11875.11878.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 715-‐726 6,146 765,945 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12009.12012.2Nuclei_fractions

AEGPEVDVNLPK[iTRAQ_Nterm]AEGPEVDVNLPK[iTRAQ_K]2 764-‐775 7,526 778,433 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5739.5742.2Nuclei_fractions
AEGPEVDVNLPK[iTRAQ_Nterm]AEGPEVDVNLPK[iTRAQ_K]2 764-‐775 5,296 519,291 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5745.5748.3Nuclei_fractions
AGAISASGPELQGAGHSK[iTRAQ_Nterm]AGAISASGPELQGAGHSK[iTRAQ_K]2 226-‐243 11,696 642,682 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4151.4154.3Nuclei_fractions
AGAISASGPELQGAGHSK[iTRAQ_Nterm]AGAISASGPELQGAGHSK[iTRAQ_K]2 226-‐243 11,662 642,681 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4083.4086.3Nuclei_fractions
AGAISASGPELQGAGHSK[iTRAQ_Nterm]AGAISASGPELQGAGHSK[iTRAQ_K]2 226-‐243 4,961 482,262 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4130.4133.4Nuclei_fractions
AVEVQGPSLESGDHGK[iTRAQ_Nterm]AVEVQGPSLESGDHGK[iTRAQ_K]2 288-‐303 8,101 633,336 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4326.4329.3Nuclei_fractions
ELLLPNWQGSGSHGLTIAQR[iTRAQ_Nterm]ELLLPNWQGSGSHGLTIAQR1 9-‐28 10,253 774,422 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8813.8816.3Nuclei_fractions
ELLLPNWQGSGSHGLTIAQR[iTRAQ_Nterm]ELLLPNWQGSGSHGLTIAQR1 9-‐28 9,451 774,421 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8780.8783.3Nuclei_fractions
FSVSGLK [iTRAQ_Nterm]FSVSGLK[iTRAQ_K]2 3482-‐3488 5,133 513,317 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6352.6355.2Nuclei_fractions
GGQIGLQAPGLSVSGPQGHLESGSGK[iTRAQ_Nterm]GGQIGLQAPGLSVSGPQGHLESGSGK[iTRAQ_K]2 5630-‐5655 12,124 902,823 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6568.6571.3Nuclei_fractions
GGQIGLQAPGLSVSGPQGHLESGSGK[iTRAQ_Nterm]GGQIGLQAPGLSVSGPQGHLESGSGK[iTRAQ_K]2 5630-‐5655 10,408 902,821 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6545.6548.3Nuclei_fractions
GKGGVTGSPEASISGSK[iTRAQ_Nterm]GK[iTRAQ_K]GGVTGSPEASISGSK[iTRAQ_K]3 5724-‐5740 6,675 651,032 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3629.3632.3Nuclei_fractions
GSEVGFHGAAPDISVK[iTRAQ_Nterm]GSEVGFHGAAPDISVK[iTRAQ_K]2 5529-‐5544 8,799 620,338 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5683.5686.3Nuclei_fractions
GSEVGFHGAAPDISVK[iTRAQ_Nterm]GSEVGFHGAAPDISVK[iTRAQ_K]2 5529-‐5544 7,843 620,338 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5731.5734.3Nuclei_fractions
IKGDVDVSAPK[iTRAQ_Nterm]IK[iTRAQ_K]GDVDVSAPK[iTRAQ_K]3 2326-‐2336 6,57 520,984 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3981.3984.3Nuclei_fractions
IKGGADVSGGVSAPDISLGEGHLSVK[iTRAQ_Nterm]IK[iTRAQ_K]GGADVSGGVSAPDISLGEGHLSVK[iTRAQ_K]3 5566-‐5591 5,787 721,409 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6922.6925.4Nuclei_fractions
ISIPDVDLDLKGPK[iTRAQ_Nterm]ISIPDVDLDLK[iTRAQ_K]GPK[iTRAQ_K]3 4849-‐4862 5,771 648,06 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8737.8740.3Nuclei_fractions
ISIPDVGLHLK[iTRAQ_Nterm]ISIPDVGLHLK[iTRAQ_K]2 1451-‐1461 6,4 493,978 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8563.8566.3Nuclei_fractions
ISMPDFDLHLKGPK[iTRAQ_Nterm]ISM[Oxidation_M]PDFDLHLK[iTRAQ_K]GPK[iTRAQ_K]4 2579-‐2592 5,665 512,293 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6805.6808.4Nuclei_fractions
ISMPDFDLHLKGPK[iTRAQ_Nterm]ISM[Oxidation_M]PDFDLHLK[iTRAQ_K]GPK[iTRAQ_K]4 2579-‐2592 4,772 512,292 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6818.6821.4Nuclei_fractions
ISMPDVDLHLK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]3 818-‐828 6,642 524,631 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6341.6344.3Nuclei_fractions
ISMPDVDLHLK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]3 818-‐828 6,306 524,63 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6354.6357.3Nuclei_fractions
ISMPDVDLHLK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]3 818-‐828 6,109 524,63 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6375.6378.3Nuclei_fractions
ISMPDVDLHLK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]3 818-‐828 5,626 524,63 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6417.6420.3Nuclei_fractions
ISMPDVDLHLKGPK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]GPK[iTRAQ_K]4 1195-‐1208 5,205 500,293 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5754.5757.4Nuclei_fractions
ISMPDVDLHLKGPK[iTRAQ_Nterm]ISM[Oxidation_M]PDVDLHLK[iTRAQ_K]GPK[iTRAQ_K]4 1195-‐1208 5,119 500,292 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5719.5722.4Nuclei_fractions
LNVGAPDVTLR[iTRAQ_Nterm]LNVGAPDVTLR1 5356-‐5366 7,165 649,883 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6744.6747.2Nuclei_fractions
LNVGAPDVTLR[iTRAQ_Nterm]LNVGAPDVTLR1 5356-‐5366 6,953 649,883 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6869.6872.2Nuclei_fractions
LPSGSGAASPTGSAVDIR[iTRAQ_Nterm]LPSGSGAASPTGSAVDIR1 208-‐225 7,669 596,32 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5381.5384.3Nuclei_fractions
LPTGQISGPEIK[iTRAQ_Nterm]LPTGQISGPEIK[iTRAQ_K]2 5513-‐5524 7,3 764,456 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6372.6375.2Nuclei_fractions
LPTGQISGPEIK[iTRAQ_Nterm]LPTGQISGPEIK[iTRAQ_K]2 5513-‐5524 6,385 509,974 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6359.6362.3Nuclei_fractions
VDIDAPDVDVHGPDWHLK[iTRAQ_Nterm]VDIDAPDVDVHGPDWHLK[iTRAQ_K]2 731-‐748 6,157 579,803 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7312.7315.4Nuclei_fractions
VEGDLKGPEVDIR[iTRAQ_Nterm]VEGDLK[iTRAQ_K]GPEVDIR2 2988-‐3000 5,525 572,325 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5269.5272.3Nuclei_fractions
VHAPGLNLSGVGGK[iTRAQ_Nterm]VHAPGLNLSGVGGK[iTRAQ_K]2 5324-‐5337 5,095 531,984 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5987.5990.3Nuclei_fractions
VKGDVDVSLPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSLPK[iTRAQ_K]3 2131-‐2141 5,814 530,328 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4945.4948.3Nuclei_fractions
VKGDVDVSLPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSLPK[iTRAQ_K]3 2131-‐2141 5,426 530,329 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4931.4934.3Nuclei_fractions
VKGDVDVSLPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSLPK[iTRAQ_K]3 2131-‐2141 5,181 530,328 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5029.5032.3Nuclei_fractions
VKGDVDVSLPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSLPK[iTRAQ_K]3 2131-‐2141 5,153 530,328 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4994.4997.3Nuclei_fractions
VKGDVDVSVPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSVPK[iTRAQ_K]3 1209-‐1219 7,002 525,657 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4357.4360.3Nuclei_fractions
VKGDVDVSVPK[iTRAQ_Nterm]VK[iTRAQ_K]GDVDVSVPK[iTRAQ_K]3 1209-‐1219 5,546 525,656 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4315.4318.3Nuclei_fractions
VKGEYDVTVPK[iTRAQ_Nterm]VK[iTRAQ_K]GEYDVTVPK[iTRAQ_K]3 711-‐721 5,081 556,333 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4686.4689.3Nuclei_fractions
VSAPEVSVGHK[iTRAQ_Nterm]VSAPEVSVGHK[iTRAQ_K]2 331-‐341 6,963 466,606 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4116.4119.3Nuclei_fractions
VSAPEVSVGHK[iTRAQ_Nterm]VSAPEVSVGHK[iTRAQ_K]2 331-‐341 5,812 466,606 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4139.4142.3Nuclei_fractions
VSAPEVSVGHK[iTRAQ_Nterm]VSAPEVSVGHK[iTRAQ_K]2 331-‐341 5,73 466,607 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4061.4064.3Nuclei_fractions



VTAPDVDLHLK[iTRAQ_Nterm]VTAPDVDLHLK[iTRAQ_K]2 4916-‐4926 6,37 499,299 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6473.6476.3Nuclei_fractions

Q9P2E9_ISOFORM_1,Q9P2E9ADAEKAQEQQQQMAELHSK[iTRAQ_Nterm]ADAEK[iTRAQ_K]AQEQQQQM[Oxidation_M]AELHSK[iTRAQ_K]4 470-‐488 5,793 655,339 2012_02_21_FRF_OT_70_ANF_TMT_N_03.3309.3312.4Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9AGIIQDTWHK[iTRAQ_Nterm]AGIIQDTWHK[iTRAQ_K]2 245-‐254 7,375 728,909 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5617.5620.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9AGIIQDTWHK[iTRAQ_Nterm]AGIIQDTWHK[iTRAQ_K]2 245-‐254 6,538 486,277 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5581.5584.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9AKVGAAEEELQK[iTRAQ_Nterm]AK[iTRAQ_K]VGAAEEELQK[iTRAQ_K]3 725-‐736 6,982 569,001 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4289.4292.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9AKVGAAEEELQK[iTRAQ_Nterm]AK[iTRAQ_K]VGAAEEELQK[iTRAQ_K]3 725-‐736 6,093 569,001 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4254.4257.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9AQEQQQQMAELHSK[iTRAQ_Nterm]AQEQQQQMAELHSK[iTRAQ_K]2 475-‐488 9,602 648,668 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3597.3600.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9DALNQATSQVESK[iTRAQ_Nterm]DALNQATSQVESK[iTRAQ_K]2 374-‐386 9,941 839,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4876.4879.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9DALNQATSQVESK[iTRAQ_Nterm]DALNQATSQVESK[iTRAQ_K]2 374-‐386 9,347 560,299 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4890.4893.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9HPPAPAEPSSDLASK[iTRAQ_Nterm]HPPAPAEPSSDLASK[iTRAQ_K]2 666-‐680 7,443 597,989 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3715.3718.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9HPPAPAEPSSDLASK[iTRAQ_Nterm]HPPAPAEPSSDLASK[iTRAQ_K]2 666-‐680 5,798 597,99 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3779.3782.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LIEILSEK [iTRAQ_Nterm]LIEILSEK[iTRAQ_K]2 237-‐244 5,032 411,596 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9157.9160.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LKELESQVSGLEK[iTRAQ_Nterm]LK[iTRAQ_K]ELESQVSGLEK[iTRAQ_K]3 556-‐568 6,948 631,376 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7496.7499.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LKGELESSDQVR[iTRAQ_Nterm]LK[iTRAQ_K]GELESSDQVR2 751-‐762 8,595 824,96 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4591.4594.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LKGELESSDQVR[iTRAQ_Nterm]LK[iTRAQ_K]GELESSDQVR2 751-‐762 7,82 824,96 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4612.4615.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LKGELESSDQVR[iTRAQ_Nterm]LK[iTRAQ_K]GELESSDQVR2 751-‐762 7,03 550,309 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4584.4587.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LLATEQEDAAVAK[iTRAQ_Nterm]LLATEQEDAAVAK[iTRAQ_K]2 275-‐287 9,666 823,964 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5401.5404.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LQQENSILR[iTRAQ_Nterm]LQQENSILR1 365-‐373 5,74 622,859 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5058.5061.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LREAEETQSTLQAECDQYR[iTRAQ_Nterm]LREAEETQSTLQAEC[Cys_CAM]DQYR2 681-‐699 10,469 824,39 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5606.5609.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9LTAEFEEAQTSACR[iTRAQ_Nterm]LTAEFEEAQTSAC[Cys_CAM]R2 878-‐891 9,65 878,917 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6263.6266.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9NTDVAQSPEAPKQEAPAK[iTRAQ_Nterm]NTDVAQSPEAPK[iTRAQ_K]QEAPAK[iTRAQ_K]3 179-‐196 4,916 579,067 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3395.3398.4Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9QKLTAEFEEAQTSACR[iTRAQ_Nterm]QK[iTRAQ_K]LTAEFEEAQTSAC[Cys_CAM]R3 876-‐891 8,749 719,703 2012_02_21_FRF_OT_70_ANF_TMT_N_03.5865.5868.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9QLLLESQSQLDAAK[iTRAQ_Nterm]QLLLESQSQLDAAK[iTRAQ_K]2 795-‐808 6,136 611,352 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7141.7144.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SIEALLEAGQAR[iTRAQ_Nterm]SIEALLEAGQAR1 526-‐537 7,792 701,403 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9309.9312.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SIEALLEAGQAR[iTRAQ_Nterm]SIEALLEAGQAR1 526-‐537 6,899 467,934 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9323.9326.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SILAETEGMLR[iTRAQ_Nterm]SILAETEGM[Oxidation_M]LR2 700-‐710 6,465 690,371 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7540.7543.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SKCEELSGLHGQLQEAR[iTRAQ_Nterm]SK[iTRAQ_K]C[Cys_CAM]EELSGLHGQLQEAR3 498-‐514 9,006 744,057 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4582.4585.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SKCEELSGLHGQLQEAR[iTRAQ_Nterm]SK[iTRAQ_K]C[Cys_CAM]EELSGLHGQLQEAR3 498-‐514 6,41 558,294 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4595.4598.4Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SKCEELSGLHGQLQEAR[iTRAQ_Nterm]SK[iTRAQ_K]C[Cys_CAM]EELSGLHGQLQEAR3 498-‐514 5,865 558,294 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4574.4577.4Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9SVEEEEQVWR[iTRAQ_Nterm]SVEEEEQVWR1 715-‐724 6,207 717,853 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5760.5763.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9TAGPLESSETEEASQLK[iTRAQ_Nterm]TAGPLESSETEEASQLK[iTRAQ_K]2 901-‐917 6,264 689,022 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5578.5581.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9TAGPLESSETEEASQLK[iTRAQ_Nterm]TAGPLESSETEEASQLK[iTRAQ_K]2 901-‐917 6,028 689,023 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5597.5600.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9TLVSTVGSMVFNEGEAQR[iTRAQ_Nterm]TLVSTVGSMVFNEGEAQR1 219-‐236 9,699 690,353 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11109.11112.3Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9VGAAEEELQK[iTRAQ_Nterm]VGAAEEELQK[iTRAQ_K]2 727-‐736 7,407 681,38 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4512.4515.2Nuclei_fractions
Q9P2E9_ISOFORM_1,Q9P2E9VGAAEEELQK[iTRAQ_Nterm]VGAAEEELQK[iTRAQ_K]2 727-‐736 4,959 454,589 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4493.4496.3Nuclei_fractions

P08133 AINEAYKEDYHK[iTRAQ_Nterm]AINEAYK[iTRAQ_K]EDYHK[iTRAQ_K]3 471-‐482 7,283 638,343 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3762.3765.3Nuclei_fractions
P08133 AINEAYKEDYHK[iTRAQ_Nterm]AINEAYK[iTRAQ_K]EDYHK[iTRAQ_K]3 471-‐482 6,732 957,013 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3784.3787.2Nuclei_fractions
P08133 AINEAYKEDYHK[iTRAQ_Nterm]AINEAYK[iTRAQ_K]EDYHK[iTRAQ_K]3 471-‐482 4,923 479,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3694.3697.4Nuclei_fractions
P08133 ALIEILATR [iTRAQ_Nterm]ALIEILATR1 456-‐464 8,186 572,365 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10041.10044.2Nuclei_fractions
P08133 ALIEILATR [iTRAQ_Nterm]ALIEILATR1 456-‐464 7,691 572,366 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9622.9625.2Nuclei_fractions
P08133 ALIEILATR [iTRAQ_Nterm]ALIEILATR1 456-‐464 7,588 572,365 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9958.9961.2Nuclei_fractions
P08133 ALIEILATR [iTRAQ_Nterm]ALIEILATR1 456-‐464 6,827 572,365 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9759.9762.2Nuclei_fractions
P08133 ALIEILATR [iTRAQ_Nterm]ALIEILATR1 456-‐464 6,725 572,365 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9819.9822.2Nuclei_fractions
P08133 CLIEILASR [iTRAQ_Nterm]C[Cys_CAM]LIEILASR2 113-‐121 7,872 609,855 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9992.9995.2Nuclei_fractions
P08133 CLIEILASR [iTRAQ_Nterm]C[Cys_CAM]LIEILASR2 113-‐121 7,254 609,854 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9582.9585.2Nuclei_fractions
P08133 DAFVAIVQSVK[iTRAQ_Nterm]DAFVAIVQSVK[iTRAQ_K]2 587-‐597 8,007 732,94 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9589.9592.2Nuclei_fractions
P08133 DAFVAIVQSVK[iTRAQ_Nterm]DAFVAIVQSVK[iTRAQ_K]2 587-‐597 7,763 732,938 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9748.9751.2Nuclei_fractions
P08133 DAFVAIVQSVK[iTRAQ_Nterm]DAFVAIVQSVK[iTRAQ_K]2 587-‐597 6,629 488,961 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9754.9757.3Nuclei_fractions
P08133 DAFVAIVQSVK[iTRAQ_Nterm]DAFVAIVQSVK[iTRAQ_K]2 587-‐597 5,362 488,961 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9602.9605.3Nuclei_fractions
P08133 DAFVAIVQSVK[iTRAQ_Nterm]DAFVAIVQSVK[iTRAQ_K]2 587-‐597 4,792 488,961 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9851.9854.3Nuclei_fractions



P08133 DLEADIIGDTSGHFQK[iTRAQ_Nterm]DLEADIIGDTSGHFQK[iTRAQ_K]2 140-‐155 9,514 678,684 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8201.8204.3Nuclei_fractions
P08133 DLEADIIGDTSGHFQK[iTRAQ_Nterm]DLEADIIGDTSGHFQK[iTRAQ_K]2 140-‐155 8,106 678,686 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8188.8191.3Nuclei_fractions
P08133 EAILDIITSR[iTRAQ_Nterm]EAILDIITSR1 40-‐49 7,851 637,876 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9783.9786.2Nuclei_fractions
P08133 FMTILCTR [iTRAQ_Nterm]FM[Oxidation_M]TILC[Cys_CAM]TR3 546-‐553 5,959 601,313 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6780.6783.2Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 8,174 670,71 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10830.10833.3Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 8,133 670,71 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10863.10866.3Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 7,934 1005,563 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10892.10895.2Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 7,659 1005,561 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10858.10861.2Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 7,634 670,709 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10877.10880.3Nuclei_fractions
P08133 GFGSDKEAILDIITSR[iTRAQ_Nterm]GFGSDK[iTRAQ_K]EAILDIITSR2 34-‐49 5,035 503,284 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10871.10874.4Nuclei_fractions
P08133 GLGTDEDTIIDIITHR[iTRAQ_Nterm]GLGTDEDTIIDIITHR1 377-‐392 9,872 638,341 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11240.11243.3Nuclei_fractions
P08133 GTVRPANDFNPDADAK[iTRAQ_Nterm]GTVRPANDFNPDADAK[iTRAQ_K]2 354-‐369 5,48 659,343 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4115.4118.3Nuclei_fractions
P08133 ILISLATGHR[iTRAQ_Nterm]ILISLATGHR1 499-‐508 10,075 408,923 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7233.7236.3Nuclei_fractions
P08133 ILISLATGHR[iTRAQ_Nterm]ILISLATGHR1 499-‐508 8,082 408,923 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7312.7315.3Nuclei_fractions
P08133 ILISLATGHREEGGENLDQAR[iTRAQ_Nterm]ILISLATGHREEGGENLDQAR1 499-‐519 6,814 606,577 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6714.6717.4Nuclei_fractions
P08133 ILISLATGHREEGGENLDQAR[iTRAQ_Nterm]ILISLATGHREEGGENLDQAR1 499-‐519 5,636 606,576 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6784.6787.4Nuclei_fractions
P08133 ILISLATGHREEGGENLDQAR[iTRAQ_Nterm]ILISLATGHREEGGENLDQAR1 499-‐519 5,531 808,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6763.6766.3Nuclei_fractions
P08133 LILGLMMPPAHYDAK[iTRAQ_Nterm]LILGLM[Oxidation_M]M[Oxidation_M]PPAHYDAK[iTRAQ_K]4 427-‐441 5,893 664,03 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7448.7451.3Nuclei_fractions
P08133 LIVGLMRPPAYCDAK[iTRAQ_Nterm]LIVGLM[Oxidation_M]RPPAYC[Cys_CAM]DAK[iTRAQ_K]4 84-‐98 5,787 670,037 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6920.6923.3Nuclei_fractions
P08133 LMLAVVK [iTRAQ_Nterm]LM[Oxidation_M]LAVVK[iTRAQ_K]3 240-‐246 4,755 539,35 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6736.6739.2Nuclei_fractions
P08133 LVFDEYLK [iTRAQ_Nterm]LVFDEYLK[iTRAQ_K]2 212-‐219 4,933 657,883 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9407.9410.2Nuclei_fractions
P08133 MLVVLLQGTR[iTRAQ_Nterm]MLVVLLQGTR1 156-‐165 7,706 637,392 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9473.9476.2Nuclei_fractions
P08133 MLVVLLQGTR[iTRAQ_Nterm]M[Oxidation_M]LVVLLQGTR2 156-‐165 5,747 645,39 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7816.7819.2Nuclei_fractions
P08133 MTNYDVEHTIKK[iTRAQ_Nterm]M[Oxidation_M]TNYDVEHTIK[iTRAQ_K]K[iTRAQ_K]4 568-‐579 5,71 482,513 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3829.3832.4Nuclei_fractions
P08133 MTNYDVEHTIKK[iTRAQ_Nterm]M[Oxidation_M]TNYDVEHTIK[iTRAQ_K]K[iTRAQ_K]4 568-‐579 5,533 643,013 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3837.3840.3Nuclei_fractions
P08133 NKPLFFADK[iTRAQ_Nterm]NK[iTRAQ_K]PLFFADK[iTRAQ_K]3 598-‐606 4,85 756,451 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6141.6144.2Nuclei_fractions
P08133 RVFQEFIK [iTRAQ_Nterm]RVFQEFIK[iTRAQ_K]2 560-‐567 5,493 452,274 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6708.6711.3Nuclei_fractions
P08133 SEIDLLNIR [iTRAQ_Nterm]SEIDLLNIR1 629-‐637 6,663 608,855 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8390.8393.2Nuclei_fractions
P08133 SLEDALSSDTSGHFR[iTRAQ_Nterm]SLEDALSSDTSGHFR1 483-‐497 7,457 589,287 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7161.7164.3Nuclei_fractions
P08133 SLHQAIEGDTSGDFLK[iTRAQ_Nterm]SLHQAIEGDTSGDFLK[iTRAQ_K]2 647-‐662 9,034 669,355 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6518.6521.3Nuclei_fractions
P08133 TNEQMHQLVAAYK[iTRAQ_Nterm]TNEQM[Oxidation_M]HQLVAAYK[iTRAQ_K]3 122-‐134 5,434 612,988 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4237.4240.3Nuclei_fractions
P08133 VFQEFIK [iTRAQ_Nterm]VFQEFIK[iTRAQ_K]2 561-‐567 4,803 599,858 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8153.8156.2Nuclei_fractions
P08133 VFQEFIK [iTRAQ_Nterm]VFQEFIK[iTRAQ_K]2 561-‐567 4,78 599,857 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8290.8293.2Nuclei_fractions

ACLISLGYDVENDRQGEAEFNR[iTRAQ_Nterm]AC[Cys_CAM]LISLGYDVENDRQGEAEFNR2 792-‐813 6,663 900,767 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8357.8360.3Nuclei_fractions
AGTQIENIDEDFRDGLK[iTRAQ_Nterm]AGTQIENIDEDFRDGLK[iTRAQ_K]2 67-‐83 7,088 737,049 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7846.7849.3Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 115-‐122 5,307 576,847 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7348.7351.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 115-‐122 5,273 576,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7228.7231.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 115-‐122 4,847 576,847 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7403.7406.2Nuclei_fractions
ASFNHFDKDHGGALGPEEFK[iTRAQ_Nterm]ASFNHFDK[iTRAQ_K]DHGGALGPEEFK[iTRAQ_K]3 772-‐791 6,265 659,589 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5823.5826.4Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 422-‐432 8,151 751,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4632.4635.2Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 422-‐432 6,76 501,6 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4591.4594.3Nuclei_fractions
ASIHEAWTDGK[iTRAQ_Nterm]ASIHEAWTDGK[iTRAQ_K]2 422-‐432 5,791 501,6 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4347.4350.3Nuclei_fractions
CQLEINFNTLQTK[iTRAQ_Nterm]C[Cys_CAM]QLEINFNTLQTK[iTRAQ_K]3 351-‐363 7,515 633,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8272.8275.3Nuclei_fractions
DGLAFNALIHR[iTRAQ_Nterm]DGLAFNALIHR1 194-‐204 9,483 685,888 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7401.7404.2Nuclei_fractions
DGLAFNALIHR[iTRAQ_Nterm]DGLAFNALIHR1 194-‐204 8,705 457,595 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7386.7389.3Nuclei_fractions
EAILAIHK [iTRAQ_Nterm]EAILAIHK[iTRAQ_K]2 585-‐592 5,687 591,876 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5336.5339.2Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 153-‐166 7,428 609,332 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7544.7547.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 153-‐166 7,153 913,495 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7566.7569.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 396-‐406 7,607 783,408 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11072.11075.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 396-‐406 7,41 783,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11022.11025.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 396-‐406 6,589 783,406 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10987.10990.2Nuclei_fractions



GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 396-‐406 5,258 522,608 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11017.11020.3Nuclei_fractions
ICDQWDALGSLTHSR[iTRAQ_Nterm]IC[Cys_CAM]DQWDALGSLTHSR2 498-‐512 13,094 634,981 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8601.8604.3Nuclei_fractions
ICDQWDALGSLTHSR[iTRAQ_Nterm]IC[Cys_CAM]DQWDALGSLTHSR2 498-‐512 11,753 634,981 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8587.8590.3Nuclei_fractions
KDDPVTNLNNAFEVAEK[iTRAQ_Nterm]K[iTRAQ_K]DDPVTNLNNAFEVAEK[iTRAQ_K]3 217-‐233 8,378 779,426 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7342.7345.3Nuclei_fractions
LASDLLEWIR[iTRAQ_Nterm]LASDLLEWIR1 301-‐310 7,178 680,395 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12633.12636.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 84-‐95 7,637 511,634 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12782.12785.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LMLLLEVISGER1 84-‐95 7,344 758,951 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13021.13024.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 84-‐95 7,344 766,947 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12795.12798.2Nuclei_fractions
LSGSNPYTTVTPQIINSK[iTRAQ_Nterm]LSGSNPYTTVTPQIINSK[iTRAQ_K]2 605-‐622 9,598 736,742 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7535.7538.3Nuclei_fractions
LSGSNPYTTVTPQIINSK[iTRAQ_Nterm]LSGSNPYTTVTPQIINSK[iTRAQ_K]2 605-‐622 9,163 736,742 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7569.7572.3Nuclei_fractions
LSNRPAFMPSEGK[iTRAQ_Nterm]LSNRPAFM[Oxidation_M]PSEGK[iTRAQ_K]3 366-‐378 4,992 579,979 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4322.4325.3Nuclei_fractions
QFASQANVVGPWIQTK[iTRAQ_Nterm]QFASQANVVGPWIQTK[iTRAQ_K]2 653-‐668 8,843 688,049 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8515.8518.3Nuclei_fractions
QLEAIDQLHLEYAK[iTRAQ_Nterm]QLEAIDQLHLEYAK[iTRAQ_K]2 522-‐535 7,406 653,701 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8142.8145.3Nuclei_fractions
TINEVENQILTR[iTRAQ_Nterm]TINEVENQILTR1 746-‐757 10,894 787,438 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8121.8124.2Nuclei_fractions
TINEVENQILTR[iTRAQ_Nterm]TINEVENQILTR1 746-‐757 10,591 525,294 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8141.8144.3Nuclei_fractions
TIPWLEDRVPQK[iTRAQ_Nterm]TIPWLEDRVPQK[iTRAQ_K]2 312-‐323 6,323 590,678 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8151.8154.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 8,749 765,942 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11867.11870.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 8,542 765,943 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11918.11921.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 8,428 765,942 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10938.10941.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 8,029 510,964 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11946.11949.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 7,941 765,942 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11007.11010.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 7,389 765,943 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11360.11363.2Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 6,746 510,965 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10950.10953.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 6,342 510,965 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11875.11878.3Nuclei_fractions
VGWEQLLTTIAR[iTRAQ_Nterm]VGWEQLLTTIAR1 734-‐745 6,146 765,945 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12009.12012.2Nuclei_fractions
VLAGDKNFITAEELR[iTRAQ_Nterm]VLAGDK[iTRAQ_K]NFITAEELR2 854-‐868 8,693 982,562 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7609.7612.2Nuclei_fractions
VLAGDKNFITAEELR[iTRAQ_Nterm]VLAGDK[iTRAQ_K]NFITAEELR2 854-‐868 8,526 655,375 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7615.7618.3Nuclei_fractions
VLAGDKNFITAEELR[iTRAQ_Nterm]VLAGDK[iTRAQ_K]NFITAEELR2 854-‐868 6,776 655,374 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7567.7570.3Nuclei_fractions

P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 18-‐27 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 28-‐36 8,57 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7247.7250.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 28-‐36 8,103 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7198.7201.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 28-‐36 8,066 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7296.7299.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 28-‐36 8,028 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7226.7229.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 28-‐36 7,739 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7135.7138.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLTDYLMK[iTRAQ_Nterm]DLTDYLM[Oxidation_M]K[iTRAQ_K]3 183-‐190 6,33 651,845 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6928.6931.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTM[Oxidation_M]YPGIADR2 291-‐311 10,781 792,393 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8111.8114.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTM[Oxidation_M]YPGIADR2 291-‐311 9,497 792,394 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8166.8169.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTMYPGIADR1 291-‐311 8,76 1180,091 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9063.9066.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTM[Oxidation_M]YPGIADR2 291-‐311 8,689 1188,087 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8124.8127.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTMYPGIADR1 291-‐311 8,365 787,062 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9139.9142.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]DLYANTVLSGGTTM[Oxidation_M]YPGIADR2 291-‐311 6,936 792,394 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8195.8198.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 50-‐61 8,537 548,282 2012_02_21_FRF_OT_70_ANF_TMT_N_03.336.339.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 50-‐61 8,118 548,282 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3255.3258.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 315-‐325 7,722 725,415 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6135.6138.2Nuclei_fractions



P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 315-‐325 7,448 733,413 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5084.5087.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 315-‐325 6,541 725,416 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6295.6298.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 315-‐325 6,239 733,413 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4939.4942.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 315-‐325 5,742 733,414 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5152.5155.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 315-‐325 4,998 489,278 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5308.5311.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 315-‐325 4,993 489,279 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5145.5148.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7EKLCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]EK[iTRAQ_K]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]4 213-‐237 6,944 1080,543 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11969.11972.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 8,772 638,818 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4972.4975.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 8,422 638,818 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4841.4844.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 8,226 638,819 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4792.4795.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 8,145 638,819 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13647.13650.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 8,077 638,817 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4778.4781.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 7,892 638,82 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13735.13737.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 7,751 638,82 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13555.13557.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 7,52 638,819 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4715.4718.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 6,826 638,821 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12037.12040.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 6,493 426,215 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4813.4816.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 6,309 638,821 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13466.13468.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 5,899 638,82 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13831.13833.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7GYSFTTTAER[iTRAQ_Nterm]GYSFTTTAER1 196-‐205 5,517 638,817 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12430.12432.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 39-‐49 8,368 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.2750.2753.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 39-‐49 8,205 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.308.311.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 39-‐49 6,049 497,929 2012_02_21_FRF_OT_79_ANF_TMT_N_11.312.313.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7HQGVMVGMGQKDSYVGDEAQSK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]DSYVGDEAQSK[iTRAQ_K]5 39-‐60 5,115 704,602 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3610.3613.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IIAPPER [iTRAQ_Nterm]IIAPPER1 328-‐334 5,107 470,292 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13589.13591.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IIAPPER [iTRAQ_Nterm]IIAPPER1 328-‐334 4,884 470,297 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13498.13499.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IIAPPERK [iTRAQ_Nterm]IIAPPERK[iTRAQ_K]2 328-‐335 4,91 404,595 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3931.3934.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 84-‐94 8,692 830,429 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6267.6270.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 84-‐94 7,853 553,956 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6342.6345.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 84-‐94 7,671 553,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6363.6366.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 84-‐94 6,661 553,954 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6251.6254.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 12,314 883,128 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7180.7183.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 12,282 883,13 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7153.7156.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 12,052 883,126 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7209.7212.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 11,689 883,126 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7327.7330.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 11,394 883,128 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7298.7301.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 10,773 877,796 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7921.7924.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 10,555 883,128 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7233.7236.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 10,3 877,798 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8094.8097.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 10,216 877,796 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7955.7958.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 9,861 877,796 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8018.8021.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 9,823 877,797 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8109.8112.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 8,761 1324,187 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7094.7097.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 8,541 1324,188 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7143.7146.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 8,3 883,132 2012_02_21_FRF_OT_72_ANF_TMT_N_05.13683.13686.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 8,081 1324,186 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7067.7070.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 6,479 662,597 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7150.7153.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 6,377 662,598 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7275.7278.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 5,787 662,598 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7152.7155.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 5,613 662,598 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7297.7300.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 5,421 662,598 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7174.7177.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 5,352 662,598 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7240.7243.4Nuclei_fractions



P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTM[Oxidation_M]YPGIADR3 290-‐311 5,339 662,597 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7201.7204.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7KDLYANTVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANTVLSGGTTMYPGIADR2 290-‐311 5,133 658,599 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7934.7937.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 9,349 1419,706 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12836.12839.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 9,337 1419,693 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12884.12887.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 9,087 946,799 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12877.12880.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,717 946,803 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13996.13997.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,704 946,798 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13066.13069.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,695 946,8 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13032.13035.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,464 946,798 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13003.13006.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,4 946,793 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12503.12506.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 8,263 946,801 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13888.13890.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 215-‐237 8,051 1427,691 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9994.9997.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,859 946,802 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12926.12929.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,639 946,797 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13600.13603.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,349 946,805 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13747.13750.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,33 946,801 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12579.12582.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,292 710,35 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13052.13055.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 7,027 946,801 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11663.11666.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 6,963 710,35 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12933.12936.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 6,957 946,799 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12821.12824.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 215-‐237 6,423 952,129 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9944.9947.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 6,349 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13088.13091.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 5,86 710,348 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12551.12554.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 5,532 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13108.13111.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 5,511 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13712.13715.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 5,411 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13740.13743.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 5,22 710,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13895.13896.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 4,988 710,342 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11657.11660.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 4,948 710,346 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13431.13434.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 215-‐237 4,842 952,13 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10343.10346.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 215-‐237 4,812 710,352 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14034.14036.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 359-‐371 9,495 554,274 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4108.4111.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 359-‐371 5,931 554,276 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14201.14204.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 238-‐253 12,535 968,001 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9006.9009.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 238-‐253 11,152 968,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8805.8808.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 238-‐253 9,834 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9041.9044.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 238-‐253 8,819 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8840.8843.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 238-‐253 6,31 968,006 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14573.14574.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7TTGIVMDSGDGVTHTVPIYEGYALPHAILR[iTRAQ_Nterm]TTGIVMDSGDGVTHTVPIYEGYALPHAILR1 147-‐176 5,493 832,687 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9183.9186.4Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 8,668 748,095 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6971.6974.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 8,635 748,096 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7020.7023.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 8,388 748,095 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6853.6856.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 8,058 748,096 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6922.6925.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 8,033 748,096 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7111.7114.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 7,985 748,095 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6880.6883.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 7,411 1121,641 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7070.7073.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,786 1121,64 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6923.6926.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,564 1121,641 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7027.7030.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,495 1121,638 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6896.6899.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,493 1121,64 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7006.7009.2Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,315 748,098 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14098.14101.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,137 1121,641 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7056.7059.2Nuclei_fractions



P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 6,039 748,095 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14007.14010.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 4,997 748,096 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13909.13912.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7VAPEEHPVLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPVLLTEAPLNPK[iTRAQ_K]2 95-‐112 4,785 748,093 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13831.13832.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7YPIEHGIVTNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIVTNWDDMEK[iTRAQ_K]3 68-‐83 6,155 750,376 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8274.8277.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7YPIEHGIVTNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIVTNWDDM[Oxidation_M]EK[iTRAQ_K]4 68-‐83 5,987 755,71 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7244.7247.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7YPIEHGIVTNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIVTNWDDMEK[iTRAQ_K]3 68-‐83 5,934 750,377 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8357.8360.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7YPIEHGIVTNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIVTNWDDM[Oxidation_M]EK[iTRAQ_K]4 68-‐83 5,708 755,709 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7196.7199.3Nuclei_fractions
P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7YPIEHGIVTNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIVTNWDDMEK[iTRAQ_K]3 68-‐83 5,33 750,375 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8380.8383.3Nuclei_fractions

Q01082_ISOFORM_2,Q01082_ISOFORM_ShortEIGQSVDEVEK[iTRAQ_Nterm]EIGQSVDEVEK[iTRAQ_K]2 2044-‐2054 7,336 760,906 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4540.4543.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortEIGQSVDEVEK[iTRAQ_Nterm]EIGQSVDEVEK[iTRAQ_K]2 2044-‐2054 4,772 507,606 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4533.4536.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortFANSLVGVQQQLQAFNTYR[iTRAQ_Nterm]FANSLVGVQQQLQAFNTYR1 330-‐348 9,372 776,752 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9701.9704.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortFATDGEGYKPCDPQVIR[iTRAQ_Nterm]FATDGEGYK[iTRAQ_K]PC[Cys_CAM]DPQVIR3 594-‐610 5,34 747,712 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5649.5652.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortHQILEQAVEDYAETVHQLSK[iTRAQ_Nterm]HQILEQAVEDYAETVHQLSK[iTRAQ_K]2 1634-‐1653 6,204 657,348 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10520.10523.4Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortIDDIFER [iTRAQ_Nterm]IDDIFER1 1541-‐1547 5,836 526,28 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7552.7555.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortIHCLENVDK[iTRAQ_Nterm]IHC[Cys_CAM]LENVDK[iTRAQ_K]3 110-‐118 5,819 472,591 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4275.4278.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortITDLYTDLR[iTRAQ_Nterm]ITDLYTDLR1 75-‐83 6,04 627,348 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8336.8339.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLLEVLSGER[iTRAQ_Nterm]LLEVLSGER1 91-‐99 5,257 580,346 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9162.9165.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLQALDTGWNELHK[iTRAQ_Nterm]LQALDTGWNELHK[iTRAQ_K]2 1144-‐1156 10,735 605,001 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7956.7959.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLQQFLR [iTRAQ_Nterm]LQQFLR1 1064-‐1069 4,985 474,792 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7010.7013.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLTTLELLEVR[iTRAQ_Nterm]LTTLELLEVR1 2079-‐2088 6,787 665,908 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10297.10300.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLTTLELLEVR[iTRAQ_Nterm]LTTLELLEVR1 2079-‐2088 6,539 444,275 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10345.10348.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLVDTGDKFR[iTRAQ_Nterm]LVDTGDK[iTRAQ_K]FR2 1907-‐1915 5,26 446,927 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4728.4731.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortLVSQDNFGFDLPAVEAATK[iTRAQ_Nterm]LVSQDNFGFDLPAVEAATK[iTRAQ_K]2 444-‐462 6,099 770,744 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10604.10607.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortQLWGLLIEETEKR[iTRAQ_Nterm]QLWGLLIEETEK[iTRAQ_K]R2 1572-‐1584 8,873 635,036 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10561.10564.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortQLWGLLIEETEKR[iTRAQ_Nterm]QLWGLLIEETEK[iTRAQ_K]R2 1572-‐1584 8,004 635,038 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10519.10522.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortQNLLSQSHAYQQFLR[iTRAQ_Nterm]QNLLSQSHAYQQFLR1 1162-‐1176 9,892 659,686 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7625.7628.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTAASGIPYHSEVPVSLK[iTRAQ_Nterm]TAASGIPYHSEVPVSLK[iTRAQ_K]2 2242-‐2258 7,634 682,05 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6503.6506.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTAASGIPYHSEVPVSLK[iTRAQ_Nterm]TAASGIPYHSEVPVSLK[iTRAQ_K]2 2242-‐2258 6,957 682,049 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6524.6527.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTAASGIPYHSEVPVSLK[iTRAQ_Nterm]TAASGIPYHSEVPVSLK[iTRAQ_K]2 2242-‐2258 6,493 682,05 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6490.6493.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTAGYPNVNIHNFTTSWR[iTRAQ_Nterm]TAGYPNVNIHNFTTSWR1 187-‐203 9,017 708,025 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7997.8000.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTALPAQSAATLPAR[iTRAQ_Nterm]TALPAQSAATLPAR1 2178-‐2191 11,156 756,437 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4841.4844.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortTQILAASYELHK[iTRAQ_Nterm]TQILAASYELHK[iTRAQ_K]2 1798-‐1809 7,037 554,654 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6148.6151.3Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortVAVVNQIAR[iTRAQ_Nterm]VAVVNQIAR1 905-‐913 6,957 557,347 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4917.4920.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortVQAVVAVAR[iTRAQ_Nterm]VQAVVAVAR1 478-‐486 6,1 528,836 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4785.4788.2Nuclei_fractions
Q01082_ISOFORM_2,Q01082_ISOFORM_ShortVQAVVAVAR[iTRAQ_Nterm]VQAVVAVAR1 478-‐486 5,948 528,825 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4686.4689.2Nuclei_fractions

A6NNZ2,Q3ZCM7,A6NKZ8,Q99867AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTM[Oxidation_M]DSVR2 63-‐77 8,943 888,472 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7950.7953.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTMDSVR1 63-‐77 7,599 880,476 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9015.9018.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ALTVPELTQQVFDAK[iTRAQ_Nterm]ALTVPELTQQVFDAK[iTRAQ_K]2 283-‐297 8,325 650,039 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10688.10691.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ALTVPELTQQVFDAK[iTRAQ_Nterm]ALTVPELTQQVFDAK[iTRAQ_K]2 283-‐297 7,607 974,556 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10669.10672.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,288 704,381 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4908.4911.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,234 704,382 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5026.5029.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQMLNVQNK[iTRAQ_K]2 325-‐336 7,481 867,95 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5445.5448.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQM[Oxidation_M]LNVQNK[iTRAQ_K]3 325-‐336 6,583 584,301 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4248.4251.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 6,113 637,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7142.7145.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,592 637,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6795.6798.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,557 637,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6997.7000.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FWEVISDEHGIDPTGTYHGDSDLQLDR[iTRAQ_Nterm]FWEVISDEHGIDPTGTYHGDSDLQLDR1 20-‐46 6,437 812,382 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9293.9296.4Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVR[iTRAQ_Nterm]GHYTEGAELVDSVLDVVR1 104-‐121 7,555 701,7 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11281.11284.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 8,964 792,434 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10690.10693.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 6,128 594,577 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10667.10670.4Nuclei_fractions



A6NNZ2,Q3ZCM7,A6NKZ8,Q99867IREEYPDR [iTRAQ_Nterm]IREEYPDR1 155-‐162 5,507 407,884 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3437.3440.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 8,625 695,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7550.7553.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 7,303 695,351 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7669.7672.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISVYYNEATGGK[iTRAQ_Nterm]ISVYYNEATGGK[iTRAQ_K]2 47-‐58 7,329 795,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6276.6279.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISVYYNEATGGK[iTRAQ_Nterm]ISVYYNEATGGK[iTRAQ_K]2 47-‐58 7,158 795,427 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6435.6438.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNM[Oxidation_M]VPFPR2 253-‐262 6,896 652,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7234.7237.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNMVPFPR1 253-‐262 6,297 644,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8599.8602.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LHFFMPGFAPLTSR[iTRAQ_Nterm]LHFFM[Oxidation_M]PGFAPLTSR2 263-‐276 5,964 594,316 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8921.8924.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,819 956,819 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9597.9600.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,433 956,816 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9493.9496.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867MAVTFIGNSTAIQELFK[iTRAQ_Nterm]M[Oxidation_M]AVTFIGNSTAIQELFK[iTRAQ_K]3 363-‐379 6,597 725,4 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11183.11186.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 8,31 993,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9900.9903.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 7,863 993,024 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9805.9808.2Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,527 662,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9784.9787.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,515 662,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9887.9890.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 10,536 1029,519 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10615.10618.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 9,809 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10670.10673.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 8,538 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10579.10582.3Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 4,903 772,393 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10677.10680.4Nuclei_fractions
A6NNZ2,Q3ZCM7,A6NKZ8,Q99867YLTVAAVFR[iTRAQ_Nterm]YLTVAAVFR1 310-‐318 6,344 592,35 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9039.9042.2Nuclei_fractions

P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28AREQAEAEVASLNR[iTRAQ_Nterm]AREQAEAEVASLNR1 41-‐54 10,316 844,449 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4794.4797.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28AREQAEAEVASLNR[iTRAQ_Nterm]AREQAEAEVASLNR1 41-‐54 8,4 563,301 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4787.4790.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28CTKEEHLCTQR[iTRAQ_Nterm]C[Cys_CAM]TK[iTRAQ_K]EEHLC[Cys_CAM]TQR4 226-‐236 6,548 583,963 2012_02_21_FRF_OT_76_ANF_TMT_N_08.370.371.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28EQAEAEVASLNR[iTRAQ_Nterm]EQAEAEVASLNR1 43-‐54 8,775 730,878 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4710.4713.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28EQAEAEVASLNR[iTRAQ_Nterm]EQAEAEVASLNR1 43-‐54 6,556 487,587 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4730.4733.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28EQAEAEVASLNRR[iTRAQ_Nterm]EQAEAEVASLNRR1 43-‐55 7,145 539,621 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4536.4539.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 56-‐65 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 56-‐65 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 56-‐69 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 56-‐69 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQVLQQQADDAEER[iTRAQ_Nterm]IQVLQQQADDAEER1 14-‐27 10,125 893,957 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5697.5700.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQVLQQQADDAEER[iTRAQ_Nterm]IQVLQQQADDAEER1 14-‐27 8,4 596,307 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5704.5707.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28IQVLQQQADDAEERAER[iTRAQ_Nterm]IQVLQQQADDAEERAER1 14-‐30 7,089 715,037 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6138.6141.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KIQVLQQQADDAEER[iTRAQ_Nterm]K[iTRAQ_K]IQVLQQQADDAEER2 13-‐27 10,097 1030,058 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5088.5091.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KIQVLQQQADDAEER[iTRAQ_Nterm]K[iTRAQ_K]IQVLQQQADDAEER2 13-‐27 9,023 687,042 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5046.5049.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KIQVLQQQADDAEER[iTRAQ_Nterm]K[iTRAQ_K]IQVLQQQADDAEER2 13-‐27 8,895 687,041 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5060.5063.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KIQVLQQQADDAEER[iTRAQ_Nterm]K[iTRAQ_K]IQVLQQQADDAEER2 13-‐27 8,248 687,042 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5020.5023.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 132-‐142 6,838 786,985 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7299.7302.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 132-‐142 6,544 786,986 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7265.7268.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 132-‐142 5,633 524,993 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7243.7246.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 125-‐131 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 70-‐76 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 70-‐82 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions



P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 77-‐89 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LVIIEGDLER[iTRAQ_Nterm]LVIIEGDLER1 133-‐142 6,17 650,883 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8119.8122.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28LVIIEGDLERTEER[iTRAQ_Nterm]LVIIEGDLERTEER1 133-‐146 6,315 606,004 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7783.7786.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 55-‐65 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 55-‐65 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28TIDDLEDKLK[iTRAQ_Nterm]TIDDLEDK[iTRAQ_K]LK[iTRAQ_K]3 216-‐225 5,252 541,319 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6780.6783.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28TIDDLEDKLK[iTRAQ_Nterm]TIDDLEDK[iTRAQ_K]LK[iTRAQ_K]3 216-‐225 5,151 541,319 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6711.6714.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28TIDDLEDKLK[iTRAQ_Nterm]TIDDLEDK[iTRAQ_K]LK[iTRAQ_K]3 216-‐225 4,973 811,476 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6788.6791.2Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28TIDDLEDKLK[iTRAQ_Nterm]TIDDLEDK[iTRAQ_K]LK[iTRAQ_K]3 216-‐225 4,886 541,319 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6745.6748.3Nuclei_fractions
P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28TIDDLEDKLK[iTRAQ_Nterm]TIDDLEDK[iTRAQ_K]LK[iTRAQ_K]3 216-‐225 4,873 811,475 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6738.6741.2Nuclei_fractions

P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6AYTNFDAERDALNIETAIK[iTRAQ_Nterm]AYTNFDAERDALNIETAIK[iTRAQ_K]2 28-‐46 8,459 815,095 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8852.8855.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6AYTNFDAERDALNIETAIK[iTRAQ_Nterm]AYTNFDAERDALNIETAIK[iTRAQ_K]2 28-‐46 8,272 815,095 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8888.8891.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6AYTNFDAERDALNIETAIK[iTRAQ_Nterm]AYTNFDAERDALNIETAIK[iTRAQ_K]2 28-‐46 7,811 815,096 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8789.8792.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6AYTNFDAERDALNIETAIK[iTRAQ_Nterm]AYTNFDAERDALNIETAIK[iTRAQ_K]2 28-‐46 7,65 1222,139 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8818.8821.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6DALNIETAIK[iTRAQ_Nterm]DALNIETAIK[iTRAQ_K]2 37-‐46 7,154 688,405 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6661.6664.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6DALNIETAIK[iTRAQ_Nterm]DALNIETAIK[iTRAQ_K]2 37-‐46 5,976 459,272 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6640.6643.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6DIISDTSGDFRK[iTRAQ_Nterm]DIISDTSGDFRK[iTRAQ_K]2 157-‐168 8,338 547,961 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5541.5544.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6DIISDTSGDFRK[iTRAQ_Nterm]DIISDTSGDFRK[iTRAQ_K]2 157-‐168 8,034 821,439 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5592.5595.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6GDLENAFLNLVQCIQNK[iTRAQ_Nterm]GDLENAFLNLVQC[Cys_CAM]IQNK[iTRAQ_K]3 249-‐265 7,55 755,403 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13276.13279.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6GDLENAFLNLVQCIQNKPLYFADR[iTRAQ_Nterm]GDLENAFLNLVQC[Cys_CAM]IQNK[iTRAQ_K]PLYFADR3 249-‐272 9,885 1042,878 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12851.12854.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6GDLENAFLNLVQCIQNKPLYFADR[iTRAQ_Nterm]GDLENAFLNLVQC[Cys_CAM]IQNK[iTRAQ_K]PLYFADR3 249-‐272 6,13 782,411 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12846.12849.4Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6GVDEVTIVNILTNR[iTRAQ_Nterm]GVDEVTIVNILTNR1 49-‐62 8,645 562,988 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11009.11012.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6GVDEVTIVNILTNR[iTRAQ_Nterm]GVDEVTIVNILTNR1 49-‐62 8,539 843,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11008.11011.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 8,742 711,709 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5753.5756.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 8,272 711,709 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5486.5489.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 8,077 711,707 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5458.5461.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 7,553 711,708 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5774.5777.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 7,509 1067,062 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5612.5615.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 7,471 711,708 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5682.5685.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 7,081 1067,059 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5585.5588.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 6,364 1067,061 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5656.5659.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 5,124 534,033 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5696.5699.4Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 5,048 711,71 2012_02_21_FRF_OT_71_ANF_TMT_N_04.12905.12907.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6LSLEGDHSTPPSAYGSVK[iTRAQ_Nterm]LSLEGDHSTPPSAYGSVK[iTRAQ_K]2 10-‐27 4,981 711,709 2012_02_21_FRF_OT_71_ANF_TMT_N_04.13091.13093.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6QDIAFAYQR[iTRAQ_Nterm]QDIAFAYQR1 68-‐76 8,577 628,331 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5756.5759.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6QDIAFAYQR[iTRAQ_Nterm]QDIAFAYQR1 68-‐76 8,55 628,331 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5624.5627.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6QDIAFAYQR[iTRAQ_Nterm]QDIAFAYQR1 68-‐76 7,538 628,331 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5802.5805.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SALSGHLETVILGLLK[iTRAQ_Nterm]SALSGHLETVILGLLK[iTRAQ_K]2 88-‐103 8,142 970,094 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11084.11086.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SALSGHLETVILGLLK[iTRAQ_Nterm]SALSGHLETVILGLLK[iTRAQ_K]2 88-‐103 5,838 647,066 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11116.11119.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SLYYYIQQDTK[iTRAQ_Nterm]SLYYYIQQDTK[iTRAQ_K]2 313-‐323 7,237 855,456 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9160.9163.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SLYYYIQQDTK[iTRAQ_Nterm]SLYYYIQQDTK[iTRAQ_K]2 313-‐323 7,007 855,455 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9319.9322.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SLYYYIQQDTK[iTRAQ_Nterm]SLYYYIQQDTK[iTRAQ_K]2 313-‐323 6,014 570,638 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9313.9316.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SLYYYIQQDTK[iTRAQ_Nterm]SLYYYIQQDTK[iTRAQ_K]2 313-‐323 5,951 570,638 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9161.9164.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SNAQRQDIAFAYQR[iTRAQ_Nterm]SNAQRQDIAFAYQR1 63-‐76 6,916 604,648 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4812.4815.3Nuclei_fractions



P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIR[iTRAQ_Nterm]SYSPYDM[Oxidation_M]LESIR2 233-‐244 8,602 810,888 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7333.7336.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIR[iTRAQ_Nterm]SYSPYDMLESIR1 233-‐244 7,828 802,891 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10169.10172.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIR[iTRAQ_Nterm]SYSPYDMLESIR1 233-‐244 6,754 535,597 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10128.10131.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIRK[iTRAQ_Nterm]SYSPYDMLESIRK[iTRAQ_K]2 233-‐245 8,045 626,327 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9109.9112.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIRK[iTRAQ_Nterm]SYSPYDM[Oxidation_M]LESIRK[iTRAQ_K]3 233-‐245 6,993 631,661 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6715.6718.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIRK[iTRAQ_Nterm]SYSPYDM[Oxidation_M]LESIRK[iTRAQ_K]3 233-‐245 6,208 631,662 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6694.6697.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6SYSPYDMLESIRK[iTRAQ_Nterm]SYSPYDM[Oxidation_M]LESIRK[iTRAQ_K]3 233-‐245 5,575 631,661 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6666.6669.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,596 700,693 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8244.8247.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,455 1050,537 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8278.8281.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,423 700,694 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8271.8274.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,144 700,695 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8341.8344.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,143 700,694 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8320.8323.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TDLEKDIISDTSGDFR[iTRAQ_Nterm]TDLEK[iTRAQ_K]DIISDTSGDFR2 152-‐167 7,063 1050,538 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8321.8324.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TKGVDEVTIVNILTNR[iTRAQ_Nterm]TK[iTRAQ_K]GVDEVTIVNILTNR2 47-‐62 6,649 687,401 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9818.9821.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TPAQYDASELK[iTRAQ_Nterm]TPAQYDASELK[iTRAQ_K]2 104-‐114 7,682 755,905 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4824.4827.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6TPAQYDASELK[iTRAQ_Nterm]TPAQYDASELK[iTRAQ_K]2 104-‐114 6,467 504,271 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4836.4839.3Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6WISIMTER [iTRAQ_Nterm]WISIM[Oxidation_M]TER2 212-‐219 6,479 598,319 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7186.7189.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6WISIMTER [iTRAQ_Nterm]WISIM[Oxidation_M]TER2 212-‐219 5,572 598,32 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7181.7184.2Nuclei_fractions
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6WISIMTER [iTRAQ_Nterm]WISIMTER1 212-‐219 4,736 590,322 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9243.9246.2Nuclei_fractions

P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 19-‐28 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 29-‐37 8,57 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7247.7250.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 29-‐37 8,103 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7198.7201.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 29-‐37 8,066 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7296.7299.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 29-‐37 8,028 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7226.7229.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 29-‐37 7,739 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7135.7138.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1DLTDYLMK[iTRAQ_Nterm]DLTDYLM[Oxidation_M]K[iTRAQ_K]3 184-‐191 6,33 651,845 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6928.6931.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 51-‐62 8,537 548,282 2012_02_21_FRF_OT_70_ANF_TMT_N_03.336.339.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 51-‐62 8,118 548,282 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3255.3258.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 316-‐326 7,722 725,415 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6135.6138.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 316-‐326 7,448 733,413 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5084.5087.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 316-‐326 6,541 725,416 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6295.6298.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 316-‐326 6,239 733,413 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4939.4942.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 316-‐326 5,742 733,414 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5152.5155.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 316-‐326 4,998 489,278 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5308.5311.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 316-‐326 4,993 489,279 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5145.5148.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 197-‐206 8,643 637,827 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5749.5752.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 197-‐206 7,892 637,829 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5631.5634.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 197-‐206 7,366 637,828 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5829.5832.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 40-‐50 8,368 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.2750.2753.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 40-‐50 8,205 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.308.311.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 40-‐50 6,049 497,929 2012_02_21_FRF_OT_79_ANF_TMT_N_11.312.313.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1HQGVMVGMGQKDSYVGDEAQSK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]DSYVGDEAQSK[iTRAQ_K]5 40-‐61 5,115 704,602 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3610.3613.4Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IIAPPER [iTRAQ_Nterm]IIAPPER1 329-‐335 5,107 470,292 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13589.13591.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IIAPPER [iTRAQ_Nterm]IIAPPER1 329-‐335 4,884 470,297 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13498.13499.2Nuclei_fractions



P68032,P68133_CHAIN_0,P68133,Q562R1IIAPPERK [iTRAQ_Nterm]IIAPPERK[iTRAQ_K]2 329-‐336 4,91 404,595 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3931.3934.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 85-‐95 8,692 830,429 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6267.6270.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 85-‐95 7,853 553,956 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6342.6345.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 85-‐95 7,671 553,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6363.6366.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 85-‐95 6,661 553,954 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6251.6254.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 291-‐312 10,684 887,453 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6857.6860.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 291-‐312 9,094 887,458 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6907.6910.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 291-‐312 8,74 887,457 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6891.6894.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1LCYVALDFENEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFENEMATAASSSSLEK[iTRAQ_K]3 216-‐238 6,632 706,846 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12480.12483.4Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1LCYVALDFENEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFENEMATAASSSSLEK[iTRAQ_K]3 216-‐238 6,438 942,127 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12494.12497.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1QEYDEAGPSIVHR[iTRAQ_Nterm]QEYDEAGPSIVHR1 360-‐372 8,875 548,941 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4304.4307.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1QEYDEAGPSIVHR[iTRAQ_Nterm]QEYDEAGPSIVHR1 360-‐372 8,35 822,909 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4333.4336.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 239-‐254 12,535 968,001 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9006.9009.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 239-‐254 11,152 968,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8805.8808.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 239-‐254 9,834 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9041.9044.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 239-‐254 8,819 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8840.8843.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 239-‐254 6,31 968,006 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14573.14574.2Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 96-‐113 8,59 748,755 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6635.6638.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 96-‐113 6,511 748,755 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6649.6652.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 96-‐113 6,244 748,754 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6706.6709.3Nuclei_fractions
P68032,P68133_CHAIN_0,P68133,Q562R1YPIEHGIITNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIITNWDDM[Oxidation_M]EK[iTRAQ_K]4 69-‐84 6,241 760,381 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7777.7780.3Nuclei_fractions

ADLEMQIESLTEELAYLKK[iTRAQ_Nterm]ADLEM[Oxidation_M]QIESLTEELAYLK[iTRAQ_K]K[iTRAQ_K]4 267-‐285 8,372 891,496 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12766.12769.3Nuclei_fractions
ADLEMQIESLTEELAYLKK[iTRAQ_Nterm]ADLEM[Oxidation_M]QIESLTEELAYLK[iTRAQ_K]K[iTRAQ_K]4 267-‐285 5,957 668,866 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12760.12763.4Nuclei_fractions
AETECQNTEYQQLLDIK[iTRAQ_Nterm]AETEC[Cys_CAM]QNTEYQQLLDIK[iTRAQ_K]3 423-‐439 5,642 791,061 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8091.8094.3Nuclei_fractions
ALEESNYELEGK[iTRAQ_Nterm]ALEESNYELEGK[iTRAQ_K]2 166-‐177 8,648 835,43 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5291.5294.2Nuclei_fractions
ALEESNYELEGK[iTRAQ_Nterm]ALEESNYELEGK[iTRAQ_K]2 166-‐177 8,559 835,43 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5324.5327.2Nuclei_fractions
DAEAWFNEK[iTRAQ_Nterm]DAEAWFNEK[iTRAQ_K]2 335-‐343 4,72 699,353 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6991.6994.2Nuclei_fractions
GSLGGGFSSGGFSGGSFSR[iTRAQ_Nterm]GSLGGGFSSGGFSGGSFSR1 41-‐59 12,156 926,442 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7137.7140.2Nuclei_fractions
GSLGGGFSSGGFSGGSFSR[iTRAQ_Nterm]GSLGGGFSSGGFSGGSFSR1 41-‐59 7,075 617,964 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7129.7132.3Nuclei_fractions
GSSGGGCFGGSSGGYGGLGGFGGGSFR[iTRAQ_Nterm]GSSGGGC[Cys_CAM]FGGSSGGYGGLGGFGGGSFR2 60-‐86 9,082 1244,05 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7982.7985.2Nuclei_fractions
GSSGGGCFGGSSGGYGGLGGFGGGSFR[iTRAQ_Nterm]GSSGGGC[Cys_CAM]FGGSSGGYGGLGGFGGGSFR2 60-‐86 8,766 829,701 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7948.7951.3Nuclei_fractions
IRLENEIQTYR[iTRAQ_Nterm]IRLENEIQTYR1 440-‐450 6,586 526,963 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6162.6165.3Nuclei_fractions
LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 157-‐165 6,521 451,61 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7193.7196.3Nuclei_fractions
LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 157-‐165 5,626 676,913 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7213.7216.2Nuclei_fractions
LENEIQTYR[iTRAQ_Nterm]LENEIQTYR1 442-‐450 7,426 655,35 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5831.5834.2Nuclei_fractions
LKYENEVALR[iTRAQ_Nterm]LK[iTRAQ_K]YENEVALR2 236-‐245 4,933 508,3 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5294.5297.3Nuclei_fractions
NQILNLTTDNANILLQIDNAR[iTRAQ_Nterm]NQILNLTTDNANILLQIDNAR1 208-‐228 8,9 837,795 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11393.11396.3Nuclei_fractions
NQILNLTTDNANILLQIDNAR[iTRAQ_Nterm]NQILNLTTDNANILLQIDNAR1 208-‐228 7,391 837,796 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11359.11362.3Nuclei_fractions
NVQALEIELQSQLALK[iTRAQ_Nterm]NVQALEIELQSQLALK[iTRAQ_K]2 371-‐386 6,889 695,746 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11150.11153.3Nuclei_fractions
QSLEASLAETEGR[iTRAQ_Nterm]QSLEASLAETEGR1 387-‐399 10,306 767,896 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6004.6007.2Nuclei_fractions
QSVEADINGLRR[iTRAQ_Nterm]QSVEADINGLRR1 246-‐257 6,434 501,28 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5504.5507.3Nuclei_fractions
RVLDELTLTK[iTRAQ_Nterm]RVLDELTLTK[iTRAQ_K]2 257-‐266 5,38 492,64 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6821.6824.3Nuclei_fractions
SQYEQLAEQNRK[iTRAQ_Nterm]SQYEQLAEQNRK[iTRAQ_K]2 323-‐334 9,079 594,652 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3964.3967.3Nuclei_fractions
SQYEQLAEQNRK[iTRAQ_Nterm]SQYEQLAEQNRK[iTRAQ_K]2 323-‐334 7,493 594,652 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4020.4023.3Nuclei_fractions
SQYEQLAEQNRK[iTRAQ_Nterm]SQYEQLAEQNRK[iTRAQ_K]2 323-‐334 6,456 594,653 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3889.3892.3Nuclei_fractions
SQYEQLAEQNRK[iTRAQ_Nterm]SQYEQLAEQNRK[iTRAQ_K]2 323-‐334 6,22 594,652 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3876.3879.3Nuclei_fractions
SQYEQLAEQNRK[iTRAQ_Nterm]SQYEQLAEQNRK[iTRAQ_K]2 323-‐334 5,526 446,242 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3978.3981.4Nuclei_fractions
VLDELTLTK[iTRAQ_Nterm]VLDELTLTK[iTRAQ_K]2 258-‐266 7,686 660,405 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7902.7905.2Nuclei_fractions

ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 8,468 816,926 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4864.4867.2Nuclei_fractions
ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 6,08 544,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4837.4840.3Nuclei_fractions



CGDLEEELK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]3 190-‐198 5,513 690,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5347.5350.2Nuclei_fractions
CKQLEEEQQALQK[iTRAQ_Nterm]C[Cys_CAM]K[iTRAQ_K]QLEEEQQALQK[iTRAQ_K]4 36-‐48 6,321 688,713 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4681.4684.3Nuclei_fractions
GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 6,414 678,02 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5136.5139.3Nuclei_fractions
GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 6,384 678,02 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5121.5124.3Nuclei_fractions
GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 5,448 508,766 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5122.5125.4Nuclei_fractions
IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,812 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4647.4650.2Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,221 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4682.4685.3Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,088 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4661.4664.3Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,916 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4703.4706.2Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,322 583,651 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4710.4713.3Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 8,375 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4627.4630.3Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,518 437,991 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4656.4659.4Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,439 437,992 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4684.4687.4Nuclei_fractions
KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 4,746 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14244.14247.3Nuclei_fractions
KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 6,915 529,663 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7929.7932.3Nuclei_fractions
KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 5,194 793,992 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7931.7934.2Nuclei_fractions
KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,29 438,931 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9027.9030.3Nuclei_fractions
LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,163 657,891 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8978.8981.2Nuclei_fractions
QLEEEQQALQK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]2 38-‐48 6,247 544,639 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4603.4606.3Nuclei_fractions
QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,742 635,367 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4620.4623.3Nuclei_fractions
QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 6,935 635,366 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4674.4677.3Nuclei_fractions
QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 5,522 476,776 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4632.4635.4Nuclei_fractions
QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 4,891 476,777 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4660.4663.4Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions
SLEAQADKYSTK[iTRAQ_Nterm]SLEAQADK[iTRAQ_K]YSTK[iTRAQ_K]3 206-‐217 8,842 591,665 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4238.4241.3Nuclei_fractions
SLEAQADKYSTK[iTRAQ_Nterm]SLEAQADK[iTRAQ_K]YSTK[iTRAQ_K]3 206-‐217 6,269 591,666 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4259.4262.3Nuclei_fractions

P07951_ISOFORM_3ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 8,468 816,926 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4864.4867.2Nuclei_fractions



P07951_ISOFORM_3ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 6,08 544,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4837.4840.3Nuclei_fractions
P07951_ISOFORM_3CKQLEEEQQALQK[iTRAQ_Nterm]C[Cys_CAM]K[iTRAQ_K]QLEEEQQALQK[iTRAQ_K]4 36-‐48 6,321 688,713 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4681.4684.3Nuclei_fractions
P07951_ISOFORM_3GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 6,414 678,02 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5136.5139.3Nuclei_fractions
P07951_ISOFORM_3GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 6,384 678,02 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5121.5124.3Nuclei_fractions
P07951_ISOFORM_3GTEDEVEKYSESVK[iTRAQ_Nterm]GTEDEVEK[iTRAQ_K]YSESVK[iTRAQ_K]3 52-‐65 5,448 508,766 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5122.5125.4Nuclei_fractions
P07951_ISOFORM_3IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
P07951_ISOFORM_3IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
P07951_ISOFORM_3IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
P07951_ISOFORM_3IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,812 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4647.4650.2Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,221 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4682.4685.3Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,088 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4661.4664.3Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,916 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4703.4706.2Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,322 583,651 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4710.4713.3Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 8,375 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4627.4630.3Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,518 437,991 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4656.4659.4Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,439 437,992 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4684.4687.4Nuclei_fractions
P07951_ISOFORM_3KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 4,746 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14244.14247.3Nuclei_fractions
P07951_ISOFORM_3KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 6,915 529,663 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7929.7932.3Nuclei_fractions
P07951_ISOFORM_3KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 5,194 793,992 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7931.7934.2Nuclei_fractions
P07951_ISOFORM_3KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
P07951_ISOFORM_3LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
P07951_ISOFORM_3LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
P07951_ISOFORM_3LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
P07951_ISOFORM_3LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,29 438,931 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9027.9030.3Nuclei_fractions
P07951_ISOFORM_3LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,163 657,891 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8978.8981.2Nuclei_fractions
P07951_ISOFORM_3QLEEEQQALQK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]2 38-‐48 6,247 544,639 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4603.4606.3Nuclei_fractions
P07951_ISOFORM_3QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,742 635,367 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4620.4623.3Nuclei_fractions
P07951_ISOFORM_3QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 6,935 635,366 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4674.4677.3Nuclei_fractions
P07951_ISOFORM_3QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 5,522 476,776 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4632.4635.4Nuclei_fractions
P07951_ISOFORM_3QLEEEQQALQKK[iTRAQ_Nterm]QLEEEQQALQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 4,891 476,777 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4660.4663.4Nuclei_fractions
P07951_ISOFORM_3RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
P07951_ISOFORM_3RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions
P07951_ISOFORM_3SLMASEEEYSTK[iTRAQ_Nterm]SLMASEEEYSTK[iTRAQ_K]2 206-‐217 8,303 831,911 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5381.5384.2Nuclei_fractions
P07951_ISOFORM_3SLMASEEEYSTK[iTRAQ_Nterm]SLM[Oxidation_M]ASEEEYSTK[iTRAQ_K]3 206-‐217 7,828 839,908 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4534.4537.2Nuclei_fractions
P07951_ISOFORM_3TIDDLEETLASAK[iTRAQ_Nterm]TIDDLEETLASAK[iTRAQ_K]2 252-‐264 6,039 565,307 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9442.9445.3Nuclei_fractions



P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
P62736_CHAIN_0AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 21-‐30 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
P62736_CHAIN_0AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 31-‐39 8,57 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7247.7250.2Nuclei_fractions
P62736_CHAIN_0AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 31-‐39 8,103 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7198.7201.2Nuclei_fractions
P62736_CHAIN_0AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 31-‐39 8,066 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7296.7299.2Nuclei_fractions
P62736_CHAIN_0AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 31-‐39 8,028 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7226.7229.2Nuclei_fractions
P62736_CHAIN_0AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 31-‐39 7,739 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7135.7138.2Nuclei_fractions
P62736_CHAIN_0DLTDYLMK[iTRAQ_Nterm]DLTDYLM[Oxidation_M]K[iTRAQ_K]3 186-‐193 6,33 651,845 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6928.6931.2Nuclei_fractions
P62736_CHAIN_0DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 53-‐64 8,537 548,282 2012_02_21_FRF_OT_70_ANF_TMT_N_03.336.339.3Nuclei_fractions
P62736_CHAIN_0DSYVGDEAQSKR[iTRAQ_Nterm]DSYVGDEAQSK[iTRAQ_K]R2 53-‐64 8,118 548,282 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3255.3258.3Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 318-‐328 7,722 725,415 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6135.6138.2Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 318-‐328 7,448 733,413 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5084.5087.2Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTMK[iTRAQ_K]2 318-‐328 6,541 725,416 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6295.6298.2Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 318-‐328 6,239 733,413 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4939.4942.2Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 318-‐328 5,742 733,414 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5152.5155.2Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 318-‐328 4,998 489,278 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5308.5311.3Nuclei_fractions
P62736_CHAIN_0EITALAPSTMK[iTRAQ_Nterm]EITALAPSTM[Oxidation_M]K[iTRAQ_K]3 318-‐328 4,993 489,279 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5145.5148.3Nuclei_fractions
P62736_CHAIN_0GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 199-‐208 8,643 637,827 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5749.5752.2Nuclei_fractions
P62736_CHAIN_0GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 199-‐208 7,892 637,829 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5631.5634.2Nuclei_fractions
P62736_CHAIN_0GYSFVTTAER[iTRAQ_Nterm]GYSFVTTAER1 199-‐208 7,366 637,828 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5829.5832.2Nuclei_fractions
P62736_CHAIN_0HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 42-‐52 8,368 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.2750.2753.3Nuclei_fractions
P62736_CHAIN_0HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 42-‐52 8,205 497,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.308.311.3Nuclei_fractions
P62736_CHAIN_0HQGVMVGMGQK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]4 42-‐52 6,049 497,929 2012_02_21_FRF_OT_79_ANF_TMT_N_11.312.313.3Nuclei_fractions
P62736_CHAIN_0HQGVMVGMGQKDSYVGDEAQSK[iTRAQ_Nterm]HQGVM[Oxidation_M]VGM[Oxidation_M]GQK[iTRAQ_K]DSYVGDEAQSK[iTRAQ_K]5 42-‐63 5,115 704,602 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3610.3613.4Nuclei_fractions
P62736_CHAIN_0IIAPPER [iTRAQ_Nterm]IIAPPER1 331-‐337 5,107 470,292 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13589.13591.2Nuclei_fractions
P62736_CHAIN_0IIAPPER [iTRAQ_Nterm]IIAPPER1 331-‐337 4,884 470,297 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13498.13499.2Nuclei_fractions
P62736_CHAIN_0IIAPPERK [iTRAQ_Nterm]IIAPPERK[iTRAQ_K]2 331-‐338 4,91 404,595 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3931.3934.3Nuclei_fractions
P62736_CHAIN_0KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 293-‐314 10,684 887,453 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6857.6860.3Nuclei_fractions
P62736_CHAIN_0KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 293-‐314 9,094 887,458 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6907.6910.3Nuclei_fractions
P62736_CHAIN_0KDLYANNVLSGGTTMYPGIADR[iTRAQ_Nterm]K[iTRAQ_K]DLYANNVLSGGTTM[Oxidation_M]YPGIADR3 293-‐314 8,74 887,457 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6891.6894.3Nuclei_fractions
P62736_CHAIN_0LCYVALDFENEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFENEMATAASSSSLEK[iTRAQ_K]3 218-‐240 6,632 706,846 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12480.12483.4Nuclei_fractions
P62736_CHAIN_0LCYVALDFENEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFENEMATAASSSSLEK[iTRAQ_K]3 218-‐240 6,438 942,127 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12494.12497.3Nuclei_fractions
P62736_CHAIN_0QEYDEAGPSIVHR[iTRAQ_Nterm]QEYDEAGPSIVHR1 362-‐374 8,875 548,941 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4304.4307.3Nuclei_fractions
P62736_CHAIN_0QEYDEAGPSIVHR[iTRAQ_Nterm]QEYDEAGPSIVHR1 362-‐374 8,35 822,909 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4333.4336.2Nuclei_fractions
P62736_CHAIN_0SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 241-‐256 12,535 968,001 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9006.9009.2Nuclei_fractions
P62736_CHAIN_0SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 241-‐256 11,152 968,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8805.8808.2Nuclei_fractions
P62736_CHAIN_0SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 241-‐256 9,834 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9041.9044.3Nuclei_fractions
P62736_CHAIN_0SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 241-‐256 8,819 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8840.8843.3Nuclei_fractions
P62736_CHAIN_0SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 241-‐256 6,31 968,006 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14573.14574.2Nuclei_fractions
P62736_CHAIN_0VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 98-‐115 8,59 748,755 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6635.6638.3Nuclei_fractions
P62736_CHAIN_0VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 98-‐115 6,511 748,755 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6649.6652.3Nuclei_fractions
P62736_CHAIN_0VAPEEHPTLLTEAPLNPK[iTRAQ_Nterm]VAPEEHPTLLTEAPLNPK[iTRAQ_K]2 98-‐115 6,244 748,754 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6706.6709.3Nuclei_fractions
P62736_CHAIN_0YPIEHGIITNWDDMEK[iTRAQ_Nterm]YPIEH[METH_core]GIITNWDDM[Oxidation_M]EK[iTRAQ_K]4 71-‐86 6,241 760,381 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7777.7780.3Nuclei_fractions

P14618 AGKPVICATQMLESMIK[iTRAQ_Nterm]AGK[iTRAQ_K]PVIC[Cys_CAM]ATQM[Oxidation_M]LESM[Oxidation_M]IK[iTRAQ_K]6 319-‐335 7,209 781,094 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7136.7139.3Nuclei_fractions
P14618 APIIAVTR [iTRAQ_Nterm]APIIAVTR1 447-‐454 7,022 492,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5057.5060.2Nuclei_fractions



P14618 CCSGAIIVLTK[iTRAQ_Nterm]C[Cys_CAM]C[Cys_CAM]SGAIIVLTK[iTRAQ_K]4 422-‐432 7,937 755,424 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6899.6902.2Nuclei_fractions
P14618 FGVEQDVDMVFASFIR[iTRAQ_Nterm]FGVEQDVDM[Oxidation_M]VFASFIR2 230-‐245 7,622 674,004 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13339.13342.3Nuclei_fractions
P14618 GDLGIEIPAEK[iTRAQ_Nterm]GDLGIEIPAEK[iTRAQ_K]2 294-‐304 6,045 715,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6584.6587.2Nuclei_fractions
P14618 GIFPVLCK [iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]3 467-‐474 5,959 611,366 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8885.8888.2Nuclei_fractions
P14618 GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 467-‐488 8,638 949,163 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11043.11046.3Nuclei_fractions
P14618 GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 467-‐488 7,714 949,164 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10982.10985.3Nuclei_fractions
P14618 GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 467-‐488 5,258 712,125 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10996.10999.4Nuclei_fractions
P14618 GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 467-‐488 5,044 712,125 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11044.11047.4Nuclei_fractions
P14618 GVNLPGAAVDLPAVSEK[iTRAQ_Nterm]GVNLPGAAVDLPAVSEK[iTRAQ_K]2 207-‐223 7,588 642,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8162.8165.3Nuclei_fractions
P14618 GVNLPGAAVDLPAVSEK[iTRAQ_Nterm]GVNLPGAAVDLPAVSEK[iTRAQ_K]2 207-‐223 6,058 642,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8226.8229.3Nuclei_fractions
P14618 IYVDDGLISLQVK[iTRAQ_Nterm]IYVDDGLISLQVK[iTRAQ_K]2 173-‐185 6,75 876,013 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9678.9681.2Nuclei_fractions
P14618 KGDVVIVLTGWR[iTRAQ_Nterm]K[iTRAQ_K]GDVVIVLTGWR2 504-‐515 5,945 544,332 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9125.9128.3Nuclei_fractions
P14618 KGVNLPGAAVDLPAVSEK[iTRAQ_Nterm]K[iTRAQ_K]GVNLPGAAVDLPAVSEK[iTRAQ_K]3 206-‐223 7,426 733,102 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7053.7056.3Nuclei_fractions
P14618 KGVNLPGAAVDLPAVSEK[iTRAQ_Nterm]K[iTRAQ_K]GVNLPGAAVDLPAVSEK[iTRAQ_K]3 206-‐223 6,819 733,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7087.7090.3Nuclei_fractions
P14618 LAPITSDPTEATAVGAVEASFK[iTRAQ_Nterm]LAPITSDPTEATAVGAVEASFK[iTRAQ_K]2 400-‐421 8,34 821,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10196.10199.3Nuclei_fractions
P14618 LAPITSDPTEATAVGAVEASFK[iTRAQ_Nterm]LAPITSDPTEATAVGAVEASFK[iTRAQ_K]2 400-‐421 7,951 1232,166 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10177.10180.2Nuclei_fractions
P14618 LAPITSDPTEATAVGAVEASFK[iTRAQ_Nterm]LAPITSDPTEATAVGAVEASFK[iTRAQ_K]2 400-‐421 7,216 821,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10126.10129.3Nuclei_fractions
P14618 LAPITSDPTEATAVGAVEASFK[iTRAQ_Nterm]LAPITSDPTEATAVGAVEASFK[iTRAQ_K]2 400-‐421 7,211 821,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10224.10227.3Nuclei_fractions
P14618 LAPITSDPTEATAVGAVEASFK[iTRAQ_Nterm]LAPITSDPTEATAVGAVEASFK[iTRAQ_K]2 400-‐421 5,492 821,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10267.10270.3Nuclei_fractions
P14618 LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 32-‐42 7,751 671,378 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6346.6349.2Nuclei_fractions
P14618 LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 32-‐42 6,201 671,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6319.6322.2Nuclei_fractions
P14618 LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 32-‐42 5,042 671,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6305.6308.2Nuclei_fractions
P14618 LNFSHGTHEYHAETIK[iTRAQ_Nterm]LNFSHGTHEYHAETIK[iTRAQ_K]2 73-‐88 5,38 543,783 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4456.4459.4Nuclei_fractions
P14618 NTGIICTIGPASR[iTRAQ_Nterm]NTGIIC[Cys_CAM]TIGPASR2 43-‐55 9,648 752,408 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5771.5774.2Nuclei_fractions
P14618 NTGIICTIGPASR[iTRAQ_Nterm]NTGIIC[Cys_CAM]TIGPASR2 43-‐55 4,992 501,941 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5772.5775.3Nuclei_fractions
P14618 TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 92-‐114 6,351 689,13 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10079.10082.4Nuclei_fractions
P14618 TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 92-‐114 6,174 918,516 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10060.10063.3Nuclei_fractions
P14618 TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 92-‐114 5,459 918,515 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10150.10153.3Nuclei_fractions
P14618 VNFAMNVGK[iTRAQ_Nterm]VNFAM[Oxidation_M]NVGK[iTRAQ_K]3 489-‐497 5,931 642,356 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5204.5207.2Nuclei_fractions
P14618 VNFAMNVGK[iTRAQ_Nterm]VNFAM[Oxidation_M]NVGK[iTRAQ_K]3 489-‐497 4,996 428,572 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5239.5242.3Nuclei_fractions

Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4ANVTVLDTQIR[iTRAQ_Nterm]ANVTVLDTQIR1 700-‐710 7,98 687,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6241.6244.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4ANVTVLDTQIR[iTRAQ_Nterm]ANVTVLDTQIR1 700-‐710 7,42 687,399 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6416.6419.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4DHYIPNTLNPVFGR[iTRAQ_Nterm]DHYIPNTLNPVFGR1 1578-‐1591 5,737 596,316 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7582.7585.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4DQLRPTQLLQNVAR[iTRAQ_Nterm]DQLRPTQLLQNVAR1 1656-‐1669 8,614 599,346 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7107.7110.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4GIPLDFSSSLGIIVK[iTRAQ_Nterm]GIPLDFSSSLGIIVK[iTRAQ_K]2 56-‐70 5,187 612,036 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11106.11109.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4GPVGTVSEAQLAR[iTRAQ_Nterm]GPVGTVSEAQLAR1 168-‐180 9,502 714,906 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5149.5152.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4ILVELATFLEK[iTRAQ_Nterm]ILVELATFLEK[iTRAQ_K]2 524-‐534 5,314 521,992 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12963.12966.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4KVDNELNPVWNEILEFDLR[iTRAQ_Nterm]K[iTRAQ_K]VDNELNPVWNEILEFDLR2 37-‐55 7,959 877,805 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12438.12441.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4LIGTATVALK[iTRAQ_Nterm]LIGTATVALK[iTRAQ_K]2 80-‐89 4,975 425,614 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7290.7293.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4LISLLNEK [iTRAQ_Nterm]LISLLNEK[iTRAQ_K]2 103-‐110 5,907 609,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8780.8783.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4LQTNIEALK[iTRAQ_Nterm]LQTNIEALK[iTRAQ_K]2 654-‐662 5,818 659,404 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6675.6678.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4LTIYDWDR [iTRAQ_Nterm]LTIYDWDR1 440-‐447 7,197 613,319 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8644.8647.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4NANPEWNQVVNLQIK[iTRAQ_Nterm]NANPEWNQVVNLQIK[iTRAQ_K]2 416-‐430 6,728 685,713 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8775.8778.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4SIFSPVVK [iTRAQ_Nterm]SIFSPVVK[iTRAQ_K]2 1217-‐1224 5,054 582,865 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7297.7300.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4SIFSPVVK [iTRAQ_Nterm]SIFSPVVK[iTRAQ_K]2 1217-‐1224 4,969 582,864 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7282.7285.2Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4SLSQIHEAAVR[iTRAQ_Nterm]SLSQIHEAAVR1 716-‐726 7,454 452,257 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4214.4217.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4SLSQIHEAAVR[iTRAQ_Nterm]SLSQIHEAAVR1 716-‐726 5,531 452,257 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4187.4190.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4TLHSTFQPNISQGK[iTRAQ_Nterm]TLHSTFQPNISQGK[iTRAQ_K]2 1733-‐1746 7,766 616,007 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4965.4968.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4TQGLVPEHVETR[iTRAQ_Nterm]TQGLVPEHVETR1 1721-‐1732 7,398 503,944 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4114.4117.3Nuclei_fractions
Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4VGETIIDLENR[iTRAQ_Nterm]VGETIIDLENR1 1621-‐1631 8,444 701,887 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7496.7499.2Nuclei_fractions



P09493_ISOFORM_5ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 8,468 816,926 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4864.4867.2Nuclei_fractions
P09493_ISOFORM_5ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 6,08 544,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4837.4840.3Nuclei_fractions
P09493_ISOFORM_5CAELEEELK[iTRAQ_Nterm]C[Cys_CAM]AELEEELK[iTRAQ_K]3 190-‐198 6,208 704,865 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5529.5532.2Nuclei_fractions
P09493_ISOFORM_5IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
P09493_ISOFORM_5IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
P09493_ISOFORM_5IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
P09493_ISOFORM_5IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,812 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4647.4650.2Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,221 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4682.4685.3Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,088 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4661.4664.3Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,916 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4703.4706.2Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,322 583,651 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4710.4713.3Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 8,375 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4627.4630.3Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,518 437,991 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4656.4659.4Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,439 437,992 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4684.4687.4Nuclei_fractions
P09493_ISOFORM_5KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 4,746 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14244.14247.3Nuclei_fractions
P09493_ISOFORM_5KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 7,828 801,989 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7481.7484.2Nuclei_fractions
P09493_ISOFORM_5KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 7,16 801,988 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7412.7415.2Nuclei_fractions
P09493_ISOFORM_5KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 6,246 534,995 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7404.7407.3Nuclei_fractions
P09493_ISOFORM_5KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
P09493_ISOFORM_5LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
P09493_ISOFORM_5LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
P09493_ISOFORM_5LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
P09493_ISOFORM_5LVIIESDLER[iTRAQ_Nterm]LVIIESDLER1 169-‐178 7,536 665,888 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8223.8226.2Nuclei_fractions
P09493_ISOFORM_5LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 7,722 606,003 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8796.8799.3Nuclei_fractions
P09493_ISOFORM_5LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 6,485 606,003 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8700.8703.3Nuclei_fractions
P09493_ISOFORM_5LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 6,148 908,503 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8726.8729.2Nuclei_fractions
P09493_ISOFORM_5QLEDELVSLQK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]2 38-‐48 7,383 795,451 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7895.7898.2Nuclei_fractions
P09493_ISOFORM_5QLEDELVSLQK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]2 38-‐48 6,522 530,638 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7908.7911.3Nuclei_fractions
P09493_ISOFORM_5QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,699 621,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7461.7464.3Nuclei_fractions
P09493_ISOFORM_5QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,053 621,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7489.7492.3Nuclei_fractions
P09493_ISOFORM_5QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 5,322 466,281 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7503.7506.4Nuclei_fractions
P09493_ISOFORM_5RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
P09493_ISOFORM_5RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions

P09493_ISOFORM_4,P09493_ISOFORM_2ALMAAEDKYSQK[iTRAQ_Nterm]ALM[Oxidation_M]AAEDK[iTRAQ_K]YSQK[iTRAQ_K]4 206-‐217 6,031 601,662 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4776.4779.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2ALMAAEDKYSQK[iTRAQ_Nterm]ALM[Oxidation_M]AAEDK[iTRAQ_K]YSQK[iTRAQ_K]4 206-‐217 4,864 601,663 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4671.4674.3Nuclei_fractions



P09493_ISOFORM_4,P09493_ISOFORM_2ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 8,468 816,926 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4864.4867.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2ATDAEADVASLNRR[iTRAQ_Nterm]ATDAEADVASLNRR1 78-‐91 6,08 544,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4837.4840.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,812 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4647.4650.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,221 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4682.4685.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 11,088 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4661.4664.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,916 874,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4703.4706.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 9,322 583,651 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4710.4713.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 8,375 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4627.4630.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,518 437,991 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4656.4659.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 6,439 437,992 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4684.4687.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KATDAEADVASLNR[iTRAQ_Nterm]K[iTRAQ_K]ATDAEADVASLNR2 77-‐90 4,746 583,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14244.14247.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 7,828 801,989 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7481.7484.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 7,16 801,988 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7412.7415.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KLVIIESDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIESDLER2 168-‐178 6,246 534,995 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7404.7407.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LVIIESDLER[iTRAQ_Nterm]LVIIESDLER1 169-‐178 7,536 665,888 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8223.8226.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 7,722 606,003 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8796.8799.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 6,485 606,003 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8700.8703.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2LVIIESDLERAEER[iTRAQ_Nterm]LVIIESDLERAEER1 169-‐182 6,148 908,503 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8726.8729.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2QLEDELVSLQK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]2 38-‐48 7,383 795,451 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7895.7898.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2QLEDELVSLQK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]2 38-‐48 6,522 530,638 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7908.7911.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,699 621,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7461.7464.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 7,053 621,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7489.7492.3Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2QLEDELVSLQKK[iTRAQ_Nterm]QLEDELVSLQK[iTRAQ_K]K[iTRAQ_K]3 38-‐49 5,322 466,281 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7503.7506.4Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
P09493_ISOFORM_4,P09493_ISOFORM_2RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions

AGALQCSPSDAYTKK[iTRAQ_Nterm]AGALQC[Cys_CAM]SPSDAYTK[iTRAQ_K]K[iTRAQ_K]4 1934-‐1948 7,479 677,029 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4140.4143.3Nuclei_fractions
ALSTDPAAPNLK[iTRAQ_Nterm]ALSTDPAAPNLK[iTRAQ_K]2 1321-‐1332 7,028 743,442 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4891.4894.2Nuclei_fractions
AVASAAAALVLK[iTRAQ_Nterm]AVASAAAALVLK[iTRAQ_K]2 674-‐685 4,894 458,297 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8423.8426.3Nuclei_fractions



AVSSAIAQLLGEVAQGNENYAGIAAR[iTRAQ_Nterm]AVSSAIAQLLGEVAQGNENYAGIAAR1 1097-‐1122 8,819 906,486 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12705.12708.3Nuclei_fractions
AVSSAIAQLLGEVAQGNENYAGIAAR[iTRAQ_Nterm]AVSSAIAQLLGEVAQGNENYAGIAAR1 1097-‐1122 6,604 1359,222 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12720.12723.2Nuclei_fractions
GLAGAVSELLR[iTRAQ_Nterm]GLAGAVSELLR1 614-‐624 7,821 615,371 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10798.10801.2Nuclei_fractions
GLAGAVSELLR[iTRAQ_Nterm]GLAGAVSELLR1 614-‐624 7,633 615,371 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10819.10822.2Nuclei_fractions
IGITNHDEYSLVR[iTRAQ_Nterm]IGITNHDEYSLVR1 119-‐131 6,293 554,297 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6258.6261.3Nuclei_fractions
ISIGNVVK [iTRAQ_Nterm]ISIGNVVK[iTRAQ_K]2 8-‐15 6,317 559,362 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6451.6454.2Nuclei_fractions
ISIGNVVK [iTRAQ_Nterm]ISIGNVVK[iTRAQ_K]2 8-‐15 4,762 559,362 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6507.6510.2Nuclei_fractions
LAQAAQSSVATITR[iTRAQ_Nterm]LAQAAQSSVATITR1 2044-‐2057 9,302 520,966 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6590.6593.3Nuclei_fractions
LLAALLEDEGGSGRPLLQAAK[iTRAQ_Nterm]LLAALLEDEGGSGRPLLQAAK[iTRAQ_K]2 593-‐613 6,994 804,137 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10624.10627.3Nuclei_fractions
LNEAAAGLNQAATELVQASR[iTRAQ_Nterm]LNEAAAGLNQAATELVQASR1 1242-‐1261 7,847 724,389 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10724.10727.3Nuclei_fractions
NLGTALAELR[iTRAQ_Nterm]NLGTALAELR1 1026-‐1035 7,918 601,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8486.8489.2Nuclei_fractions
SIAAATSALVK[iTRAQ_Nterm]SIAAATSALVK[iTRAQ_K]2 2351-‐2361 6,296 440,61 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6961.6964.3Nuclei_fractions
TLAESALQLLYTAK[iTRAQ_Nterm]TLAESALQLLYTAK[iTRAQ_K]2 1767-‐1780 5,668 604,025 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12100.12103.3Nuclei_fractions
VQELGHGCAALVTK[iTRAQ_Nterm]VQELGHGC[Cys_CAM]AALVTK[iTRAQ_K]3 1920-‐1933 4,722 590,996 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5195.5198.3Nuclei_fractions
VSHVLAALQAGNR[iTRAQ_Nterm]VSHVLAALQAGNR1 1961-‐1973 9,283 493,955 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6519.6522.3Nuclei_fractions
VVAPTISSPVCQEQLVEAGR[iTRAQ_Nterm]VVAPTISSPVC[Cys_CAM]QEQLVEAGR2 722-‐741 9,254 762,076 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7581.7584.3Nuclei_fractions

P04843 ALTSEIALLQSR[iTRAQ_Nterm]ALTSEIALLQSR1 502-‐513 9,349 723,428 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9056.9059.2Nuclei_fractions
P04843 ALTSEIALLQSR[iTRAQ_Nterm]ALTSEIALLQSR1 502-‐513 9,083 723,426 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9179.9182.2Nuclei_fractions
P04843 ALTSEIALLQSR[iTRAQ_Nterm]ALTSEIALLQSR1 502-‐513 7,895 482,62 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9069.9072.3Nuclei_fractions
P04843 ALTSEIALLQSR[iTRAQ_Nterm]ALTSEIALLQSR1 502-‐513 7,469 482,62 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9187.9190.3Nuclei_fractions
P04843 APDELHYTYLDTFGRPVIVAYK[iTRAQ_Nterm]APDELHYTYLDTFGRPVIVAYK[iTRAQ_K]2 369-‐390 5,137 714,888 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8882.8885.4Nuclei_fractions
P04843 ATSFLLALEPELEAR[iTRAQ_Nterm]ATSFLLALEPELEAR1 43-‐57 8,212 902,506 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12038.12041.2Nuclei_fractions
P04843 ATSFLLALEPELEAR[iTRAQ_Nterm]ATSFLLALEPELEAR1 43-‐57 6,918 602,003 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12030.12033.3Nuclei_fractions
P04843 DVPAYSQDTFK[iTRAQ_Nterm]DVPAYSQDTFK[iTRAQ_K]2 182-‐192 7,185 779,901 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5317.5320.2Nuclei_fractions
P04843 FPLFGGWK[iTRAQ_Nterm]FPLFGGWK[iTRAQ_K]2 297-‐304 6,054 413,909 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10698.10701.3Nuclei_fractions
P04843 FVDHVFDEQVIDSLTVK[iTRAQ_Nterm]FVDHVFDEQVIDSLTVK[iTRAQ_K]2 332-‐348 6,364 760,409 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10093.10096.3Nuclei_fractions
P04843 IDHILDAL [iTRAQ_Nterm]IDHILDAL1 577-‐584 6,313 527,307 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9965.9968.2Nuclei_fractions
P04843 ISVIVETVYTHVLHPYPTQITQSEK[iTRAQ_Nterm]ISVIVETVYTHVLHPYPTQITQSEK[iTRAQ_K]2 104-‐128 7,59 793,443 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11771.11774.4Nuclei_fractions
P04843 LAHLGVQVK[iTRAQ_Nterm]LAHLGVQVK[iTRAQ_K]2 58-‐66 5,713 418,272 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5119.5122.3Nuclei_fractions
P04843 LPVALDPGAK[iTRAQ_Nterm]LPVALDPGAK[iTRAQ_K]2 94-‐103 5,251 634,895 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6787.6790.2Nuclei_fractions
P04843 NIEIDSPYEISR[iTRAQ_Nterm]NIEIDSPYEISR1 357-‐368 8,395 790,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6634.6637.2Nuclei_fractions
P04843 TILPAAAQDVYYR[iTRAQ_Nterm]TILPAAAQDVYYR1 259-‐271 7,238 812,944 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7788.7791.2Nuclei_fractions
P04843 TVDLSSHLAK[iTRAQ_Nterm]TVDLSSHLAK[iTRAQ_K]2 16-‐25 6,739 679,899 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4818.4821.2Nuclei_fractions
P04843 VACITEQVLTLVNKR[iTRAQ_Nterm]VAC[Cys_CAM]ITEQVLTLVNK[iTRAQ_K]R3 452-‐466 6,921 678,066 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10699.10702.3Nuclei_fractions
P04843 VHYENNSPFLTITSMTR[iTRAQ_Nterm]VHYENNSPFLTITSM[Oxidation_M]TR2 193-‐209 7,428 724,029 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7499.7502.3Nuclei_fractions
P04843 VTAEVVLAHLGGGSTSR[iTRAQ_Nterm]VTAEVVLAHLGGGSTSR1 26-‐42 9,777 899,502 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8282.8285.2Nuclei_fractions
P04843 VTAEVVLAHLGGGSTSR[iTRAQ_Nterm]VTAEVVLAHLGGGSTSR1 26-‐42 8,318 600,004 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8253.8256.3Nuclei_fractions

P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHLQAGQCGNQIGAK[iTRAQ_Nterm]EIVHLQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,262 704,381 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4908.4911.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHLQAGQCGNQIGAK[iTRAQ_Nterm]EIVHLQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,222 704,382 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5026.5029.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQMLNVQNK[iTRAQ_K]2 325-‐336 7,481 867,95 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5445.5448.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQM[Oxidation_M]LNVQNK[iTRAQ_K]3 325-‐336 6,583 584,301 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4248.4251.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 6,113 637,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7142.7145.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,592 637,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6795.6798.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,557 637,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6997.7000.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FWEVISDEHGIDPTGTYHGDSDLQLER[iTRAQ_Nterm]FWEVISDEHGIDPTGTYHGDSDLQLER1 20-‐46 7,412 815,885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9281.9284.4Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVR[iTRAQ_Nterm]GHYTEGAELVDSVLDVVR1 104-‐121 7,555 701,7 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11281.11284.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 8,964 792,434 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10690.10693.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 6,128 594,577 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10667.10670.4Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867INVYYNEATGGK[iTRAQ_Nterm]INVYYNEATGGK[iTRAQ_K]2 47-‐58 5,666 539,624 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6289.6292.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867IREEYPDR [iTRAQ_Nterm]IREEYPDR1 155-‐162 5,507 407,884 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3437.3440.3Nuclei_fractions



P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 8,625 695,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7550.7553.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 7,303 695,351 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7669.7672.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNM[Oxidation_M]VPFPR2 253-‐262 6,896 652,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7234.7237.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNMVPFPR1 253-‐262 6,297 644,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8599.8602.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LHFFMPGFAPLTSR[iTRAQ_Nterm]LHFFM[Oxidation_M]PGFAPLTSR2 263-‐276 5,964 594,316 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8921.8924.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,819 956,819 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9597.9600.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,433 956,816 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9493.9496.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 8,31 993,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9900.9903.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 7,863 993,024 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9805.9808.2Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,527 662,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9784.9787.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,515 662,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9887.9890.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 10,536 1029,519 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10615.10618.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 9,809 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10670.10673.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 8,538 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10579.10582.3Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 4,903 772,393 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10677.10680.4Nuclei_fractions
P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867YLTVAAVFR[iTRAQ_Nterm]YLTVAAVFR1 310-‐318 6,344 592,35 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9039.9042.2Nuclei_fractions

P50454 AVLSAEQLR[iTRAQ_Nterm]AVLSAEQLR1 77-‐85 6,7 565,837 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5122.5125.2Nuclei_fractions
P50454 AVLSAEQLR[iTRAQ_Nterm]AVLSAEQLR1 77-‐85 6,433 565,837 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5260.5263.2Nuclei_fractions
P50454 AVLSAEQLRDEEVHAGLGELLR[iTRAQ_Nterm]AVLSAEQLRDEEVHAGLGELLR1 77-‐98 7,965 850,469 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9330.9333.3Nuclei_fractions
P50454 AVLSAEQLRDEEVHAGLGELLR[iTRAQ_Nterm]AVLSAEQLRDEEVHAGLGELLR1 77-‐98 7,828 638,102 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9365.9368.4Nuclei_fractions
P50454 AVLSAEQLRDEEVHAGLGELLR[iTRAQ_Nterm]AVLSAEQLRDEEVHAGLGELLR1 77-‐98 5,401 638,101 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9317.9320.4Nuclei_fractions
P50454 DEEVHAGLGELLR[iTRAQ_Nterm]DEEVHAGLGELLR1 86-‐98 7,25 527,95 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6963.6966.3Nuclei_fractions
P50454 DQAVENILVSPVVVASSLGLVSLGGK[iTRAQ_Nterm]DQAVENILVSPVVVASSLGLVSLGGK[iTRAQ_K]2 43-‐68 6,773 947,217 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13437.13440.3Nuclei_fractions
P50454 DQAVENILVSPVVVASSLGLVSLGGK[iTRAQ_Nterm]DQAVENILVSPVVVASSLGLVSLGGK[iTRAQ_K]2 43-‐68 6,02 1420,322 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13466.13469.2Nuclei_fractions
P50454 DTQSGSLLFIGR[iTRAQ_Nterm]DTQSGSLLFIGR1 376-‐387 9,206 719,395 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8186.8189.2Nuclei_fractions
P50454 DTQSGSLLFIGR[iTRAQ_Nterm]DTQSGSLLFIGR1 376-‐387 8,686 719,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8326.8329.2Nuclei_fractions
P50454 GVVEVTHDLQK[iTRAQ_Nterm]GVVEVTHDLQK[iTRAQ_K]2 291-‐301 7,72 756,936 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5040.5043.2Nuclei_fractions
P50454 GVVEVTHDLQK[iTRAQ_Nterm]GVVEVTHDLQK[iTRAQ_K]2 291-‐301 7,447 756,937 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4977.4980.2Nuclei_fractions
P50454 GVVEVTHDLQK[iTRAQ_Nterm]GVVEVTHDLQK[iTRAQ_K]2 291-‐301 6,382 504,959 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4982.4985.3Nuclei_fractions
P50454 HLAGLGLTEAIDK[iTRAQ_Nterm]HLAGLGLTEAIDK[iTRAQ_K]2 302-‐314 6,56 542,653 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6888.6891.3Nuclei_fractions
P50454 HLAGLGLTEAIDKNK[iTRAQ_Nterm]HLAGLGLTEAIDK[iTRAQ_K]NK[iTRAQ_K]3 302-‐316 7,219 671,401 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6137.6140.3Nuclei_fractions
P50454 HLAGLGLTEAIDKNK[iTRAQ_Nterm]HLAGLGLTEAIDK[iTRAQ_K]NK[iTRAQ_K]3 302-‐316 7,166 671,4 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6180.6183.3Nuclei_fractions
P50454 HLAGLGLTEAIDKNK[iTRAQ_Nterm]HLAGLGLTEAIDK[iTRAQ_K]NK[iTRAQ_K]3 302-‐316 5,983 503,803 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6178.6181.4Nuclei_fractions
P50454 KAVAISLPK[iTRAQ_Nterm]K[iTRAQ_K]AVAISLPK[iTRAQ_K]3 282-‐290 5,851 453,641 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5065.5068.3Nuclei_fractions
P50454 KAVAISLPK[iTRAQ_Nterm]K[iTRAQ_K]AVAISLPK[iTRAQ_K]3 282-‐290 5,305 679,955 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5121.5124.2Nuclei_fractions
P50454 LFYADHPFIFLVR[iTRAQ_Nterm]LFYADHPFIFLVR1 363-‐375 7,9 891,498 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10658.10661.2Nuclei_fractions
P50454 LFYADHPFIFLVR[iTRAQ_Nterm]LFYADHPFIFLVR1 363-‐375 5,498 594,666 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10645.10648.3Nuclei_fractions
P50454 LQIVEMPLAHK[iTRAQ_Nterm]LQIVEMPLAHK[iTRAQ_K]2 235-‐245 6,811 522,984 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7729.7732.3Nuclei_fractions
P50454 LQIVEMPLAHK[iTRAQ_Nterm]LQIVEM[Oxidation_M]PLAHK[iTRAQ_K]3 235-‐245 5,942 528,311 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6168.6171.3Nuclei_fractions
P50454 LSSLIILMPHHVEPLER[iTRAQ_Nterm]LSSLIILM[Oxidation_M]PHHVEPLER2 246-‐262 7,071 715,406 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8342.8345.3Nuclei_fractions
P50454 LYGPSSVSFADDFVR[iTRAQ_Nterm]LYGPSSVSFADDFVR1 116-‐130 10,154 902,455 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9685.9688.2Nuclei_fractions
P50454 LYGPSSVSFADDFVR[iTRAQ_Nterm]LYGPSSVSFADDFVR1 116-‐130 7,69 601,973 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9729.9732.3Nuclei_fractions
P50454 SALQSINEWAAQTTDGKLPEVTK[iTRAQ_Nterm]SALQSINEWAAQTTDGK[iTRAQ_K]LPEVTK[iTRAQ_K]3 150-‐172 7,421 973,862 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10158.10161.3Nuclei_fractions
P50454 TGLYNYYDDEKEK[iTRAQ_Nterm]TGLYNYYDDEK[iTRAQ_K]EK[iTRAQ_K]3 222-‐234 7,664 690,684 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5361.5364.3Nuclei_fractions
P50454 TGLYNYYDDEKEK[iTRAQ_Nterm]TGLYNYYDDEK[iTRAQ_K]EK[iTRAQ_K]3 222-‐234 6,572 690,685 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5396.5399.3Nuclei_fractions

DIENQYETQITQIEHEVSSSGQEVQSSAK[iTRAQ_Nterm]DIENQYETQITQIEHEVSSSGQEVQSSAK[iTRAQ_K]2 340-‐368 8,573 1184,914 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10064.10067.3Nuclei_fractions
EIETYHNLLEGGQEDFESSGAGK[iTRAQ_Nterm]EIETYHNLLEGGQEDFESSGAGK[iTRAQ_K]2 450-‐472 7,546 933,446 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7664.7667.3Nuclei_fractions
GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR[iTRAQ_Nterm]GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR1 64-‐95 8,318 950,428 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8045.8048.3Nuclei_fractions
GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK[iTRAQ_Nterm]GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK[iTRAQ_K]2 580-‐619 6,211 878,63 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3884.3887.4Nuclei_fractions
GGSGGSYGGGGSGGGYGGGSGSR[iTRAQ_Nterm]GGSGGSYGGGGSGGGYGGGSGSR1 491-‐513 9,851 645,949 2012_02_21_FRF_OT_80_ANF_TMT_N_12.330.333.3Nuclei_fractions



HGVQELEIELQSQLSK[iTRAQ_Nterm]HGVQELEIELQSQLSK[iTRAQ_K]2 375-‐390 5,341 709,398 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9324.9327.3Nuclei_fractions
IKFEMEQNLR[iTRAQ_Nterm]IK[iTRAQ_K]FEMEQNLR2 241-‐250 5,738 532,635 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6652.6655.3Nuclei_fractions
IQDWYDKK[iTRAQ_Nterm]IQDWYDK[iTRAQ_K]K[iTRAQ_K]3 185-‐192 4,964 509,958 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5763.5766.3Nuclei_fractions
LASYLDKVQALEEANNDLENK[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VQALEEANNDLENK[iTRAQ_K]3 164-‐184 8,615 937,172 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9938.9941.3Nuclei_fractions
NYSPYYNTIDDLKDQIVDLTVGNNK[iTRAQ_Nterm]NYSPYYNTIDDLK[iTRAQ_K]DQIVDLTVGNNK[iTRAQ_K]3 200-‐224 5,046 834,435 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12331.12334.4Nuclei_fractions
QFSSSYLSR[iTRAQ_Nterm]QFSSSYLSR1 5-‐13 7,473 609,816 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5281.5284.2Nuclei_fractions
QGVDADINGLR[iTRAQ_Nterm]QGVDADINGLR1 251-‐261 9,101 651,351 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5088.5091.2Nuclei_fractions
TLLDIDNTR[iTRAQ_Nterm]TLLDIDNTR1 225-‐233 6,814 602,838 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6339.6342.2Nuclei_fractions
VQALEEANNDLENK[iTRAQ_Nterm]VQALEEANNDLENK[iTRAQ_K]2 171-‐184 7,97 625,663 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6278.6281.3Nuclei_fractions
YCGQLQMIQEQISNLEAQITDVR[iTRAQ_Nterm]YC[Cys_CAM]GQLQM[Oxidation_M]IQEQISNLEAQITDVR3 405-‐427 8,748 966,481 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13248.13251.3Nuclei_fractions

ASDAEGDVAALNRR[iTRAQ_Nterm]ASDAEGDVAALNRR1 78-‐91 7,326 530,276 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4451.4454.3Nuclei_fractions
CGDLEEELK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]3 190-‐198 5,513 690,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5347.5350.2Nuclei_fractions
CGDLEEELKNVTNNLK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]NVTNNLK[iTRAQ_K]4 190-‐205 6,326 770,081 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9640.9643.3Nuclei_fractions
CGDLEEELKNVTNNLK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]NVTNNLK[iTRAQ_K]4 190-‐205 4,743 577,812 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9610.9613.4Nuclei_fractions
IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
KASDAEGDVAALNR[iTRAQ_Nterm]K[iTRAQ_K]ASDAEGDVAALNR2 77-‐90 7,647 568,978 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4220.4223.3Nuclei_fractions
KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 6,915 529,663 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7929.7932.3Nuclei_fractions
KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 168-‐178 5,194 793,992 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7931.7934.2Nuclei_fractions
KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,29 438,931 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9027.9030.3Nuclei_fractions
LVILEGELER[iTRAQ_Nterm]LVILEGELER1 169-‐178 7,163 657,891 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8978.8981.2Nuclei_fractions
LVILEGELERAEER[iTRAQ_Nterm]LVILEGELERAEER1 169-‐182 6,76 900,505 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9183.9186.2Nuclei_fractions
LVILEGELERAEER[iTRAQ_Nterm]LVILEGELERAEER1 169-‐182 5,944 600,672 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9161.9164.3Nuclei_fractions
NVTNNLK [iTRAQ_Nterm]NVTNNLK[iTRAQ_K]2 199-‐205 4,919 545,829 2012_02_21_FRF_OT_78_ANF_TMT_N_10.367.370.2Nuclei_fractions
QVEEELTHLQK[iTRAQ_Nterm]QVEEELTHLQK[iTRAQ_K]2 38-‐48 5,76 547,975 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6019.6022.3Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions

P78527_CHAIN_0AQEPESGLSEETQVK[iTRAQ_Nterm]AQEPESGLSEETQVK[iTRAQ_K]2 4060-‐4074 5,375 640,666 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4374.4377.3Nuclei_fractions
P78527_CHAIN_0EIFNFVLK [iTRAQ_Nterm]EIFNFVLK[iTRAQ_K]2 247-‐254 5,877 649,393 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10404.10407.2Nuclei_fractions



P78527_CHAIN_0ELLNPVVEFVSHPSTTCR[iTRAQ_Nterm]ELLNPVVEFVSHPSTTC[Cys_CAM]R2 2453-‐2470 10,178 743,722 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9679.9682.3Nuclei_fractions
P78527_CHAIN_0GLSSLLCNFTK[iTRAQ_Nterm]GLSSLLC[Cys_CAM]NFTK[iTRAQ_K]3 226-‐236 6,994 764,427 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10371.10374.2Nuclei_fractions
P78527_CHAIN_0GLSSLLCNFTK[iTRAQ_Nterm]GLSSLLC[Cys_CAM]NFTK[iTRAQ_K]3 226-‐236 4,784 509,954 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10390.10393.3Nuclei_fractions
P78527_CHAIN_0GQAVTLLPFFTSLTGGSLEELR[iTRAQ_Nterm]GQAVTLLPFFTSLTGGSLEELR1 1690-‐1711 6,245 827,459 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12915.12918.3Nuclei_fractions
P78527_CHAIN_0KAALSALESFLK[iTRAQ_Nterm]K[iTRAQ_K]AALSALESFLK[iTRAQ_K]3 310-‐321 4,894 570,689 2012_02_21_FRF_OT_77_ANF_TMT_N_09.9081.9084.3Nuclei_fractions
P78527_CHAIN_0LATTILQHWK[iTRAQ_Nterm]LATTILQHWK[iTRAQ_K]2 1618-‐1627 5,822 500,302 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9033.9036.3Nuclei_fractions
P78527_CHAIN_0LGASLAFNNIYR[iTRAQ_Nterm]LGASLAFNNIYR1 1076-‐1087 9,039 741,913 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8404.8407.2Nuclei_fractions
P78527_CHAIN_0LLALNSLYSPK[iTRAQ_Nterm]LLALNSLYSPK[iTRAQ_K]2 2539-‐2549 7,441 502,976 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9425.9428.3Nuclei_fractions
P78527_CHAIN_0LLQDFNR [iTRAQ_Nterm]LLQDFNR1 2836-‐2842 5,343 525,296 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6717.6720.2Nuclei_fractions
P78527_CHAIN_0LSFAVPFR [iTRAQ_Nterm]LSFAVPFR1 892-‐899 6,716 540,821 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8900.8903.2Nuclei_fractions
P78527_CHAIN_0NCISTVVHQGLIR[iTRAQ_Nterm]NC[Cys_CAM]ISTVVHQGLIR2 477-‐489 5,964 547,641 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6332.6335.3Nuclei_fractions
P78527_CHAIN_0QLFSSLFSGILK[iTRAQ_Nterm]QLFSSLFSGILK[iTRAQ_K]2 2807-‐2818 5,964 814,49 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11771.11772.2Nuclei_fractions
P78527_CHAIN_0SLGTIQQCCDAIDHLCR[iTRAQ_Nterm]SLGTIQQC[Cys_CAM]C[Cys_CAM]DAIDHLC[Cys_CAM]R4 1120-‐1136 9,298 731,01 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7007.7010.3Nuclei_fractions
P78527_CHAIN_0TVGALQVLGTEAQSSLLK[iTRAQ_Nterm]TVGALQVLGTEAQSSLLK[iTRAQ_K]2 1275-‐1292 5,747 701,748 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10273.10276.3Nuclei_fractions
P78527_CHAIN_0YAVPSAGLR[iTRAQ_Nterm]YAVPSAGLR1 265-‐273 9,069 539,313 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5196.5199.2Nuclei_fractions

P67936 CGDLEEELK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]3 153-‐161 5,513 690,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5347.5350.2Nuclei_fractions
P67936 CGDLEEELKNVTNNLK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]NVTNNLK[iTRAQ_K]4 153-‐168 6,326 770,081 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9640.9643.3Nuclei_fractions
P67936 CGDLEEELKNVTNNLK[iTRAQ_Nterm]C[Cys_CAM]GDLEEELK[iTRAQ_K]NVTNNLK[iTRAQ_K]4 153-‐168 4,743 577,812 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9610.9613.4Nuclei_fractions
P67936 IQALQQQADEAEDR[iTRAQ_Nterm]IQALQQQADEAEDR1 13-‐26 9,638 879,941 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5486.5489.2Nuclei_fractions
P67936 IQALQQQADEAEDR[iTRAQ_Nterm]IQALQQQADEAEDR1 13-‐26 6,797 586,963 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5493.5496.3Nuclei_fractions
P67936 IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 55-‐64 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
P67936 IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 55-‐64 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
P67936 IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 55-‐68 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
P67936 IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 55-‐68 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 10,693 677,698 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5109.5112.3Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 9,449 1016,044 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5047.5050.2Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 9,431 1016,043 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5081.5084.2Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 9,388 677,697 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5053.5056.3Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 8,631 677,697 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4997.5000.3Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 8,539 677,697 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5032.5035.3Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 7,718 1016,044 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5025.5028.2Nuclei_fractions
P67936 KIQALQQQADEAEDR[iTRAQ_Nterm]K[iTRAQ_K]IQALQQQADEAEDR2 12-‐26 6,02 508,525 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5068.5071.4Nuclei_fractions
P67936 KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 131-‐141 6,915 529,663 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7929.7932.3Nuclei_fractions
P67936 KLVILEGELER[iTRAQ_Nterm]K[iTRAQ_K]LVILEGELER2 131-‐141 5,194 793,992 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7931.7934.2Nuclei_fractions
P67936 KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 124-‐130 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
P67936 LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 69-‐75 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
P67936 LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 69-‐81 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions



P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
P67936 LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 76-‐88 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
P67936 LVILEGELER[iTRAQ_Nterm]LVILEGELER1 132-‐141 7,29 438,931 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9027.9030.3Nuclei_fractions
P67936 LVILEGELER[iTRAQ_Nterm]LVILEGELER1 132-‐141 7,163 657,891 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8978.8981.2Nuclei_fractions
P67936 LVILEGELERAEER[iTRAQ_Nterm]LVILEGELERAEER1 132-‐145 6,76 900,505 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9183.9186.2Nuclei_fractions
P67936 LVILEGELERAEER[iTRAQ_Nterm]LVILEGELERAEER1 132-‐145 5,944 600,672 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9161.9164.3Nuclei_fractions
P67936 NVTNNLK [iTRAQ_Nterm]NVTNNLK[iTRAQ_K]2 162-‐168 4,919 545,829 2012_02_21_FRF_OT_78_ANF_TMT_N_10.367.370.2Nuclei_fractions
P67936 RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 54-‐64 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
P67936 RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 54-‐64 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions

Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTM[Oxidation_M]DSVR2 63-‐77 8,943 888,472 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7950.7953.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTMDSVR1 63-‐77 7,599 880,476 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9015.9018.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,288 704,381 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4908.4911.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,234 704,382 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5026.5029.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQMLNVQNK[iTRAQ_K]2 325-‐336 7,481 867,95 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5445.5448.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867EVDEQMLNVQNK[iTRAQ_Nterm]EVDEQM[Oxidation_M]LNVQNK[iTRAQ_K]3 325-‐336 6,583 584,301 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4248.4251.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 6,113 637,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7142.7145.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,592 637,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6795.6798.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,557 637,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6997.7000.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVR[iTRAQ_Nterm]GHYTEGAELVDSVLDVVR1 104-‐121 7,555 701,7 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11281.11284.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 8,964 792,434 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10690.10693.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 6,128 594,577 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10667.10670.4Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867IREEYPDR [iTRAQ_Nterm]IREEYPDR1 155-‐162 5,507 407,884 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3437.3440.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 8,625 695,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7550.7553.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 7,303 695,351 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7669.7672.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNM[Oxidation_M]VPFPR2 253-‐262 6,896 652,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7234.7237.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LAVNMVPFPR[iTRAQ_Nterm]LAVNMVPFPR1 253-‐262 6,297 644,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8599.8602.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LHFFMPGFAPLTSR[iTRAQ_Nterm]LHFFM[Oxidation_M]PGFAPLTSR2 263-‐276 5,964 594,316 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8921.8924.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,819 956,819 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9597.9600.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867LTTPTYGDLNHLVSATMSGVTTCLR[iTRAQ_Nterm]LTTPTYGDLNHLVSATM[Oxidation_M]SGVTTC[Cys_CAM]LR3 217-‐241 6,433 956,816 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9493.9496.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 8,31 993,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9900.9903.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 7,863 993,024 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9805.9808.2Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,527 662,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9784.9787.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,515 662,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9887.9890.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 10,536 1029,519 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10615.10618.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 9,809 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10670.10673.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 8,538 1029,521 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10579.10582.3Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_Nterm]SGPFGQIFRPDNFVFGQSGAGNNWAK[iTRAQ_K]2 78-‐103 4,903 772,393 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10677.10680.4Nuclei_fractions
Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867YLTVAAIFR[iTRAQ_Nterm]YLTVAAIFR1 310-‐318 7,363 599,362 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9640.9642.2Nuclei_fractions

P07900,P07900_ISOFORM_2,Q14568,Q58FG1ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 100-‐111 8,826 765,959 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8039.8042.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 100-‐111 8,779 765,96 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7983.7986.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 100-‐111 8,642 765,959 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7994.7997.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 100-‐111 7,488 510,975 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7976.7979.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 100-‐111 6,049 510,975 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7993.7996.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ALLFVPR [iTRAQ_Nterm]ALLFVPR1 338-‐344 5,977 480,312 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7940.7943.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ELHINLIPNK[iTRAQ_Nterm]ELHINLIPNK[iTRAQ_K]2 74-‐83 5,711 493,637 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7135.7138.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ELHINLIPNKQDR[iTRAQ_Nterm]ELHINLIPNK[iTRAQ_K]QDR2 74-‐86 6,241 470,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6188.6191.4Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ELHINLIPNKQDR[iTRAQ_Nterm]ELHINLIPNK[iTRAQ_K]QDR2 74-‐86 4,987 470,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6160.6163.4Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ELISNSSDALDK[iTRAQ_Nterm]ELISNSSDALDK[iTRAQ_K]2 46-‐57 7,246 790,424 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5240.5243.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1ELISNSSDALDKIR[iTRAQ_Nterm]ELISNSSDALDK[iTRAQ_K]IR2 46-‐59 10,174 617,016 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6503.6506.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1FYEQFSK [iTRAQ_Nterm]FYEQFSK[iTRAQ_K]2 436-‐442 5,096 618,83 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6366.6369.2Nuclei_fractions



P07900,P07900_ISOFORM_2,Q14568,Q58FG1GVVDSEDLPLNISR[iTRAQ_Nterm]GVVDSEDLPLNISR1 386-‐399 8,841 829,451 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7531.7534.2Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1HFSVEGQLEFR[iTRAQ_Nterm]HFSVEGQLEFR1 327-‐337 9,363 498,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6823.6826.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1HFSVEGQLEFR[iTRAQ_Nterm]HFSVEGQLEFR1 327-‐337 8,014 498,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6810.6813.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1HLEINPDHSIIETLR[iTRAQ_Nterm]HLEINPDHSIIETLR1 632-‐646 5,899 483,518 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7110.7113.4Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1HLEINPDHSIIETLR[iTRAQ_Nterm]HLEINPDHSIIETLR1 632-‐646 5,648 644,356 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7118.7121.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1HSQFIGYPITLFVEK[iTRAQ_Nterm]HSQFIGYPITLFVEK[iTRAQ_K]2 209-‐223 4,906 689,727 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9925.9928.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1KFYEQFSK [iTRAQ_Nterm]K[iTRAQ_K]FYEQFSK[iTRAQ_K]3 435-‐442 5,319 503,621 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5484.5487.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1SLTNDWEDHLAVK[iTRAQ_Nterm]SLTNDWEDHLAVK[iTRAQ_K]2 314-‐326 7,451 605,989 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7280.7283.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1TLTIVDTGIGMTK[iTRAQ_Nterm]TLTIVDTGIGM[Oxidation_M]TK[iTRAQ_K]3 87-‐99 5,861 551,984 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6970.6973.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1YESLTDPSKLDSGK[iTRAQ_Nterm]YESLTDPSK[iTRAQ_K]LDSGK[iTRAQ_K]3 60-‐73 4,906 658,026 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5543.5546.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 283-‐291 5,378 480,592 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5038.5041.3Nuclei_fractions
P07900,P07900_ISOFORM_2,Q14568,Q58FG1YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 283-‐291 5,375 720,386 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5030.5033.2Nuclei_fractions

P11021 AKFEELNMDLFR[iTRAQ_Nterm]AK[iTRAQ_K]FEELNMDLFR2 307-‐318 5,981 600,989 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9526.9529.3Nuclei_fractions
P11021 DAGTIAGLNVMR[iTRAQ_Nterm]DAGTIAGLNVM[Oxidation_M]R2 168-‐179 7,667 689,367 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5661.5664.2Nuclei_fractions
P11021 DAGTIAGLNVMR[iTRAQ_Nterm]DAGTIAGLNVM[Oxidation_M]R2 168-‐179 7,242 689,37 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5512.5515.2Nuclei_fractions
P11021 DAGTIAGLNVMR[iTRAQ_Nterm]DAGTIAGLNVM[Oxidation_M]R2 168-‐179 6,879 689,368 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5645.5648.2Nuclei_fractions
P11021 DAGTIAGLNVMR[iTRAQ_Nterm]DAGTIAGLNVM[Oxidation_M]R2 168-‐179 6,589 459,915 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5669.5672.3Nuclei_fractions
P11021 DAGTIAGLNVMR[iTRAQ_Nterm]DAGTIAGLNVM[Oxidation_M]R2 168-‐179 6,264 459,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5519.5522.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 9,982 693,378 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8986.8989.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 8,335 1039,566 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9028.9031.2Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 7,267 693,378 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9575.9578.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 7,266 693,378 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9119.9122.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 6,459 693,38 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9737.9740.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 5,795 693,38 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9380.9383.3Nuclei_fractions
P11021 DNHLLGTFDLTGIPPAPR[iTRAQ_Nterm]DNHLLGTFDLTGIPPAPR1 457-‐474 4,809 693,377 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9323.9326.3Nuclei_fractions
P11021 ELEEIVQPIISK[iTRAQ_Nterm]ELEEIVQPIISK[iTRAQ_K]2 604-‐615 7,121 843,5 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9210.9213.2Nuclei_fractions
P11021 ELEEIVQPIISK[iTRAQ_Nterm]ELEEIVQPIISK[iTRAQ_K]2 604-‐615 6,473 843,501 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9272.9275.2Nuclei_fractions
P11021 ELEEIVQPIISK[iTRAQ_Nterm]ELEEIVQPIISK[iTRAQ_K]2 604-‐615 6,09 562,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9265.9268.3Nuclei_fractions
P11021 ELEEIVQPIISK[iTRAQ_Nterm]ELEEIVQPIISK[iTRAQ_K]2 604-‐615 5,785 562,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9301.9304.3Nuclei_fractions
P11021 ETAEAYLGKK[iTRAQ_Nterm]ETAEAYLGK[iTRAQ_K]K[iTRAQ_K]3 137-‐146 5,351 514,635 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4426.4429.3Nuclei_fractions
P11021 IEWLESHQDADIEDFK[iTRAQ_Nterm]IEWLESHQDADIEDFK[iTRAQ_K]2 584-‐599 8,057 755,042 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8735.8738.3Nuclei_fractions
P11021 ITPSYVAFTPEGER[iTRAQ_Nterm]ITPSYVAFTPEGER1 43-‐56 9,854 855,946 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7596.7599.2Nuclei_fractions
P11021 ITPSYVAFTPEGER[iTRAQ_Nterm]ITPSYVAFTPEGER1 43-‐56 8,775 570,966 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7601.7604.3Nuclei_fractions
P11021 KSDIDEIVLVGGSTR[iTRAQ_Nterm]K[iTRAQ_K]SDIDEIVLVGGSTR2 335-‐349 8,712 626,359 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6917.6920.3Nuclei_fractions
P11021 KSDIDEIVLVGGSTR[iTRAQ_Nterm]K[iTRAQ_K]SDIDEIVLVGGSTR2 335-‐349 8,395 626,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6972.6975.3Nuclei_fractions
P11021 KSDIDEIVLVGGSTR[iTRAQ_Nterm]K[iTRAQ_K]SDIDEIVLVGGSTR2 335-‐349 8,018 626,359 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6958.6961.3Nuclei_fractions
P11021 KSDIDEIVLVGGSTR[iTRAQ_Nterm]K[iTRAQ_K]SDIDEIVLVGGSTR2 335-‐349 7,596 626,359 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6936.6939.3Nuclei_fractions
P11021 KSDIDEIVLVGGSTR[iTRAQ_Nterm]K[iTRAQ_K]SDIDEIVLVGGSTR2 335-‐349 5,719 626,36 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7021.7024.3Nuclei_fractions
P11021 KSQIFSTASDNQPTVTIK[iTRAQ_Nterm]K[iTRAQ_K]SQIFSTASDNQPTVTIK[iTRAQ_K]3 429-‐446 10,334 799,784 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5720.5723.3Nuclei_fractions
P11021 KSQIFSTASDNQPTVTIK[iTRAQ_Nterm]K[iTRAQ_K]SQIFSTASDNQPTVTIK[iTRAQ_K]3 429-‐446 5,171 600,09 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5777.5780.4Nuclei_fractions
P11021 KVTHAVVTVPAYFNDAQR[iTRAQ_Nterm]K[iTRAQ_K]VTHAVVTVPAYFNDAQR2 146-‐163 5,293 576,823 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6337.6340.4Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 7,472 709,052 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6611.6614.3Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 7,368 709,052 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6577.6580.3Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 7,351 709,052 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6639.6642.3Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 7,351 709,052 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6590.6593.3Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 7,314 1063,075 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6626.6629.2Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 6,993 709,052 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6684.6687.3Nuclei_fractions
P11021 SQIFSTASDNQPTVTIK[iTRAQ_Nterm]SQIFSTASDNQPTVTIK[iTRAQ_K]2 430-‐446 6,799 709,052 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6729.6732.3Nuclei_fractions
P11021 TKPYIQVDIGGGQTK[iTRAQ_Nterm]TK[iTRAQ_K]PYIQVDIGGGQTK[iTRAQ_K]3 106-‐120 7,786 679,73 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5532.5535.3Nuclei_fractions
P11021 TKPYIQVDIGGGQTK[iTRAQ_Nterm]TK[iTRAQ_K]PYIQVDIGGGQTK[iTRAQ_K]3 106-‐120 7,756 679,728 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5594.5597.3Nuclei_fractions
P11021 TKPYIQVDIGGGQTK[iTRAQ_Nterm]TK[iTRAQ_K]PYIQVDIGGGQTK[iTRAQ_K]3 106-‐120 7,224 1019,091 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5560.5563.2Nuclei_fractions



P11021 TKPYIQVDIGGGQTK[iTRAQ_Nterm]TK[iTRAQ_K]PYIQVDIGGGQTK[iTRAQ_K]3 106-‐120 4,972 510,048 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5566.5569.4Nuclei_fractions
P11021 TWNDPSVQQDIK[iTRAQ_Nterm]TWNDPSVQQDIK[iTRAQ_K]2 84-‐95 7,273 859,952 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5437.5440.2Nuclei_fractions
P11021 VTHAVVTVPAYFNDAQR[iTRAQ_Nterm]VTHAVVTVPAYFNDAQR1 147-‐163 5,726 678,029 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7126.7129.3Nuclei_fractions
P11021 VTHAVVTVPAYFNDAQR[iTRAQ_Nterm]VTHAVVTVPAYFNDAQR1 147-‐163 5,192 678,03 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7051.7054.3Nuclei_fractions

P07237 DAPEEEDHVLVLR[iTRAQ_Nterm]DAPEEEDHVLVLR1 1-‐13 7,541 555,956 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5473.5476.3Nuclei_fractions
P07237 DAPEEEDHVLVLRK[iTRAQ_Nterm]DAPEEEDHVLVLRK[iTRAQ_K]2 1-‐14 5,573 485,269 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5026.5029.4Nuclei_fractions
P07237 EADDIVNWLK[iTRAQ_Nterm]EADDIVNWLK[iTRAQ_K]2 104-‐113 6,909 497,607 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9580.9583.3Nuclei_fractions
P07237 EADDIVNWLK[iTRAQ_Nterm]EADDIVNWLK[iTRAQ_K]2 104-‐113 6,584 745,909 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9574.9577.2Nuclei_fractions
P07237 ENLLDFIK [iTRAQ_Nterm]ENLLDFIK[iTRAQ_K]2 206-‐213 5,229 427,254 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10016.10019.3Nuclei_fractions
P07237 ENLLDFIK [iTRAQ_Nterm]ENLLDFIK[iTRAQ_K]2 206-‐213 4,865 640,378 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9988.9991.2Nuclei_fractions
P07237 FFPASADR [iTRAQ_Nterm]FFPASADR1 428-‐435 4,981 527,776 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5854.5857.2Nuclei_fractions
P07237 HNQLPLVIEFTEQTAPK[iTRAQ_Nterm]HNQLPLVIEFTEQTAPK[iTRAQ_K]2 214-‐230 5,965 751,759 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9253.9256.3Nuclei_fractions
P07237 HNQLPLVIEFTEQTAPK[iTRAQ_Nterm]HNQLPLVIEFTEQTAPK[iTRAQ_K]2 214-‐230 5,054 564,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9364.9367.4Nuclei_fractions
P07237 ILFIFIDSDHTDNQR[iTRAQ_Nterm]ILFIFIDSDHTDNQR1 269-‐283 9,688 660,012 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11058.11061.3Nuclei_fractions
P07237 LITLEEEMTK[iTRAQ_Nterm]LITLEEEMTK[iTRAQ_K]2 300-‐309 7,597 747,921 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8601.8604.2Nuclei_fractions
P07237 NFEDVAFDEK[iTRAQ_Nterm]NFEDVAFDEK[iTRAQ_K]2 359-‐368 6,175 751,372 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6712.6715.2Nuclei_fractions
P07237 NNFEGEVTKENLLDFIK[iTRAQ_Nterm]NNFEGEVTK[iTRAQ_K]ENLLDFIK[iTRAQ_K]3 197-‐213 5,487 814,784 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10324.10327.3Nuclei_fractions
P07237 NNFEGEVTKENLLDFIK[iTRAQ_Nterm]NNFEGEVTK[iTRAQ_K]ENLLDFIK[iTRAQ_K]3 197-‐213 5,285 814,783 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10353.10356.3Nuclei_fractions
P07237 QLAPIWDK[iTRAQ_Nterm]QLAPIWDK[iTRAQ_K]2 385-‐392 5,48 629,874 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7459.7462.2Nuclei_fractions
P07237 RTGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_Nterm]RTGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_K]2 115-‐145 4,775 845,708 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12832.12835.4Nuclei_fractions
P07237 TGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_Nterm]TGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_K]2 116-‐145 5,989 806,683 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13536.13539.4Nuclei_fractions
P07237 TGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_Nterm]TGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_K]2 116-‐145 5,38 806,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12978.12981.4Nuclei_fractions
P07237 TGPAATTLPDGAAAESLVESSEVAVIGFFKDVESDSAK[iTRAQ_Nterm]TGPAATTLPDGAAAESLVESSEVAVIGFFK[iTRAQ_K]DVESDSAK[iTRAQ_K]3 116-‐153 5,204 1050,545 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13649.13652.4Nuclei_fractions
P07237 THILLFLPK[iTRAQ_Nterm]THILLFLPK[iTRAQ_K]2 238-‐246 5,519 457,298 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9012.9015.3Nuclei_fractions
P07237 YKPESEELTAER[iTRAQ_Nterm]YK[iTRAQ_K]PESEELTAER2 310-‐321 7,954 870,459 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4221.4224.2Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 6,386 929,046 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7691.7694.2Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 5,968 619,701 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7675.7678.3Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 5,659 619,701 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7835.7838.3Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 5,577 619,701 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7710.7713.3Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 5,502 619,701 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7661.7664.3Nuclei_fractions
P07237 YQLDKDGVVLFK[iTRAQ_Nterm]YQLDK[iTRAQ_K]DGVVLFK[iTRAQ_K]3 179-‐190 5,094 619,702 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7822.7825.3Nuclei_fractions

AGKPVICATQMLESMIK[iTRAQ_Nterm]AGK[iTRAQ_K]PVIC[Cys_CAM]ATQM[Oxidation_M]LESM[Oxidation_M]IK[iTRAQ_K]6 320-‐336 7,209 781,094 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7136.7139.3Nuclei_fractions
APIIAVTR [iTRAQ_Nterm]APIIAVTR1 448-‐455 7,022 492,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5057.5060.2Nuclei_fractions
FGVEQDVDMVFASFIR[iTRAQ_Nterm]FGVEQDVDM[Oxidation_M]VFASFIR2 231-‐246 7,622 674,004 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13339.13342.3Nuclei_fractions
GDLGIEIPAEK[iTRAQ_Nterm]GDLGIEIPAEK[iTRAQ_K]2 295-‐305 6,045 715,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6584.6587.2Nuclei_fractions
GIFPVLCK [iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]3 468-‐475 5,959 611,366 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8885.8888.2Nuclei_fractions
GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 468-‐489 8,638 949,163 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11043.11046.3Nuclei_fractions
GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 468-‐489 7,714 949,164 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10982.10985.3Nuclei_fractions
GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 468-‐489 5,258 712,125 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10996.10999.4Nuclei_fractions
GIFPVLCKDPVQEAWAEDVDLR[iTRAQ_Nterm]GIFPVLC[Cys_CAM]K[iTRAQ_K]DPVQEAWAEDVDLR3 468-‐489 5,044 712,125 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11044.11047.4Nuclei_fractions
GVNLPGAAVDLPAVSEK[iTRAQ_Nterm]GVNLPGAAVDLPAVSEK[iTRAQ_K]2 208-‐224 7,588 642,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8162.8165.3Nuclei_fractions
GVNLPGAAVDLPAVSEK[iTRAQ_Nterm]GVNLPGAAVDLPAVSEK[iTRAQ_K]2 208-‐224 6,058 642,372 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8226.8229.3Nuclei_fractions
IYVDDGLISLQVK[iTRAQ_Nterm]IYVDDGLISLQVK[iTRAQ_K]2 174-‐186 6,75 876,013 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9678.9681.2Nuclei_fractions
KGDVVIVLTGWR[iTRAQ_Nterm]K[iTRAQ_K]GDVVIVLTGWR2 505-‐516 5,945 544,332 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9125.9128.3Nuclei_fractions
KGVNLPGAAVDLPAVSEK[iTRAQ_Nterm]K[iTRAQ_K]GVNLPGAAVDLPAVSEK[iTRAQ_K]3 207-‐224 7,426 733,102 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7053.7056.3Nuclei_fractions
KGVNLPGAAVDLPAVSEK[iTRAQ_Nterm]K[iTRAQ_K]GVNLPGAAVDLPAVSEK[iTRAQ_K]3 207-‐224 6,819 733,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7087.7090.3Nuclei_fractions
LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 33-‐43 7,751 671,378 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6346.6349.2Nuclei_fractions
LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 33-‐43 6,201 671,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6319.6322.2Nuclei_fractions
LDIDSPPITAR[iTRAQ_Nterm]LDIDSPPITAR1 33-‐43 5,042 671,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6305.6308.2Nuclei_fractions
LNFSHGTHEYHAETIK[iTRAQ_Nterm]LNFSHGTHEYHAETIK[iTRAQ_K]2 74-‐89 5,38 543,783 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4456.4459.4Nuclei_fractions



NTGIICTIGPASR[iTRAQ_Nterm]NTGIIC[Cys_CAM]TIGPASR2 44-‐56 9,648 752,408 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5771.5774.2Nuclei_fractions
NTGIICTIGPASR[iTRAQ_Nterm]NTGIIC[Cys_CAM]TIGPASR2 44-‐56 4,992 501,941 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5772.5775.3Nuclei_fractions
TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 93-‐115 6,351 689,13 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10079.10082.4Nuclei_fractions
TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 93-‐115 6,174 918,516 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10060.10063.3Nuclei_fractions
TATESFASDPILYRPVAVALDTK[iTRAQ_Nterm]TATESFASDPILYRPVAVALDTK[iTRAQ_K]2 93-‐115 5,459 918,515 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10150.10153.3Nuclei_fractions
VNFAMNVGK[iTRAQ_Nterm]VNFAM[Oxidation_M]NVGK[iTRAQ_K]3 490-‐498 5,931 642,356 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5204.5207.2Nuclei_fractions
VNFAMNVGK[iTRAQ_Nterm]VNFAM[Oxidation_M]NVGK[iTRAQ_K]3 490-‐498 4,996 428,572 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5239.5242.3Nuclei_fractions

P06576 AIAELGIYPAVDPLDSTSR[iTRAQ_Nterm]AIAELGIYPAVDPLDSTSR1 341-‐359 5,614 1066,577 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10050.10053.2Nuclei_fractions
P06576 FLSQPFQVAEVFTGHMGK[iTRAQ_Nterm]FLSQPFQVAEVFTGHM[Oxidation_M]GK[iTRAQ_K]3 416-‐433 9,575 776,406 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10059.10062.3Nuclei_fractions
P06576 FTQAGSEVSALLGR[iTRAQ_Nterm]FTQAGSEVSALLGR1 264-‐277 10,633 790,434 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9508.9511.2Nuclei_fractions
P06576 FTQAGSEVSALLGR[iTRAQ_Nterm]FTQAGSEVSALLGR1 264-‐277 10,106 790,431 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9420.9423.2Nuclei_fractions
P06576 FTQAGSEVSALLGR[iTRAQ_Nterm]FTQAGSEVSALLGR1 264-‐277 9,836 790,436 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9196.9199.2Nuclei_fractions
P06576 FTQAGSEVSALLGR[iTRAQ_Nterm]FTQAGSEVSALLGR1 264-‐277 9,255 527,29 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9516.9519.3Nuclei_fractions
P06576 FTQAGSEVSALLGR[iTRAQ_Nterm]FTQAGSEVSALLGR1 264-‐277 7,707 527,291 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9433.9436.3Nuclei_fractions
P06576 IGLFGGAGVGK[iTRAQ_Nterm]IGLFGGAGVGK[iTRAQ_K]2 155-‐165 6,64 632,388 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7934.7937.2Nuclei_fractions
P06576 IGLFGGAGVGK[iTRAQ_Nterm]IGLFGGAGVGK[iTRAQ_K]2 155-‐165 6,159 421,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7940.7943.3Nuclei_fractions
P06576 IMDPNIVGSEHYDVAR[iTRAQ_Nterm]IMDPNIVGSEHYDVAR1 360-‐375 6,923 653,997 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6375.6378.3Nuclei_fractions
P06576 IMNVIGEPIDER[iTRAQ_Nterm]IMNVIGEPIDER1 97-‐108 6,929 765,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7916.7919.2Nuclei_fractions
P06576 LVLEVAQHLGESTVR[iTRAQ_Nterm]LVLEVAQHLGESTVR1 48-‐62 10,397 898,018 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9392.9395.2Nuclei_fractions
P06576 LVLEVAQHLGESTVR[iTRAQ_Nterm]LVLEVAQHLGESTVR1 48-‐62 8,76 599,014 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9378.9381.3Nuclei_fractions
P06576 SLQDIIAILGMDELSEEDKLTVSR[iTRAQ_Nterm]SLQDIIAILGMDELSEEDK[iTRAQ_K]LTVSR2 386-‐409 5,526 988,531 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13229.13232.3Nuclei_fractions
P06576 TIAMDGTEGLVR[iTRAQ_Nterm]TIAMDGTEGLVR1 63-‐74 8,21 703,876 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6220.6223.2Nuclei_fractions
P06576 TIAMDGTEGLVR[iTRAQ_Nterm]TIAM[Oxidation_M]DGTEGLVR2 63-‐74 6,787 711,873 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4989.4992.2Nuclei_fractions
P06576 TVLIMELINNVAK[iTRAQ_Nterm]TVLIMELINNVAK[iTRAQ_K]2 166-‐178 6,509 873,532 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12157.12160.2Nuclei_fractions
P06576 TVLIMELINNVAK[iTRAQ_Nterm]TVLIM[Oxidation_M]ELINNVAK[iTRAQ_K]3 166-‐178 5,94 588,019 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11209.11212.3Nuclei_fractions
P06576 TVLIMELINNVAK[iTRAQ_Nterm]TVLIMELINNVAK[iTRAQ_K]2 166-‐178 4,906 582,688 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12224.12227.3Nuclei_fractions
P06576 TVLIMELINNVAK[iTRAQ_Nterm]TVLIMELINNVAK[iTRAQ_K]2 166-‐178 4,764 582,688 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12124.12127.3Nuclei_fractions
P06576 VALTGLTVAEYFR[iTRAQ_Nterm]VALTGLTVAEYFR1 235-‐247 8,374 528,636 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10853.10856.3Nuclei_fractions
P06576 VALTGLTVAEYFR[iTRAQ_Nterm]VALTGLTVAEYFR1 235-‐247 7,673 528,636 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10887.10890.3Nuclei_fractions
P06576 VALVYGQMNEPPGAR[iTRAQ_Nterm]VALVYGQM[Oxidation_M]NEPPGAR2 218-‐232 6,062 587,975 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5618.5621.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 7,28 736,441 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8340.8343.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,907 736,441 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8417.8420.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,762 736,441 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8375.8378.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,327 736,439 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8480.8483.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,274 736,438 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8396.8399.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,173 736,44 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8298.8301.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 6,139 736,44 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8284.8287.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 5,978 736,44 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8444.8447.3Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 5,591 552,583 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8347.8350.4Nuclei_fractions
P06576 VLDSGAPIKIPVGPETLGR[iTRAQ_Nterm]VLDSGAPIK[iTRAQ_K]IPVGPETLGR2 78-‐96 4,998 552,582 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8312.8315.4Nuclei_fractions
P06576 VVDLLAPYAK[iTRAQ_Nterm]VVDLLAPYAK[iTRAQ_K]2 142-‐151 6,102 688,924 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9110.9113.2Nuclei_fractions
P06576 VVDLLAPYAK[iTRAQ_Nterm]VVDLLAPYAK[iTRAQ_K]2 142-‐151 5,136 459,619 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9131.9134.3Nuclei_fractions

P08238_CHAIN_0ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 96-‐107 8,826 765,959 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8039.8042.2Nuclei_fractions
P08238_CHAIN_0ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 96-‐107 8,779 765,96 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7983.7986.2Nuclei_fractions
P08238_CHAIN_0ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 96-‐107 8,642 765,959 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7994.7997.2Nuclei_fractions
P08238_CHAIN_0ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 96-‐107 7,488 510,975 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7976.7979.3Nuclei_fractions
P08238_CHAIN_0ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 96-‐107 6,049 510,975 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7993.7996.3Nuclei_fractions
P08238_CHAIN_0ALLFIPR [iTRAQ_Nterm]ALLFIPR1 331-‐337 5,495 487,32 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8542.8545.2Nuclei_fractions
P08238_CHAIN_0ELISNASDALDK[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]2 42-‐53 7,683 782,428 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6075.6078.2Nuclei_fractions
P08238_CHAIN_0ELISNASDALDK[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]2 42-‐53 7,008 521,953 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6087.6090.3Nuclei_fractions



P08238_CHAIN_0ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 42-‐55 11,023 611,684 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7910.7913.3Nuclei_fractions
P08238_CHAIN_0ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 42-‐55 9,971 611,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7944.7947.3Nuclei_fractions
P08238_CHAIN_0ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 42-‐55 9,537 611,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7959.7962.3Nuclei_fractions
P08238_CHAIN_0GVVDSEDLPLNISR[iTRAQ_Nterm]GVVDSEDLPLNISR1 379-‐392 8,841 829,451 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7531.7534.2Nuclei_fractions
P08238_CHAIN_0HFSVEGQLEFR[iTRAQ_Nterm]HFSVEGQLEFR1 320-‐330 9,363 498,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6823.6826.3Nuclei_fractions
P08238_CHAIN_0HFSVEGQLEFR[iTRAQ_Nterm]HFSVEGQLEFR1 320-‐330 8,014 498,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6810.6813.3Nuclei_fractions
P08238_CHAIN_0HLEINPDHPIVETLR[iTRAQ_Nterm]HLEINPDHPIVETLR1 625-‐639 6,566 482,519 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6333.6336.4Nuclei_fractions
P08238_CHAIN_0HSQFIGYPITLYLEK[iTRAQ_Nterm]HSQFIGYPITLYLEK[iTRAQ_K]2 205-‐219 5,353 699,728 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9750.9753.3Nuclei_fractions
P08238_CHAIN_0HSQFIGYPITLYLEK[iTRAQ_Nterm]HSQFIGYPITLYLEK[iTRAQ_K]2 205-‐219 5,041 525,047 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9784.9787.4Nuclei_fractions
P08238_CHAIN_0IDIIPNPQER[iTRAQ_Nterm]IDIIPNPQER1 73-‐82 5,533 669,878 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6577.6580.2Nuclei_fractions
P08238_CHAIN_0RAPFDLFENK[iTRAQ_Nterm]RAPFDLFENK[iTRAQ_K]2 338-‐347 5,818 508,952 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7982.7985.3Nuclei_fractions
P08238_CHAIN_0SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 482-‐491 6,617 724,9 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6520.6523.2Nuclei_fractions
P08238_CHAIN_0SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 482-‐491 6,615 724,9 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6493.6496.2Nuclei_fractions
P08238_CHAIN_0SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 482-‐491 4,758 483,603 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6521.6524.3Nuclei_fractions
P08238_CHAIN_0SLTNDWEDHLAVK[iTRAQ_Nterm]SLTNDWEDHLAVK[iTRAQ_K]2 307-‐319 7,451 605,989 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7280.7283.3Nuclei_fractions
P08238_CHAIN_0TLTLVDTGIGMTK[iTRAQ_Nterm]TLTLVDTGIGM[Oxidation_M]TK[iTRAQ_K]3 83-‐95 5,893 551,984 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6970.6973.3Nuclei_fractions
P08238_CHAIN_0YESLTDPSKLDSGK[iTRAQ_Nterm]YESLTDPSK[iTRAQ_K]LDSGK[iTRAQ_K]3 56-‐69 4,906 658,026 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5543.5546.3Nuclei_fractions
P08238_CHAIN_0YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 276-‐284 5,378 480,592 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5038.5041.3Nuclei_fractions
P08238_CHAIN_0YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 276-‐284 5,375 720,386 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5030.5033.2Nuclei_fractions

P02452_CHAIN_0ALLLQGSNEIEIR[iTRAQ_Nterm]ALLLQGSNEIEIR1 1387-‐1399 8,285 800,465 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8464.8467.2Nuclei_fractions
P02452_CHAIN_0ALLLQGSNEIEIR[iTRAQ_Nterm]ALLLQGSNEIEIR1 1387-‐1399 7,195 533,978 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8519.8522.3Nuclei_fractions
P02452_CHAIN_0DRDLEVDTTLK[iTRAQ_Nterm]DRDLEVDTTLK[iTRAQ_K]2 1226-‐1236 6,915 531,628 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4701.4704.3Nuclei_fractions
P02452_CHAIN_0DRDLEVDTTLK[iTRAQ_Nterm]DRDLEVDTTLK[iTRAQ_K]2 1226-‐1236 6,009 796,938 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4709.4712.2Nuclei_fractions
P02452_CHAIN_0DRDLEVDTTLK[iTRAQ_Nterm]DRDLEVDTTLK[iTRAQ_K]2 1226-‐1236 5,726 531,628 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4736.4739.3Nuclei_fractions
P02452_CHAIN_0FTYSVTVDGCTSHTGAWGK[iTRAQ_Nterm]FTYSVTVDGC[Cys_CAM]TSHTGAWGK[iTRAQ_K]3 1406-‐1424 8,915 788,049 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6958.6961.3Nuclei_fractions
P02452_CHAIN_0GEPGPVGVQGPPGPAGEEGKR[iTRAQ_Nterm]GEPGPVGVQGPPGPAGEEGK[iTRAQ_K]R2 449-‐469 5,797 754,071 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4103.4106.3Nuclei_fractions
P02452_CHAIN_0GFPGADGVAGPK[iTRAQ_Nterm]GFPGADGVAGPK[iTRAQ_K]2 494-‐505 7,964 680,876 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4912.4915.2Nuclei_fractions
P02452_CHAIN_0GFPGADGVAGPK[iTRAQ_Nterm]GFPGADGVAGPK[iTRAQ_K]2 494-‐505 6,962 680,875 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4870.4873.2Nuclei_fractions
P02452_CHAIN_0GFPGLPGPSGEPGK[iTRAQ_Nterm]GFPGLPGPSGEPGK[iTRAQ_K]2 971-‐984 6,842 792,935 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6801.6804.2Nuclei_fractions
P02452_CHAIN_0GFPGLPGPSGEPGK[iTRAQ_Nterm]GFPGLPGPSGEPGK[iTRAQ_K]2 971-‐984 5,523 528,96 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6779.6782.3Nuclei_fractions
P02452_CHAIN_0GSAGPPGATGFPGAAGR[iTRAQ_Nterm]GSAGPPGATGFPGAAGR1 866-‐882 11,199 786,407 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4623.4626.2Nuclei_fractions
P02452_CHAIN_0GVPGPPGAVGPAGK[iTRAQ_Nterm]GVPGPPGAVGPAGK[iTRAQ_K]2 599-‐612 7,062 724,925 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4449.4452.2Nuclei_fractions
P02452_CHAIN_0GVPGPPGAVGPAGK[iTRAQ_Nterm]GVPGPPGAVGPAGK[iTRAQ_K]2 599-‐612 4,831 483,62 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4419.4422.3Nuclei_fractions
P02452_CHAIN_0GVVGLPGQR[iTRAQ_Nterm]GVVGLPGQR1 959-‐967 7,072 513,812 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4601.4604.2Nuclei_fractions
P02452_CHAIN_0GVVGLPGQR[iTRAQ_Nterm]GVVGLPGQR1 959-‐967 6,987 513,812 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4636.4639.2Nuclei_fractions
P02452_CHAIN_0KALLLQGSNEIEIR[iTRAQ_Nterm]K[iTRAQ_K]ALLLQGSNEIEIR2 1386-‐1399 7,702 624,71 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7123.7126.3Nuclei_fractions
P02452_CHAIN_0NSVAYMDQQTGNLK[iTRAQ_Nterm]NSVAYM[Oxidation_M]DQQTGNLK[iTRAQ_K]3 1372-‐1385 8,701 624,983 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3909.3912.3Nuclei_fractions
P02452_CHAIN_0SLSQQIENIR[iTRAQ_Nterm]SLSQQIENIR1 1237-‐1246 8,855 666,375 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6484.6487.2Nuclei_fractions
P02452_CHAIN_0SLSQQIENIR[iTRAQ_Nterm]SLSQQIENIR1 1237-‐1246 8,768 666,373 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6338.6341.2Nuclei_fractions
P02452_CHAIN_0SLSQQIENIR[iTRAQ_Nterm]SLSQQIENIR1 1237-‐1246 6,308 666,368 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6551.6554.2Nuclei_fractions
P02452_CHAIN_0SLSQQIENIR[iTRAQ_Nterm]SLSQQIENIR1 1237-‐1246 5,247 444,586 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6549.6552.3Nuclei_fractions
P02452_CHAIN_0VGPPGPSGNAGPPGPPGPAGK[iTRAQ_Nterm]VGPPGPSGNAGPPGPPGPAGK[iTRAQ_K]2 883-‐903 8,775 685,04 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4517.4520.3Nuclei_fractions

P10809 AAVEEGIVLGGGCALLR[iTRAQ_Nterm]AAVEEGIVLGGGC[Cys_CAM]ALLR2 404-‐420 9,924 915,008 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9416.9419.2Nuclei_fractions
P10809 AAVEEGIVLGGGCALLR[iTRAQ_Nterm]AAVEEGIVLGGGC[Cys_CAM]ALLR2 404-‐420 7,214 610,343 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9408.9411.3Nuclei_fractions
P10809 ALMLQGVDLLADAVAVTMGPK[iTRAQ_Nterm]ALMLQGVDLLADAVAVTMGPK[iTRAQ_K]2 12-‐32 7,066 801,122 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13683.13686.3Nuclei_fractions
P10809 IQEIIEQLDVTTSEYEK[iTRAQ_Nterm]IQEIIEQLDVTTSEYEK[iTRAQ_K]2 345-‐361 6,822 776,079 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12171.12174.3Nuclei_fractions
P10809 IQEIIEQLDVTTSEYEKEK[iTRAQ_Nterm]IQEIIEQLDVTTSEYEK[iTRAQ_K]EK[iTRAQ_K]3 345-‐363 9,832 909,827 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11554.11557.3Nuclei_fractions
P10809 IQEIIEQLDVTTSEYEKEK[iTRAQ_Nterm]IQEIIEQLDVTTSEYEK[iTRAQ_K]EK[iTRAQ_K]3 345-‐363 9,406 909,829 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11570.11573.3Nuclei_fractions
P10809 IQEIIEQLDVTTSEYEKEK[iTRAQ_Nterm]IQEIIEQLDVTTSEYEK[iTRAQ_K]EK[iTRAQ_K]3 345-‐363 9,156 909,827 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11604.11607.3Nuclei_fractions
P10809 ISSIQSIVPALEIANAHR[iTRAQ_Nterm]ISSIQSIVPALEIANAHR1 225-‐242 8,872 1032,093 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8964.8967.2Nuclei_fractions



P10809 ISSIQSIVPALEIANAHR[iTRAQ_Nterm]ISSIQSIVPALEIANAHR1 225-‐242 7,799 688,395 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8897.8900.3Nuclei_fractions
P10809 KISSIQSIVPALEIANAHR[iTRAQ_Nterm]K[iTRAQ_K]ISSIQSIVPALEIANAHR2 224-‐242 5,156 584,6 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9123.9126.4Nuclei_fractions
P10809 KISSIQSIVPALEIANAHR[iTRAQ_Nterm]K[iTRAQ_K]ISSIQSIVPALEIANAHR2 224-‐242 4,826 584,6 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9075.9078.4Nuclei_fractions
P10809 LKVGLQVVAVK[iTRAQ_Nterm]LK[iTRAQ_K]VGLQVVAVK[iTRAQ_K]3 265-‐275 5,602 529,366 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6304.6307.3Nuclei_fractions
P10809 NAGVEGSLIVEK[iTRAQ_Nterm]NAGVEGSLIVEK[iTRAQ_K]2 456-‐467 6,508 752,44 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5866.5869.2Nuclei_fractions
P10809 TALLDAAGVASLLTTAEVVVTEIPK[iTRAQ_Nterm]TALLDAAGVASLLTTAEVVVTEIPK[iTRAQ_K]2 501-‐525 5,926 693,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13792.13795.4Nuclei_fractions
P10809 TALLDAAGVASLLTTAEVVVTEIPKEEK[iTRAQ_Nterm]TALLDAAGVASLLTTAEVVVTEIPK[iTRAQ_K]EEK[iTRAQ_K]3 501-‐528 5,537 660,985 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13564.13567.5Nuclei_fractions
P10809 TALLDAAGVASLLTTAEVVVTEIPKEEK[iTRAQ_Nterm]TALLDAAGVASLLTTAEVVVTEIPK[iTRAQ_K]EEK[iTRAQ_K]3 501-‐528 5,083 660,984 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13585.13588.5Nuclei_fractions
P10809 TLKIPAMTIAK[iTRAQ_Nterm]TLK[iTRAQ_K]IPAM[Oxidation_M]TIAK[iTRAQ_K]4 445-‐455 5,166 545,683 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5234.5237.3Nuclei_fractions
P10809 TVIIEQSWGSPK[iTRAQ_Nterm]TVIIEQSWGSPK[iTRAQ_K]2 35-‐46 8,351 816,968 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6982.6985.2Nuclei_fractions
P10809 TVIIEQSWGSPK[iTRAQ_Nterm]TVIIEQSWGSPK[iTRAQ_K]2 35-‐46 5,917 544,98 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6858.6861.3Nuclei_fractions
P10809 TVIIEQSWGSPK[iTRAQ_Nterm]TVIIEQSWGSPK[iTRAQ_K]2 35-‐46 5,213 544,981 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6995.6998.3Nuclei_fractions
P10809 VGEVIVTK [iTRAQ_Nterm]VGEVIVTK[iTRAQ_K]2 319-‐326 5,189 566,865 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4952.4955.2Nuclei_fractions
P10809 VGEVIVTK [iTRAQ_Nterm]VGEVIVTK[iTRAQ_K]2 319-‐326 4,886 566,865 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4813.4816.2Nuclei_fractions
P10809 VGGTSDVEVNEK[iTRAQ_Nterm]VGGTSDVEVNEK[iTRAQ_K]2 380-‐391 5,646 507,939 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3756.3759.3Nuclei_fractions
P10809 VGLQVVAVK[iTRAQ_Nterm]VGLQVVAVK[iTRAQ_K]2 267-‐275 4,849 600,901 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6444.6447.2Nuclei_fractions

P04083 ALTGHLEEVVLALLK[iTRAQ_Nterm]ALTGHLEEVVLALLK[iTRAQ_K]2 98-‐112 8,535 947,587 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11731.11734.2Nuclei_fractions
P04083 ALTGHLEEVVLALLK[iTRAQ_Nterm]ALTGHLEEVVLALLK[iTRAQ_K]2 98-‐112 8,428 947,587 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11719.11722.2Nuclei_fractions
P04083 ALTGHLEEVVLALLK[iTRAQ_Nterm]ALTGHLEEVVLALLK[iTRAQ_K]2 98-‐112 6,475 632,06 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11717.11720.3Nuclei_fractions
P04083 CATSKPAFFAEK[iTRAQ_Nterm]C[Cys_CAM]ATSK[iTRAQ_K]PAFFAEK[iTRAQ_K]4 269-‐280 5,616 596,995 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5377.5380.3Nuclei_fractions
P04083 CATSKPAFFAEK[iTRAQ_Nterm]C[Cys_CAM]ATSK[iTRAQ_K]PAFFAEK[iTRAQ_K]4 269-‐280 5,178 596,996 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5419.5422.3Nuclei_fractions
P04083 GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_Nterm]GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_K]2 29-‐52 9,837 882,126 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7567.7570.3Nuclei_fractions
P04083 GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_Nterm]GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_K]2 29-‐52 8,969 882,127 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7192.7195.3Nuclei_fractions
P04083 GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_Nterm]GGPGSAVSPYPTFNPSSDVAALHK[iTRAQ_K]2 29-‐52 8,441 882,127 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7659.7662.3Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 9,695 847,963 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10141.10144.2Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 9,618 847,966 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9729.9732.2Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 9,152 847,964 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10201.10204.2Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 8,288 847,97 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9903.9906.2Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 7,817 565,645 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10222.10225.3Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 7,461 565,647 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10202.10205.3Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 7,128 565,646 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9918.9921.3Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 6,66 565,646 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10155.10158.3Nuclei_fractions
P04083 GTDVNVFNTILTTR[iTRAQ_Nterm]GTDVNVFNTILTTR1 214-‐227 6,032 565,647 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9749.9752.3Nuclei_fractions
P04083 GVDEATIIDILTK[iTRAQ_Nterm]GVDEATIIDILTK[iTRAQ_K]2 58-‐70 8,938 838,491 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11547.11550.2Nuclei_fractions
P04083 GVDEATIIDILTK[iTRAQ_Nterm]GVDEATIIDILTK[iTRAQ_K]2 58-‐70 5,109 559,329 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11540.11543.3Nuclei_fractions
P04083 GVDEATIIDILTKR[iTRAQ_Nterm]GVDEATIIDILTK[iTRAQ_K]R2 58-‐71 8,151 916,544 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10788.10791.2Nuclei_fractions
P04083 GVDEATIIDILTKR[iTRAQ_Nterm]GVDEATIIDILTK[iTRAQ_K]R2 58-‐71 7,462 611,365 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10739.10742.3Nuclei_fractions
P04083 ILVALCGGN[iTRAQ_Nterm]ILVALC[Cys_CAM]GGN2 337-‐345 6,605 530,802 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8676.8679.2Nuclei_fractions
P04083 ILVALCGGN[iTRAQ_Nterm]ILVALC[Cys_CAM]GGN2 337-‐345 5,666 530,802 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8595.8598.2Nuclei_fractions
P04083 ILVALCGGN[iTRAQ_Nterm]ILVALC[Cys_CAM]GGN2 337-‐345 5,095 530,802 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8750.8753.2Nuclei_fractions
P04083 ILVALCGGN[iTRAQ_Nterm]ILVALC[Cys_CAM]GGN2 337-‐345 5,071 530,803 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8808.8811.2Nuclei_fractions
P04083 KGTDVNVFNTILTTR[iTRAQ_Nterm]K[iTRAQ_K]GTDVNVFNTILTTR2 213-‐227 9,501 656,377 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9292.9295.3Nuclei_fractions
P04083 KGTDVNVFNTILTTR[iTRAQ_Nterm]K[iTRAQ_K]GTDVNVFNTILTTR2 213-‐227 9,441 656,378 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9153.9156.3Nuclei_fractions
P04083 KGTDVNVFNTILTTR[iTRAQ_Nterm]K[iTRAQ_K]GTDVNVFNTILTTR2 213-‐227 8,877 984,063 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9229.9232.2Nuclei_fractions
P04083 KGTDVNVFNTILTTR[iTRAQ_Nterm]K[iTRAQ_K]GTDVNVFNTILTTR2 213-‐227 7,292 984,068 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9186.9189.2Nuclei_fractions
P04083 MYGISLCQAILDETKGDYEK[iTRAQ_Nterm]M[Oxidation_M]YGISLC[Cys_CAM]QAILDETK[iTRAQ_K]GDYEK[iTRAQ_K]5 317-‐336 4,73 696,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9745.9748.4Nuclei_fractions
P04083 NALLSLAK[iTRAQ_Nterm]NALLSLAK[iTRAQ_K]2 177-‐184 6,567 559,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7590.7593.2Nuclei_fractions
P04083 NALLSLAK[iTRAQ_Nterm]NALLSLAK[iTRAQ_K]2 177-‐184 6,173 559,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7639.7642.2Nuclei_fractions
P04083 NALLSLAK[iTRAQ_Nterm]NALLSLAK[iTRAQ_K]2 177-‐184 5,949 559,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7576.7579.2Nuclei_fractions
P04083 NALLSLAK[iTRAQ_Nterm]NALLSLAK[iTRAQ_K]2 177-‐184 5,912 559,363 2012_02_21_FRF_OT_79_ANF_TMT_N_11.389.392.2Nuclei_fractions
P04083 NALLSLAK[iTRAQ_Nterm]NALLSLAK[iTRAQ_K]2 177-‐184 5,276 559,362 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7521.7524.2Nuclei_fractions



P04083 QAWFIENEEQEYVQTVK[iTRAQ_Nterm]QAWFIENEEQEYVQTVK[iTRAQ_K]2 9-‐25 9,403 1215,118 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9371.9374.2Nuclei_fractions
P04083 QAWFIENEEQEYVQTVK[iTRAQ_Nterm]QAWFIENEEQEYVQTVK[iTRAQ_K]2 9-‐25 8,24 810,413 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9398.9401.3Nuclei_fractions
P04083 QAWFIENEEQEYVQTVK[iTRAQ_Nterm]QAWFIENEEQEYVQTVK[iTRAQ_K]2 9-‐25 8,161 810,414 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9377.9380.3Nuclei_fractions
P04083 QAWFIENEEQEYVQTVK[iTRAQ_Nterm]QAWFIENEEQEYVQTVK[iTRAQ_K]2 9-‐25 7,753 810,414 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9349.9352.3Nuclei_fractions
P04083 SEIDMNDIK[iTRAQ_Nterm]SEIDMNDIK[iTRAQ_K]2 303-‐311 5,293 676,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5338.5341.2Nuclei_fractions
P04083 TPAQFDADELR[iTRAQ_Nterm]TPAQFDADELR1 113-‐123 6,289 703,855 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5786.5789.2Nuclei_fractions

P22626_ISOFORM_A2DYFEEYGK [iTRAQ_Nterm]DYFEEYGK[iTRAQ_K]2 130-‐137 5,018 669,826 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6158.6161.2Nuclei_fractions
P22626_ISOFORM_A2GFGFVTFDDHDPVDK[iTRAQ_Nterm]GFGFVTFDDHDPVDK[iTRAQ_K]2 154-‐168 7,509 661,995 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8145.8148.3Nuclei_fractions
P22626_ISOFORM_A2GFGFVTFDDHDPVDK[iTRAQ_Nterm]GFGFVTFDDHDPVDK[iTRAQ_K]2 154-‐168 7,335 661,995 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8180.8183.3Nuclei_fractions
P22626_ISOFORM_A2GFGFVTFDDHDPVDKIVLQK[iTRAQ_Nterm]GFGFVTFDDHDPVDK[iTRAQ_K]IVLQK[iTRAQ_K]3 154-‐173 5,03 678,123 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9773.9776.4Nuclei_fractions
P22626_ISOFORM_A2GGGGNFGPGPGSNFR[iTRAQ_Nterm]GGGGNFGPGPGSNFR1 214-‐228 9,34 761,369 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4883.4886.2Nuclei_fractions
P22626_ISOFORM_A2GGGGNFGPGPGSNFR[iTRAQ_Nterm]GGGGNFGPGPGSNFR1 214-‐228 7,369 507,916 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4902.4905.3Nuclei_fractions
P22626_ISOFORM_A2IDTIEIITDR [iTRAQ_Nterm]IDTIEIITDR1 138-‐147 8,939 666,878 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8159.8162.2Nuclei_fractions
P22626_ISOFORM_A2KLFIGGLSFETTEESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTEESLR2 22-‐38 9,857 1108,12 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9709.9712.2Nuclei_fractions
P22626_ISOFORM_A2KLFIGGLSFETTEESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTEESLR2 22-‐38 8,47 739,082 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9660.9663.3Nuclei_fractions
P22626_ISOFORM_A2KLFIGGLSFETTEESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTEESLR2 22-‐38 7,138 554,561 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9673.9676.4Nuclei_fractions
P22626_ISOFORM_A2KLFIGGLSFETTEESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTEESLR2 22-‐38 5,798 554,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.9737.9740.4Nuclei_fractions
P22626_ISOFORM_A2KLFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]LFVGGIK[iTRAQ_K]3 113-‐120 5,105 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5283.5286.2Nuclei_fractions
P22626_ISOFORM_A2KLFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]LFVGGIK[iTRAQ_K]3 113-‐120 4,865 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5543.5546.2Nuclei_fractions
P22626_ISOFORM_A2LFIGGLSFETTEESLR[iTRAQ_Nterm]LFIGGLSFETTEESLR1 23-‐38 9,366 648,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11176.11179.3Nuclei_fractions
P22626_ISOFORM_A2LFIGGLSFETTEESLR[iTRAQ_Nterm]LFIGGLSFETTEESLR1 23-‐38 8,633 972,014 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11157.11160.2Nuclei_fractions
P22626_ISOFORM_A2LFVGGIKEDTEEHHLR[iTRAQ_Nterm]LFVGGIK[iTRAQ_K]EDTEEHHLR2 114-‐129 8,218 723,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5556.5559.3Nuclei_fractions
P22626_ISOFORM_A2LFVGGIKEDTEEHHLR[iTRAQ_Nterm]LFVGGIK[iTRAQ_K]EDTEEHHLR2 114-‐129 5,95 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5582.5585.4Nuclei_fractions
P22626_ISOFORM_A2LFVGGIKEDTEEHHLR[iTRAQ_Nterm]LFVGGIK[iTRAQ_K]EDTEEHHLR2 114-‐129 5,819 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5351.5354.4Nuclei_fractions
P22626_ISOFORM_A2LFVGGIKEDTEEHHLR[iTRAQ_Nterm]LFVGGIK[iTRAQ_K]EDTEEHHLR2 114-‐129 5,72 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5568.5571.4Nuclei_fractions
P22626_ISOFORM_A2LTDCVVMRDPASK[iTRAQ_Nterm]LTDC[Cys_CAM]VVM[Oxidation_M]RDPASK[iTRAQ_K]4 47-‐59 5,536 599,316 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4274.4277.3Nuclei_fractions
P22626_ISOFORM_A2NMGGPYGGGNYGPGGSGGSGGYGGR[iTRAQ_Nterm]NM[Oxidation_M]GGPYGGGNYGPGGSGGSGGYGGR2 326-‐350 7,676 784,007 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4227.4230.3Nuclei_fractions
P22626_ISOFORM_A2NYYEQWGK[iTRAQ_Nterm]NYYEQWGK[iTRAQ_K]2 39-‐46 6,47 688,348 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5994.5997.2Nuclei_fractions
P22626_ISOFORM_A2NYYEQWGK[iTRAQ_Nterm]NYYEQWGK[iTRAQ_K]2 39-‐46 5,231 688,349 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5849.5852.2Nuclei_fractions
P22626_ISOFORM_A2TLETVPLER[iTRAQ_Nterm]TLETVPLER1 4-‐12 6,157 601,351 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5830.5833.2Nuclei_fractions
P22626_ISOFORM_A2TLETVPLER[iTRAQ_Nterm]TLETVPLER1 4-‐12 4,791 601,35 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5816.5819.2Nuclei_fractions

Q13748,Q6PEY2,Q13748_ISOFORM_2AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]M[Oxidation_M]LSNTTAIAEAWAR3 374-‐390 9,063 1013,003 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9222.9225.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]MLSNTTAIAEAWAR2 374-‐390 7,356 670,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10868.10871.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 7,488 923,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10394.10397.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 5,569 616,008 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10401.10404.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,99 652,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6430.6433.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,865 652,396 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6262.6265.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,722 652,393 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6397.6400.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,966 435,265 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6269.6272.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,337 435,266 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6423.6426.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2EIIDLVLDR [iTRAQ_Nterm]EIIDLVLDR1 113-‐121 5,372 615,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10737.10740.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,449 1023,089 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9326.9329.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,289 1023,087 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9347.9350.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,234 682,394 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9219.9222.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,142 682,395 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9380.9383.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 5,276 512,047 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9234.9237.4Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2LIGQIVSSITASLR[iTRAQ_Nterm]LIGQIVSSITASLR1 230-‐243 9,298 801,494 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10807.10808.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2LIGQIVSSITASLR[iTRAQ_Nterm]LIGQIVSSITASLR1 230-‐243 7,98 534,662 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10810.10812.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2LIGQIVSSITASLR[iTRAQ_Nterm]LIGQIVSSITASLR1 230-‐243 5,646 801,469 2012_02_21_FRF_OT_77_ANF_TMT_N_09.10359.10360.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,968 621,667 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5730.5733.3Nuclei_fractions



Q13748,Q6PEY2,Q13748_ISOFORM_2NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,265 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5658.5661.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 5,619 931,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5653.5656.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 4,967 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5637.5640.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 6,192 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 5,67 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 11,646 1148,55 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9211.9214.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 8,351 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9273.9276.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 7,419 766,038 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9209.9212.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 6,559 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9182.9185.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 9,346 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10167.10170.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 8,783 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10224.10227.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,041 629,665 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10147.10150.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,565 629,661 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9919.9922.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 8,943 1057,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7508.7511.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,319 1057,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7668.7671.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,156 1057,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7585.7588.2Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,887 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7570.7573.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,34 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7626.7629.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,148 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7517.7520.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,834 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7667.7670.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,274 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7487.7490.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,262 705,071 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7702.7705.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,88 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7551.7554.3Nuclei_fractions
Q13748,Q6PEY2,Q13748_ISOFORM_2VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,766 529,053 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7563.7566.4Nuclei_fractions

AAECNIVVTQPR[iTRAQ_Nterm]AAEC[Cys_CAM]NIVVTQPR2 435-‐446 9,56 751,401 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4345.4348.2Nuclei_fractions
AAECNIVVTQPR[iTRAQ_Nterm]AAEC[Cys_CAM]NIVVTQPR2 435-‐446 9,124 751,401 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4449.4452.2Nuclei_fractions
DFVNYLVR[iTRAQ_Nterm]DFVNYLVR1 64-‐71 5,218 585,327 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8789.8792.2Nuclei_fractions
DFVNYLVR[iTRAQ_Nterm]DFVNYLVR1 64-‐71 5,025 585,327 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8729.8732.2Nuclei_fractions
DFVNYLVR[iTRAQ_Nterm]DFVNYLVR1 64-‐71 4,998 585,327 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8928.8931.2Nuclei_fractions
DINTDFLLVVLR[iTRAQ_Nterm]DINTDFLLVVLR1 517-‐528 10,875 781,459 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12779.12782.2Nuclei_fractions
DINTDFLLVVLR[iTRAQ_Nterm]DINTDFLLVVLR1 517-‐528 7,405 521,308 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12788.12791.3Nuclei_fractions
DVVQAYPEVR[iTRAQ_Nterm]DVVQAYPEVR1 529-‐538 5,106 660,359 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4953.4956.2Nuclei_fractions
GISHVIVDEIHER[iTRAQ_Nterm]GISHVIVDEIHER1 504-‐516 7,669 549,97 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6089.6092.3Nuclei_fractions
GISHVIVDEIHER[iTRAQ_Nterm]GISHVIVDEIHER1 504-‐516 6,27 412,73 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6090.6093.4Nuclei_fractions
KVFDPVPVGVTK[iTRAQ_Nterm]K[iTRAQ_K]VFDPVPVGVTK[iTRAQ_K]3 697-‐708 5,29 573,36 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6070.6073.3Nuclei_fractions
LAQFEPSQR[iTRAQ_Nterm]LAQFEPSQR1 315-‐323 6,368 610,333 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5344.5347.2Nuclei_fractions
LGGIGQFLAK[iTRAQ_Nterm]LGGIGQFLAK[iTRAQ_K]2 810-‐819 6,188 431,271 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9349.9352.3Nuclei_fractions
LGGIGQFLAK[iTRAQ_Nterm]LGGIGQFLAK[iTRAQ_K]2 810-‐819 5,902 646,403 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9348.9351.2Nuclei_fractions
LQISHEAAACITGLR[iTRAQ_Nterm]LQISHEAAAC[Cys_CAM]ITGLR2 1090-‐1104 5,316 595,326 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7091.7094.3Nuclei_fractions
QLYHLGVVEAYSGLTK[iTRAQ_Nterm]QLYHLGVVEAYSGLTK[iTRAQ_K]2 249-‐264 5,685 689,392 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8331.8334.3Nuclei_fractions
TPLHEIALSIK[iTRAQ_Nterm]TPLHEIALSIK[iTRAQ_K]2 796-‐806 5,084 503,98 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7407.7410.3Nuclei_fractions
TPLHEIALSIK[iTRAQ_Nterm]TPLHEIALSIK[iTRAQ_K]2 796-‐806 4,849 503,979 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7386.7389.3Nuclei_fractions
TTQVPQFILDDFIQNDR[iTRAQ_Nterm]TTQVPQFILDDFIQNDR1 418-‐434 5,622 732,045 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11766.11769.3Nuclei_fractions
YPSPFFVFGEK[iTRAQ_Nterm]YPSPFFVFGEK[iTRAQ_K]2 1038-‐1048 5,725 803,431 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10895.10898.2Nuclei_fractions
YQILPLHSQIPR[iTRAQ_Nterm]YQILPLHSQIPR1 681-‐692 8,73 536,983 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6898.6901.3Nuclei_fractions

AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]M[Oxidation_M]LSNTTAIAEAWAR3 374-‐390 9,063 1013,003 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9222.9225.2Nuclei_fractions
AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]MLSNTTAIAEAWAR2 374-‐390 7,356 670,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10868.10871.3Nuclei_fractions
AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 7,488 923,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10394.10397.2Nuclei_fractions
AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 5,569 616,008 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10401.10404.3Nuclei_fractions



DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,99 652,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6430.6433.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,865 652,396 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6262.6265.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,722 652,393 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6397.6400.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,966 435,265 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6269.6272.3Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,337 435,266 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6423.6426.3Nuclei_fractions
EIIDLVLDR [iTRAQ_Nterm]EIIDLVLDR1 113-‐121 5,372 615,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10737.10740.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,449 1023,089 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9326.9329.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,289 1023,087 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9347.9350.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,234 682,394 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9219.9222.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,142 682,395 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9380.9383.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 5,276 512,047 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9234.9237.4Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,344 816,497 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10821.10823.2Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,04 544,666 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10826.10827.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,968 621,667 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5730.5733.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,265 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5658.5661.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 5,619 931,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5653.5656.2Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 4,967 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5637.5640.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 6,192 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 5,67 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 8,198 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10049.10052.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,89 624,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9992.9995.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,501 936,982 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9806.9809.2Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,282 936,985 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10000.10003.2Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,255 624,992 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10056.10059.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,972 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10027.10030.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,696 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10006.10009.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 4,962 624,99 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9805.9808.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 11,646 1148,55 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9211.9214.2Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 8,351 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9273.9276.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 7,419 766,038 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9209.9212.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 6,559 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9182.9185.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 8,943 1057,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7508.7511.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,319 1057,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7668.7671.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,156 1057,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7585.7588.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,887 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7570.7573.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,34 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7626.7629.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,148 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7517.7520.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,834 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7667.7670.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,274 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7487.7490.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,262 705,071 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7702.7705.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,88 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7551.7554.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,766 529,053 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7563.7566.4Nuclei_fractions

Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2ALALGALQNIR[iTRAQ_Nterm]ALALGALQNIR1 2385-‐2395 8,061 642,4 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8171.8174.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2ALALGALQNIR[iTRAQ_Nterm]ALALGALQNIR1 2385-‐2395 6,21 428,602 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8187.8190.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2FTKVEDIIEAINTFPYR[iTRAQ_Nterm]FTK[iTRAQ_K]VEDIIEAINTFPYR2 497-‐513 10,517 782,097 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12698.12701.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2IIYRPVAGGESR[iTRAQ_Nterm]IIYRPVAGGESR1 755-‐766 6,938 731,419 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4302.4305.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2ITWTQAPGR[iTRAQ_Nterm]ITWTQAPGR1 741-‐749 7,176 587,329 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5646.5649.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2LQPQTTYDITVLPIYK[iTRAQ_Nterm]LQPQTTYDITVLPIYK[iTRAQ_K]2 1055-‐1070 7,658 727,752 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9860.9863.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2LSWSGAPGK[iTRAQ_Nterm]LSWSGAPGK[iTRAQ_K]2 832-‐840 6,035 595,842 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5917.5920.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2NQPGPPGPPGPPGSAGAR[iTRAQ_Nterm]NQPGPPGPPGPPGSAGAR1 2863-‐2880 5,363 585,64 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3629.3632.3Nuclei_fractions



Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2RVQIALAQYSGDPR[iTRAQ_Nterm]RVQIALAQYSGDPR1 1235-‐1248 7,057 573,321 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5714.5717.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2SLLQAVANLPYK[iTRAQ_Nterm]SLLQAVANLPYK[iTRAQ_K]2 1261-‐1272 5,299 535,658 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10398.10401.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2TEWQLNAHR[iTRAQ_Nterm]TEWQLNAHR1 1249-‐1257 6,41 433,562 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4537.4540.3Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2TLSFFNK [iTRAQ_Nterm]TLSFFNK[iTRAQ_K]2 2618-‐2624 4,923 572,832 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8019.8022.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2VEDIIEAINTFPYR[iTRAQ_Nterm]VEDIIEAINTFPYR1 500-‐513 10,017 912,484 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12592.12595.2Nuclei_fractions
Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2VLTWESGMRK[iTRAQ_Nterm]VLTWESGMRK[iTRAQ_K]2 2414-‐2423 4,798 747,92 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8859.8862.2Nuclei_fractions

P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51DYFEQYGK[iTRAQ_Nterm]DYFEQYGK[iTRAQ_K]2 123-‐130 6,695 669,334 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5900.5903.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51EDSQRPGAHLTVK[iTRAQ_Nterm]EDSQRPGAHLTVK[iTRAQ_K]2 93-‐105 5,06 432,249 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3542.3545.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51GFAFVTFDDHDSVDK[iTRAQ_Nterm]GFAFVTFDDHDSVDK[iTRAQ_K]2 147-‐161 8,295 663,326 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8118.8121.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51GFAFVTFDDHDSVDKIVIQK[iTRAQ_Nterm]GFAFVTFDDHDSVDK[iTRAQ_K]IVIQK[iTRAQ_K]3 147-‐166 4,855 679,121 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9255.9258.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51GFGFVTYATVEEVDAAMNAR[iTRAQ_Nterm]GFGFVTYATVEEVDAAMNAR1 56-‐75 7,401 764,709 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13012.13015.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51GFGFVTYATVEEVDAAMNARPHK[iTRAQ_Nterm]GFGFVTYATVEEVDAAM[Oxidation_M]NARPHK[iTRAQ_K]3 56-‐78 4,926 704,36 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9510.9513.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51GFGFVTYATVEEVDAAMNARPHK[iTRAQ_Nterm]GFGFVTYATVEEVDAAM[Oxidation_M]NARPHK[iTRAQ_K]3 56-‐78 4,743 704,36 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9551.9554.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51IEVIEIMTDR[iTRAQ_Nterm]IEVIEIMTDR1 131-‐140 7,381 681,875 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9832.9835.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51IFVGGIKEDTEEHHLR[iTRAQ_Nterm]IFVGGIK[iTRAQ_K]EDTEEHHLR2 107-‐122 8,254 723,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5556.5559.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51IFVGGIKEDTEEHHLR[iTRAQ_Nterm]IFVGGIK[iTRAQ_K]EDTEEHHLR2 107-‐122 5,983 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5582.5585.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51IFVGGIKEDTEEHHLR[iTRAQ_Nterm]IFVGGIK[iTRAQ_K]EDTEEHHLR2 107-‐122 5,851 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5351.5354.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51IFVGGIKEDTEEHHLR[iTRAQ_Nterm]IFVGGIK[iTRAQ_K]EDTEEHHLR2 107-‐122 5,755 542,799 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5568.5571.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51KIFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]IFVGGIK[iTRAQ_K]3 106-‐113 5,105 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5283.5286.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51KIFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]IFVGGIK[iTRAQ_K]3 106-‐113 4,865 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5543.5546.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51KLFIGGLSFETTDESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTDESLR2 15-‐31 7,91 1101,109 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9633.9636.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51KLFIGGLSFETTDESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTDESLR2 15-‐31 6,898 734,414 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9590.9593.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51KLFIGGLSFETTDESLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTDESLR2 15-‐31 6,505 551,058 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9631.9634.4Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51LFIGGLSFETTDESLR[iTRAQ_Nterm]LFIGGLSFETTDESLR1 16-‐31 8,431 643,675 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10967.10970.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51LFIGGLSFETTDESLR[iTRAQ_Nterm]LFIGGLSFETTDESLR1 16-‐31 8,299 965,01 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10966.10969.2Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51SHFEQWGTLTDCVVMR[iTRAQ_Nterm]SHFEQWGTLTDC[Cys_CAM]VVM[Oxidation_M]R3 32-‐47 6,427 709,339 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7678.7681.3Nuclei_fractions
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51SHFEQWGTLTDCVVMRDPNTK[iTRAQ_Nterm]SHFEQWGTLTDC[Cys_CAM]VVM[Oxidation_M]RDPNTK[iTRAQ_K]4 32-‐52 5,738 707,1 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7125.7128.4Nuclei_fractions

P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104AAVPSGASTGIYEALELR[iTRAQ_Nterm]AAVPSGASTGIYEALELR1 32-‐49 9,81 975,028 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9645.9648.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104AAVPSGASTGIYEALELR[iTRAQ_Nterm]AAVPSGASTGIYEALELR1 32-‐49 5,112 650,353 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9632.9635.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 105-‐119 8,36 904,526 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10161.10164.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 105-‐119 8,023 603,352 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8294.8297.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 105-‐119 6,698 603,35 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10139.10142.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104FTASAGIQVVGDDLTVTNPK[iTRAQ_Nterm]FTASAGIQVVGDDLTVTNPK[iTRAQ_K]2 306-‐325 6,807 1161,142 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8651.8654.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104GNPTVEVDLFTSK[iTRAQ_Nterm]GNPTVEVDLFTSK[iTRAQ_K]2 15-‐27 10,585 847,967 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8156.8159.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104GNPTVEVDLFTSK[iTRAQ_Nterm]GNPTVEVDLFTSK[iTRAQ_K]2 15-‐27 6,603 565,646 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8177.8180.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104GNPTVEVDLFTSK[iTRAQ_Nterm]GNPTVEVDLFTSK[iTRAQ_K]2 15-‐27 5,635 565,645 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8148.8151.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104IGAEVYHNLK[iTRAQ_Nterm]IGAEVYHNLK[iTRAQ_K]2 183-‐192 6,104 716,413 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5790.5793.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104IGAEVYHNLK[iTRAQ_Nterm]IGAEVYHNLK[iTRAQ_K]2 183-‐192 5,168 477,945 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5770.5773.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104SFIKDYPVVSIEDPFDQDDWGAWQK[iTRAQ_Nterm]SFIK[iTRAQ_K]DYPVVSIEDPFDQDDWGAWQK[iTRAQ_K]3 281-‐305 6,023 855,184 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11456.11459.4Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104SGETEDTFIADLVVGLCTGQIK[iTRAQ_Nterm]SGETEDTFIADLVVGLC[Cys_CAM]TGQIK[iTRAQ_K]3 372-‐393 7,07 881,128 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13227.13230.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104TIAPALVSK[iTRAQ_Nterm]TIAPALVSK[iTRAQ_K]2 71-‐79 5,559 594,383 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5540.5543.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104TIAPALVSKK[iTRAQ_Nterm]TIAPALVSK[iTRAQ_K]K[iTRAQ_K]3 71-‐80 4,763 487,324 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4617.4620.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104VNQIGSVTESLQACK[iTRAQ_Nterm]VNQIGSVTESLQAC[Cys_CAM]K[iTRAQ_K]3 343-‐357 12,578 961,519 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6709.6712.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104VNQIGSVTESLQACK[iTRAQ_Nterm]VNQIGSVTESLQAC[Cys_CAM]K[iTRAQ_K]3 343-‐357 7,54 641,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6737.6740.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104VNQIGSVTESLQACK[iTRAQ_Nterm]VNQIGSVTESLQAC[Cys_CAM]K[iTRAQ_K]3 343-‐357 7,352 641,347 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6855.6858.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104VNQIGSVTESLQACK[iTRAQ_Nterm]VNQIGSVTESLQAC[Cys_CAM]K[iTRAQ_K]3 343-‐357 7,282 641,347 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6674.6677.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104VNQIGSVTESLQACK[iTRAQ_Nterm]VNQIGSVTESLQAC[Cys_CAM]K[iTRAQ_K]3 343-‐357 6,486 641,348 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6800.6803.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104YISPDQLADLYK[iTRAQ_Nterm]YISPDQLADLYK[iTRAQ_K]2 269-‐280 7,911 857,468 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9195.9198.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104YISPDQLADLYK[iTRAQ_Nterm]YISPDQLADLYK[iTRAQ_K]2 269-‐280 7,433 857,469 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9134.9137.2Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104YISPDQLADLYK[iTRAQ_Nterm]YISPDQLADLYK[iTRAQ_K]2 269-‐280 6,672 571,982 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9181.9184.3Nuclei_fractions



P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104YISPDQLADLYK[iTRAQ_Nterm]YISPDQLADLYK[iTRAQ_K]2 269-‐280 6,357 571,98 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9223.9226.3Nuclei_fractions
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104YISPDQLADLYK[iTRAQ_Nterm]YISPDQLADLYK[iTRAQ_K]2 269-‐280 5,687 571,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9237.9240.3Nuclei_fractions

P04406 GALQNIIPASTGAAK[iTRAQ_Nterm]GALQNIIPASTGAAK[iTRAQ_K]2 200-‐214 6,431 850,501 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7004.7007.2Nuclei_fractions
P04406 GALQNIIPASTGAAK[iTRAQ_Nterm]GALQNIIPASTGAAK[iTRAQ_K]2 200-‐214 5,569 567,333 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6954.6957.3Nuclei_fractions
P04406 GALQNIIPASTGAAK[iTRAQ_Nterm]GALQNIIPASTGAAK[iTRAQ_K]2 200-‐214 5,053 567,336 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7010.7013.3Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 11,11 1061,565 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7165.7168.2Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 9,808 708,047 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7149.7152.3Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 9,272 1061,565 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7198.7201.2Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISN[DEAM_N]ASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]5 145-‐161 7,86 708,374 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7294.7297.3Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 7,834 1061,565 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7219.7222.2Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISN[DEAM_N]ASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]5 145-‐161 5,609 708,374 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6873.6876.3Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 5,391 531,286 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7177.7180.4Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISNASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]4 145-‐161 5,241 531,286 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7191.7194.4Nuclei_fractions
P04406 IISNASCTTNCLAPLAK[iTRAQ_Nterm]IISN[DEAM_N]ASC[Cys_CAM]TTNC[Cys_CAM]LAPLAK[iTRAQ_K]5 145-‐161 5,037 708,375 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7129.7132.3Nuclei_fractions
P04406 LISWYDNEFGYSNR[iTRAQ_Nterm]LISWYDNEFGYSNR1 309-‐322 9,536 954,454 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10534.10537.2Nuclei_fractions
P04406 LISWYDNEFGYSNR[iTRAQ_Nterm]LISWYDNEFGYSNR1 309-‐322 8,682 636,639 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10536.10539.3Nuclei_fractions
P04406 LTGMAFR [iTRAQ_Nterm]LTGMAFR1 227-‐233 5,519 470,263 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6395.6398.2Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQER2 66-‐79 9,511 879,999 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10869.10872.2Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVINGNPITIFQER1 66-‐79 8,848 879,506 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10558.10561.2Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQER2 66-‐79 8,142 879,999 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10504.10507.2Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQER2 66-‐79 8,072 587,001 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10513.10516.3Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVINGNPITIFQER1 66-‐79 5,757 586,674 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10586.10589.3Nuclei_fractions
P04406 LVINGNPITIFQER[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQER2 66-‐79 5,712 587 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10876.10879.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 8,177 777,438 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9897.9900.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 7,774 777,438 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9925.9928.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 7,532 777,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9300.9303.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 7,149 777,438 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9869.9872.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 7,083 777,438 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9356.9359.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 6,362 777,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9251.9254.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 5,942 777,437 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9239.9242.3Nuclei_fractions
P04406 LVINGNPITIFQERDPSK[iTRAQ_Nterm]LVIN[DEAM_N]GNPITIFQERDPSK[iTRAQ_K]3 66-‐83 5,036 583,331 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9892.9895.4Nuclei_fractions
P04406 VIHDNFGIVEGLMTTVHAITATQK[iTRAQ_Nterm]VIHDNFGIVEGLM[Oxidation_M]TTVHAITATQK[iTRAQ_K]3 162-‐185 9,784 967,191 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10931.10934.3Nuclei_fractions
P04406 VIHDNFGIVEGLMTTVHAITATQK[iTRAQ_Nterm]VIHDNFGIVEGLM[Oxidation_M]TTVHAITATQK[iTRAQ_K]3 162-‐185 5,451 725,646 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10958.10961.4Nuclei_fractions
P04406 VIHDNFGIVEGLMTTVHAITATQK[iTRAQ_Nterm]VIHDNFGIVEGLM[Oxidation_M]TTVHAITATQK[iTRAQ_K]3 162-‐185 4,881 725,646 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10845.10848.4Nuclei_fractions
P04406 VIISAPSADAPMFVMGVNHEK[iTRAQ_Nterm]VIISAPSADAPM[Oxidation_M]FVM[Oxidation_M]GVNHEK[iTRAQ_K]4 118-‐138 5,651 634,083 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7096.7099.4Nuclei_fractions
P04406 VIPELNGK [iTRAQ_Nterm]VIPELN[DEAM_N]GK[iTRAQ_K]3 219-‐226 5,538 579,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5856.5859.2Nuclei_fractions
P04406 VIPELNGK [iTRAQ_Nterm]VIPELN[DEAM_N]GK[iTRAQ_K]3 219-‐226 5,235 579,854 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6405.6408.2Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 8,372 837,953 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7399.7402.2Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 8,067 837,953 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7438.7441.2Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 7,787 837,952 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7346.7349.2Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 7,728 837,952 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7494.7497.2Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 7,402 558,971 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7406.7409.3Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 7,293 558,97 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7354.7357.3Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 6,472 558,971 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7458.7461.3Nuclei_fractions
P04406 VPTANVSVVDLTCR[iTRAQ_Nterm]VPTANVSVVDLTC[Cys_CAM]R2 234-‐247 5,099 558,97 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7432.7435.3Nuclei_fractions
P04406 VVDLMAHMASKE[iTRAQ_Nterm]VVDLM[Oxidation_M]AHM[Oxidation_M]ASK[iTRAQ_K]E4 323-‐334 5,555 550,954 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3967.3970.3Nuclei_fractions

P35580_CHAIN_0ADFCIIHYAGK[iTRAQ_Nterm]ADFC[Cys_CAM]IIHYAGK[iTRAQ_K]3 573-‐583 6,645 528,28 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7063.7066.3Nuclei_fractions
P35580_CHAIN_0AGVLAHLEEER[iTRAQ_Nterm]AGVLAHLEEER1 772-‐782 7,311 684,376 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6089.6092.2Nuclei_fractions
P35580_CHAIN_0AGVLAHLEEER[iTRAQ_Nterm]AGVLAHLEEER1 772-‐782 6,886 456,585 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6070.6073.3Nuclei_fractions
P35580_CHAIN_0ALEEALEAKEEFER[iTRAQ_Nterm]ALEEALEAK[iTRAQ_K]EEFER2 1491-‐1504 8,851 651,346 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8671.8674.3Nuclei_fractions



P35580_CHAIN_0EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 170-‐189 8,788 853,098 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4422.4425.3Nuclei_fractions
P35580_CHAIN_0EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 170-‐189 5,127 640,074 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4430.4433.4Nuclei_fractions
P35580_CHAIN_0FDQLLAEEK[iTRAQ_Nterm]FDQLLAEEK[iTRAQ_K]2 1453-‐1461 4,782 690,886 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7340.7343.2Nuclei_fractions
P35580_CHAIN_0IVFQEFR [iTRAQ_Nterm]IVFQEFR1 719-‐725 5,624 541,81 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8277.8280.2Nuclei_fractions
P35580_CHAIN_0KLDAQVQELHAK[iTRAQ_Nterm]K[iTRAQ_K]LDAQVQELHAK[iTRAQ_K]3 1256-‐1267 5,425 453,775 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4369.4372.4Nuclei_fractions
P35580_CHAIN_0KQELEEILHDLESR[iTRAQ_Nterm]K[iTRAQ_K]QELEEILHDLESR2 917-‐930 5,736 507,531 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10374.10377.4Nuclei_fractions
P35580_CHAIN_0LDPHLVLDQLR[iTRAQ_Nterm]LDPHLVLDQLR1 690-‐700 5,777 731,93 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8895.8898.2Nuclei_fractions
P35580_CHAIN_0LDPHLVLDQLR[iTRAQ_Nterm]LDPHLVLDQLR1 690-‐700 5,165 488,289 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8818.8821.3Nuclei_fractions
P35580_CHAIN_0LQQELDDLTVDLDHQR[iTRAQ_Nterm]LQQELDDLTVDLDHQR1 1425-‐1440 11,66 694,693 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10127.10130.3Nuclei_fractions
P35580_CHAIN_0SLEAEILQLQEELASSER[iTRAQ_Nterm]SLEAEILQLQEELASSER1 1684-‐1701 7,772 730,387 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13024.13027.3Nuclei_fractions
P35580_CHAIN_0VVSSVLQFGNISFK[iTRAQ_Nterm]VVSSVLQFGNISFK[iTRAQ_K]2 349-‐362 6,319 605,02 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10637.10640.3Nuclei_fractions

AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 7,488 923,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10394.10397.2Nuclei_fractions
AVFVDLEPTVIDEVR[iTRAQ_Nterm]AVFVDLEPTVIDEVR1 65-‐79 5,569 616,008 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10401.10404.3Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,99 652,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6430.6433.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,865 652,396 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6262.6265.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 6,722 652,393 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6397.6400.2Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,966 435,265 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6269.6272.3Nuclei_fractions
DVNAAIATIK[iTRAQ_Nterm]DVNAAIATIK[iTRAQ_K]2 327-‐336 5,337 435,266 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6423.6426.3Nuclei_fractions
EIIDLVLDR [iTRAQ_Nterm]EIIDLVLDR1 113-‐121 5,372 615,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10737.10740.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,449 1023,089 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9326.9329.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,289 1023,087 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9347.9350.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,234 682,394 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9219.9222.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,142 682,395 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9380.9383.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 5,276 512,047 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9234.9237.4Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,344 816,497 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10821.10823.2Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,04 544,666 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10826.10827.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,968 621,667 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5730.5733.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,265 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5658.5661.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 5,619 931,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5653.5656.2Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 4,967 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5637.5640.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 6,192 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 5,67 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 11,646 1148,55 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9211.9214.2Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 8,351 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9273.9276.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 7,419 766,038 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9209.9212.3Nuclei_fractions
TIGGGDDSFNTFFSETGAGK[iTRAQ_Nterm]TIGGGDDSFNTFFSETGAGK[iTRAQ_K]2 41-‐60 6,559 766,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9182.9185.3Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 9,346 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10167.10170.2Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 8,783 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10224.10227.2Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,041 629,665 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10147.10150.3Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,565 629,661 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9919.9922.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 8,943 1057,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7508.7511.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,319 1057,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7668.7671.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,156 1057,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7585.7588.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,887 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7570.7573.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,34 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7626.7629.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,148 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7517.7520.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,834 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7667.7670.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,274 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7487.7490.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,262 705,071 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7702.7705.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,88 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7551.7554.3Nuclei_fractions



VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,766 529,053 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7563.7566.4Nuclei_fractions

Q14315 APLQVAVLGPTGVAEPVEVR[iTRAQ_Nterm]APLQVAVLGPTGVAEPVEVR1 1475-‐1494 5,3 716,085 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9085.9088.3Nuclei_fractions
Q14315 DLAEDAPWKK[iTRAQ_Nterm]DLAEDAPWK[iTRAQ_K]K[iTRAQ_K]3 27-‐36 5,029 535,637 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5767.5770.3Nuclei_fractions
Q14315 FVPQEMGPHTVAVK[iTRAQ_Nterm]FVPQEM[Oxidation_M]GPHTVAVK[iTRAQ_K]3 2245-‐2258 6,823 615,34 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5021.5024.3Nuclei_fractions
Q14315 FVPQEMGPHTVAVK[iTRAQ_Nterm]FVPQEM[Oxidation_M]GPHTVAVK[iTRAQ_K]3 2245-‐2258 6,248 615,339 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5040.5043.3Nuclei_fractions
Q14315 GAGTGGLGLTVEGPCEAK[iTRAQ_Nterm]GAGTGGLGLTVEGPC[Cys_CAM]EAK[iTRAQ_K]3 1089-‐1106 7,206 654,681 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6216.6219.3Nuclei_fractions
Q14315 GQHVPGSPFQFTVGPLGEGGAHK[iTRAQ_Nterm]GQHVPGSPFQFTVGPLGEGGAHK[iTRAQ_K]2 2261-‐2283 4,777 648,845 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7388.7391.4Nuclei_fractions
Q14315 ITESDLSQLTASIR[iTRAQ_Nterm]ITESDLSQLTASIR1 1936-‐1949 10,851 839,461 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9435.9438.2Nuclei_fractions
Q14315 ITESDLSQLTASIR[iTRAQ_Nterm]ITESDLSQLTASIR1 1936-‐1949 10,767 839,462 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9454.9457.2Nuclei_fractions
Q14315 LENVSVALEFLER[iTRAQ_Nterm]LENVSVALEFLER1 97-‐109 8,96 831,968 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12102.12105.2Nuclei_fractions
Q14315 LGSFGSITR[iTRAQ_Nterm]LGSFGSITR1 2198-‐2206 7,204 541,312 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6491.6494.2Nuclei_fractions
Q14315 LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 70-‐80 7,95 757,993 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12524.12527.2Nuclei_fractions
Q14315 LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 70-‐80 7,897 757,99 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11297.11299.2Nuclei_fractions
Q14315 LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 70-‐80 7,872 757,993 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12382.12385.2Nuclei_fractions
Q14315 LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 70-‐80 6,792 505,665 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12381.12384.3Nuclei_fractions
Q14315 LIALLEVLSQK[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]2 70-‐80 5,857 505,664 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12517.12520.3Nuclei_fractions
Q14315 LIALLEVLSQKR[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]R2 70-‐81 8,016 836,043 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11651.11654.2Nuclei_fractions
Q14315 LIALLEVLSQKR[iTRAQ_Nterm]LIALLEVLSQK[iTRAQ_K]R2 70-‐81 6,205 557,698 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11630.11633.3Nuclei_fractions
Q14315 TSQLNVGTSTDVSLK[iTRAQ_Nterm]TSQLNVGTSTDVSLK[iTRAQ_K]2 1921-‐1935 6,296 613,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5681.5684.3Nuclei_fractions
Q14315 VPQLPITNFNR[iTRAQ_Nterm]VPQLPITNFNR1 173-‐183 5,318 721,917 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8089.8092.2Nuclei_fractions

P19338 EVFEDAAEIR[iTRAQ_Nterm]EVFEDAAEIR1 410-‐419 5,592 661,84 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6466.6469.2Nuclei_fractions
P19338 GFGFVDFNSEEDAK[iTRAQ_Nterm]GFGFVDFNSEEDAK[iTRAQ_K]2 610-‐623 7,189 925,446 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8622.8625.2Nuclei_fractions
P19338 GFGFVDFNSEEDAK[iTRAQ_Nterm]GFGFVDFNSEEDAK[iTRAQ_K]2 610-‐623 4,967 617,3 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8607.8610.3Nuclei_fractions
P19338 GIAYIEFK [iTRAQ_Nterm]GIAYIEFK[iTRAQ_K]2 429-‐436 5,947 614,865 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8095.8098.2Nuclei_fractions
P19338 GIAYIEFK [iTRAQ_Nterm]GIAYIEFK[iTRAQ_K]2 429-‐436 5,59 614,865 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8123.8126.2Nuclei_fractions
P19338 GIAYIEFK [iTRAQ_Nterm]GIAYIEFK[iTRAQ_K]2 429-‐436 5,015 614,865 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8220.8223.2Nuclei_fractions
P19338 GLSEDTTEETLKESFDGSVR[iTRAQ_Nterm]GLSEDTTEETLK[iTRAQ_K]ESFDGSVR2 577-‐596 8,309 830,086 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7755.7758.3Nuclei_fractions
P19338 GLSEDTTEETLKESFDGSVR[iTRAQ_Nterm]GLSEDTTEETLK[iTRAQ_K]ESFDGSVR2 577-‐596 7,78 830,083 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7810.7813.3Nuclei_fractions
P19338 GYAFIEFASFEDAK[iTRAQ_Nterm]GYAFIEFASFEDAK[iTRAQ_K]2 523-‐536 10,232 941,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10980.10983.2Nuclei_fractions
P19338 IVTDRETGSSK[iTRAQ_Nterm]IVTDRETGSSK[iTRAQ_K]2 599-‐609 5,93 494,28 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3076.3079.3Nuclei_fractions
P19338 KFGYVDFESAEDLEK[iTRAQ_Nterm]K[iTRAQ_K]FGYVDFESAEDLEK[iTRAQ_K]3 347-‐361 8,915 737,053 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7760.7763.3Nuclei_fractions
P19338 SISLYYTGEK[iTRAQ_Nterm]SISLYYTGEK[iTRAQ_K]2 457-‐466 6,083 483,602 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6617.6620.3Nuclei_fractions
P19338 SISLYYTGEK[iTRAQ_Nterm]SISLYYTGEK[iTRAQ_K]2 457-‐466 5,47 483,603 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6605.6608.3Nuclei_fractions
P19338 TEADAEKTFEEK[iTRAQ_Nterm]TEADAEK[iTRAQ_K]TFEEK[iTRAQ_K]3 437-‐448 7,607 915,481 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4429.4432.2Nuclei_fractions
P19338 TGISDVFAK[iTRAQ_Nterm]TGISDVFAK[iTRAQ_K]2 324-‐332 7,756 613,357 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6450.6453.2Nuclei_fractions
P19338 TGISDVFAK[iTRAQ_Nterm]TGISDVFAK[iTRAQ_K]2 324-‐332 6,097 613,359 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6646.6649.2Nuclei_fractions
P19338 TGISDVFAK[iTRAQ_Nterm]TGISDVFAK[iTRAQ_K]2 324-‐332 5,019 409,241 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6648.6651.3Nuclei_fractions
P19338 TGISDVFAK[iTRAQ_Nterm]TGISDVFAK[iTRAQ_K]2 324-‐332 4,975 409,241 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6466.6469.3Nuclei_fractions
P19338 TLVLSNLSYSATEETLQEVFEK[iTRAQ_Nterm]TLVLSNLSYSATEETLQEVFEK[iTRAQ_K]2 486-‐507 9,135 1395,239 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12802.12805.2Nuclei_fractions
P19338 TLVLSNLSYSATEETLQEVFEK[iTRAQ_Nterm]TLVLSNLSYSATEETLQEVFEK[iTRAQ_K]2 486-‐507 8,588 930,501 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12773.12776.3Nuclei_fractions
P19338 TLVLSNLSYSATEETLQEVFEK[iTRAQ_Nterm]TLVLSNLSYSATEETLQEVFEK[iTRAQ_K]2 486-‐507 6,314 698,124 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12780.12783.4Nuclei_fractions

Q7Z794 FASFIDKVR[iTRAQ_Nterm]FASFIDK[iTRAQ_K]VR2 189-‐197 5,171 457,607 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7947.7950.3Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,443 588,669 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6394.6397.3Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,358 882,502 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6247.6250.2Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,329 882,501 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6409.6412.2Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,299 882,503 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6296.6299.2Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,247 882,502 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6319.6322.2Nuclei_fractions
Q7Z794 FLEQQNQVLQTK[iTRAQ_Nterm]FLEQQNQVLQTK[iTRAQ_K]2 198-‐209 6,225 588,67 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6325.6328.3Nuclei_fractions
Q7Z794 GFSSGSAVVSGGSR[iTRAQ_Nterm]GFSSGSAVVSGGSR1 21-‐34 12,134 699,86 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4029.4032.2Nuclei_fractions



Q7Z794 GGGFGGGSSFGGGSGFSGGGFGGGGFGGGR[iTRAQ_Nterm]GGGFGGGSSFGGGSGFSGGGFGGGGFGGGR1 93-‐122 11,376 848,38 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8124.8127.3Nuclei_fractions
Q7Z794 IEISELNR [iTRAQ_Nterm]IEISELNR1 394-‐401 5,487 559,322 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6258.6261.2Nuclei_fractions
Q7Z794 NLDLDSIIAEVK[iTRAQ_Nterm]NLDLDSIIAEVK[iTRAQ_K]2 342-‐353 7,613 539,983 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10981.10984.3Nuclei_fractions
Q7Z794 NLDLDSIIAEVK[iTRAQ_Nterm]NLDLDSIIAEVK[iTRAQ_K]2 342-‐353 7,459 809,473 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10994.10997.2Nuclei_fractions
Q7Z794 SISISVAGGGGGFGAAGGFGGR[iTRAQ_Nterm]SISISVAGGGGGFGAAGGFGGR1 71-‐92 8,486 661,678 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7899.7902.3Nuclei_fractions
Q7Z794 SKEEAEALYHSK[iTRAQ_Nterm]SK[iTRAQ_K]EEAEALYHSK[iTRAQ_K]3 363-‐374 5,026 456,754 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4092.4095.4Nuclei_fractions
Q7Z794 TAAENDFVTLKK[iTRAQ_Nterm]TAAENDFVTLK[iTRAQ_K]K[iTRAQ_K]3 276-‐287 5,433 590,347 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5471.5474.3Nuclei_fractions
Q7Z794 VDLLNQEIEFLK[iTRAQ_Nterm]VDLLNQEIEFLK[iTRAQ_K]2 303-‐314 8,309 875,006 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11002.11005.2Nuclei_fractions
Q7Z794 VDLLNQEIEFLK[iTRAQ_Nterm]VDLLNQEIEFLK[iTRAQ_K]2 303-‐314 5,065 583,674 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11016.11019.3Nuclei_fractions
Q7Z794 YLDGLTAER[iTRAQ_Nterm]YLDGLTAER1 239-‐247 5,422 591,318 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6530.6533.2Nuclei_fractions

P61978,P61978_ISOFORM_2DLAGSIIGK[iTRAQ_Nterm]DLAGSIIGK[iTRAQ_K]2 373-‐381 6,048 581,359 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6445.6448.2Nuclei_fractions
P61978,P61978_ISOFORM_2DLAGSIIGK[iTRAQ_Nterm]DLAGSIIGK[iTRAQ_K]2 373-‐381 5,35 581,359 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6515.6518.2Nuclei_fractions
P61978,P61978_ISOFORM_2DLAGSIIGK[iTRAQ_Nterm]DLAGSIIGK[iTRAQ_K]2 373-‐381 5,307 581,359 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6459.6462.2Nuclei_fractions
P61978,P61978_ISOFORM_2DLAGSIIGK[iTRAQ_Nterm]DLAGSIIGK[iTRAQ_K]2 373-‐381 5,293 581,359 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6480.6483.2Nuclei_fractions
P61978,P61978_ISOFORM_2DLAGSIIGK[iTRAQ_Nterm]DLAGSIIGK[iTRAQ_K]2 373-‐381 5,068 581,358 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6298.6301.2Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 8,994 1103,123 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8547.8550.2Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 7,582 1103,125 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8600.8603.2Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 6,401 1103,128 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8753.8756.2Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 5,944 735,753 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8795.8798.3Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 5,272 1103,125 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8635.8638.2Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 5,132 735,752 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8718.8721.3Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 4,942 735,753 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8524.8527.3Nuclei_fractions
P61978,P61978_ISOFORM_2GSYGDLGGPIITTQVTIPK[iTRAQ_Nterm]GSYGDLGGPIITTQVTIPK[iTRAQ_K]2 354-‐372 4,872 735,753 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8586.8589.3Nuclei_fractions
P61978,P61978_ISOFORM_2IILDLISESPIK[iTRAQ_Nterm]IILDLISESPIK[iTRAQ_K]2 184-‐195 6,324 815,008 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12046.12049.2Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 9,355 959,874 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10561.10564.3Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 9,089 959,874 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10594.10597.3Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 8,481 959,872 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10574.10577.3Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 7,522 720,156 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10573.10576.4Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 5,879 720,157 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10636.10639.4Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 5,803 720,156 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10615.10618.4Nuclei_fractions
P61978,P61978_ISOFORM_2IITITGTQDQIQNAQYLLQNSVK[iTRAQ_Nterm]IITITGTQDQIQNAQYLLQNSVK[iTRAQ_K]2 410-‐432 5,209 720,155 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10553.10556.4Nuclei_fractions
P61978,P61978_ISOFORM_2ILLQSKNAGAVIGK[iTRAQ_Nterm]ILLQSK[iTRAQ_K]NAGAVIGK[iTRAQ_K]3 47-‐60 5,351 615,396 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5890.5893.3Nuclei_fractions
P61978,P61978_ISOFORM_2ILSISADIETIGEILK[iTRAQ_Nterm]ILSISADIETIGEILK[iTRAQ_K]2 87-‐102 7,434 1002,099 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13486.13489.2Nuclei_fractions
P61978,P61978_ISOFORM_2ILSISADIETIGEILK[iTRAQ_Nterm]ILSISADIETIGEILK[iTRAQ_K]2 87-‐102 5,819 668,401 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13479.13482.3Nuclei_fractions
P61978,P61978_ISOFORM_2ILSISADIETIGEILKK[iTRAQ_Nterm]ILSISADIETIGEILK[iTRAQ_K]K[iTRAQ_K]3 87-‐103 9,535 759,133 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11845.11848.3Nuclei_fractions
P61978,P61978_ISOFORM_2ILSISADIETIGEILKK[iTRAQ_Nterm]ILSISADIETIGEILK[iTRAQ_K]K[iTRAQ_K]3 87-‐103 6,776 569,603 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12803.12806.4Nuclei_fractions
P61978,P61978_ISOFORM_2ILSISADIETIGEILKK[iTRAQ_Nterm]ILSISADIETIGEILK[iTRAQ_K]K[iTRAQ_K]3 87-‐103 6,266 569,602 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11843.11846.4Nuclei_fractions
P61978,P61978_ISOFORM_2LFQECCPHSTDR[iTRAQ_Nterm]LFQEC[Cys_CAM]C[Cys_CAM]PHSTDR3 156-‐167 8,043 565,256 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4541.4544.3Nuclei_fractions
P61978,P61978_ISOFORM_2LFQECCPHSTDR[iTRAQ_Nterm]LFQEC[Cys_CAM]C[Cys_CAM]PHSTDR3 156-‐167 7,811 847,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4578.4581.2Nuclei_fractions
P61978,P61978_ISOFORM_2LLIHQSLAGGIIGVK[iTRAQ_Nterm]LLIHQSLAGGIIGVK[iTRAQ_K]2 125-‐139 7,596 603,052 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8544.8547.3Nuclei_fractions
P61978,P61978_ISOFORM_2NLPLPPPPPPR[iTRAQ_Nterm]NLPLPPPPPPR1 282-‐292 6,122 669,906 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5562.5565.2Nuclei_fractions
P61978,P61978_ISOFORM_2NLPLPPPPPPR[iTRAQ_Nterm]NLPLPPPPPPR1 282-‐292 6,072 669,906 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5735.5738.2Nuclei_fractions
P61978,P61978_ISOFORM_2NLPLPPPPPPR[iTRAQ_Nterm]NLPLPPPPPPR1 282-‐292 5,241 446,939 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5589.5592.3Nuclei_fractions
P61978,P61978_ISOFORM_2VVLIGGKPDR[iTRAQ_Nterm]VVLIGGK[iTRAQ_K]PDR2 168-‐177 5,079 671,427 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4834.4837.2Nuclei_fractions

AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTM[Oxidation_M]DSVR2 63-‐77 8,943 888,472 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7950.7953.2Nuclei_fractions
AILVDLEPGTMDSVR[iTRAQ_Nterm]AILVDLEPGTMDSVR1 63-‐77 7,599 880,476 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9015.9018.2Nuclei_fractions
EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,288 704,381 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4908.4911.3Nuclei_fractions
EIVHIQAGQCGNQIGAK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGAK[iTRAQ_K]3 3-‐19 10,234 704,382 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5026.5029.3Nuclei_fractions
FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 6,113 637,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7142.7145.2Nuclei_fractions
FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,592 637,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6795.6798.2Nuclei_fractions



FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,557 637,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6997.7000.2Nuclei_fractions
GHYTEGAELVDSVLDVVR[iTRAQ_Nterm]GHYTEGAELVDSVLDVVR1 104-‐121 7,555 701,7 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11281.11284.3Nuclei_fractions
GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 8,964 792,434 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10690.10693.3Nuclei_fractions
GHYTEGAELVDSVLDVVRK[iTRAQ_Nterm]GHYTEGAELVDSVLDVVRK[iTRAQ_K]2 104-‐122 6,128 594,577 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10667.10670.4Nuclei_fractions
ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 8,625 695,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7550.7553.2Nuclei_fractions
ISEQFTAMFR[iTRAQ_Nterm]ISEQFTAM[Oxidation_M]FR2 381-‐390 7,303 695,351 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7669.7672.2Nuclei_fractions
LAVNMVPFPR[iTRAQ_Nterm]LAVNM[Oxidation_M]VPFPR2 253-‐262 6,896 652,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7234.7237.2Nuclei_fractions
LAVNMVPFPR[iTRAQ_Nterm]LAVNMVPFPR1 253-‐262 6,297 644,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8599.8602.2Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 8,31 993,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9900.9903.2Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 7,863 993,024 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9805.9808.2Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,527 662,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9784.9787.3Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,515 662,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9887.9890.3Nuclei_fractions
VAVCDIPPR[iTRAQ_Nterm]VAVC[Cys_CAM]DIPPR2 351-‐359 5,11 585,826 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4616.4619.2Nuclei_fractions
YLTVATVFR[iTRAQ_Nterm]YLTVATVFR1 310-‐318 8,111 607,358 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8809.8812.2Nuclei_fractions

P60174,P60174_ISOFORM_2ELASQPDVDGFLVGGASLKPEFVDIINAK[iTRAQ_Nterm]ELASQPDVDGFLVGGASLK[iTRAQ_K]PEFVDIINAK[iTRAQ_K]3 219-‐247 7,259 1154,632 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11793.11796.3Nuclei_fractions
P60174,P60174_ISOFORM_2ELASQPDVDGFLVGGASLKPEFVDIINAK[iTRAQ_Nterm]ELASQPDVDGFLVGGASLK[iTRAQ_K]PEFVDIINAK[iTRAQ_K]3 219-‐247 4,96 866,233 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11745.11748.4Nuclei_fractions
P60174,P60174_ISOFORM_2ELASQPDVDGFLVGGASLKPEFVDIINAK[iTRAQ_Nterm]ELASQPDVDGFLVGGASLK[iTRAQ_K]PEFVDIINAK[iTRAQ_K]3 219-‐247 4,885 866,232 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11855.11858.4Nuclei_fractions
P60174,P60174_ISOFORM_2FFVGGNWK[iTRAQ_Nterm]FFVGGNWK[iTRAQ_K]2 6-‐13 5,41 621,847 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8717.8720.2Nuclei_fractions
P60174,P60174_ISOFORM_2FFVGGNWK[iTRAQ_Nterm]FFVGGNWK[iTRAQ_K]2 6-‐13 5,148 621,847 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8746.8749.2Nuclei_fractions
P60174,P60174_ISOFORM_2HVFGESDELIGQK[iTRAQ_Nterm]HVFGESDELIGQK[iTRAQ_K]2 100-‐112 5,374 582,982 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5810.5813.3Nuclei_fractions
P60174,P60174_ISOFORM_2IAVAAQNCYK[iTRAQ_Nterm]IAVAAQNC[Cys_CAM]YK[iTRAQ_K]3 59-‐68 6,793 713,392 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4657.4660.2Nuclei_fractions
P60174,P60174_ISOFORM_2IAVAAQNCYK[iTRAQ_Nterm]IAVAAQNC[Cys_CAM]YK[iTRAQ_K]3 59-‐68 5,089 475,93 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4652.4655.3Nuclei_fractions
P60174,P60174_ISOFORM_2IIYGGSVTGATCK[iTRAQ_Nterm]IIYGGSVTGATC[Cys_CAM]K[iTRAQ_K]3 206-‐218 9,333 807,943 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5618.5621.2Nuclei_fractions
P60174,P60174_ISOFORM_2IIYGGSVTGATCK[iTRAQ_Nterm]IIYGGSVTGATC[Cys_CAM]K[iTRAQ_K]3 206-‐218 8,694 538,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5630.5633.3Nuclei_fractions
P60174,P60174_ISOFORM_2IIYGGSVTGATCK[iTRAQ_Nterm]IIYGGSVTGATC[Cys_CAM]K[iTRAQ_K]3 206-‐218 8,223 538,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5665.5668.3Nuclei_fractions
P60174,P60174_ISOFORM_2KFFVGGNWK[iTRAQ_Nterm]K[iTRAQ_K]FFVGGNWK[iTRAQ_K]3 5-‐13 7,433 505,633 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6302.6305.3Nuclei_fractions
P60174,P60174_ISOFORM_2KQSLGELIGTLNAAK[iTRAQ_Nterm]K[iTRAQ_K]QSLGELIGTLNAAK[iTRAQ_K]3 18-‐32 8,999 659,068 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7960.7963.3Nuclei_fractions
P60174,P60174_ISOFORM_2KQSLGELIGTLNAAK[iTRAQ_Nterm]K[iTRAQ_K]QSLGELIGTLNAAK[iTRAQ_K]3 18-‐32 8,168 659,069 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7995.7998.3Nuclei_fractions
P60174,P60174_ISOFORM_2TATPQQAQEVHEK[iTRAQ_Nterm]TATPQQAQEVHEK[iTRAQ_K]2 175-‐187 7,816 585,648 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3020.3023.3Nuclei_fractions
P60174,P60174_ISOFORM_2VPADTEVVCAPPTAYIDFAR[iTRAQ_Nterm]VPADTEVVC[Cys_CAM]APPTAYIDFAR2 33-‐52 10,392 1168,588 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9372.9375.2Nuclei_fractions
P60174,P60174_ISOFORM_2VVLAYEPVWAIGTGK[iTRAQ_Nterm]VVLAYEPVWAIGTGK[iTRAQ_K]2 160-‐174 9,168 946,057 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10488.10491.2Nuclei_fractions
P60174,P60174_ISOFORM_2VVLAYEPVWAIGTGK[iTRAQ_Nterm]VVLAYEPVWAIGTGK[iTRAQ_K]2 160-‐174 9,161 946,053 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10588.10591.2Nuclei_fractions
P60174,P60174_ISOFORM_2VVLAYEPVWAIGTGK[iTRAQ_Nterm]VVLAYEPVWAIGTGK[iTRAQ_K]2 160-‐174 6,541 631,037 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10440.10443.3Nuclei_fractions
P60174,P60174_ISOFORM_2VVLAYEPVWAIGTGK[iTRAQ_Nterm]VVLAYEPVWAIGTGK[iTRAQ_K]2 160-‐174 5,696 631,037 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10496.10499.3Nuclei_fractions
P60174,P60174_ISOFORM_2VVLAYEPVWAIGTGK[iTRAQ_Nterm]VVLAYEPVWAIGTGK[iTRAQ_K]2 160-‐174 5,022 631,037 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9930.9933.3Nuclei_fractions

IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 7,322 463,257 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8215.8218.3Nuclei_fractions
IQLVEEELDR[iTRAQ_Nterm]IQLVEEELDR1 92-‐101 6,486 694,383 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8167.8170.2Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 8,6 624,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8055.8058.3Nuclei_fractions
IQLVEEELDRAQER[iTRAQ_Nterm]IQLVEEELDRAQER1 92-‐105 6,843 936,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8062.8065.2Nuclei_fractions
KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 168-‐178 6,838 786,985 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7299.7302.2Nuclei_fractions
KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 168-‐178 6,544 786,986 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7265.7268.2Nuclei_fractions
KLVIIEGDLER[iTRAQ_Nterm]K[iTRAQ_K]LVIIEGDLER2 168-‐178 5,633 524,993 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7243.7246.3Nuclei_fractions
KYEEVAR [iTRAQ_Nterm]K[iTRAQ_K]YEEVAR2 161-‐167 5,353 591,841 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3021.3024.2Nuclei_fractions
LATALQK [iTRAQ_Nterm]LATALQK[iTRAQ_K]2 106-‐112 4,993 516,837 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4946.4949.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,675 938,563 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8799.8802.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 6,419 938,564 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8882.8885.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,98 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8888.8891.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,915 938,562 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8813.8816.2Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,474 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8875.8878.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,117 626,043 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8839.8842.3Nuclei_fractions



LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 5,034 626,045 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8916.8919.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,917 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8987.8990.3Nuclei_fractions
LATALQKLEEAEK[iTRAQ_Nterm]LATALQK[iTRAQ_K]LEEAEK[iTRAQ_K]3 106-‐118 4,868 626,044 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8819.8822.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,383 882,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4289.4292.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,234 882,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4323.4326.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 9,216 882,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4302.4305.2Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 8,423 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4295.4298.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,313 441,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4351.4354.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 7,014 441,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4316.4319.4Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,942 588,967 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4281.4284.3Nuclei_fractions
LEEAEKAADESER[iTRAQ_Nterm]LEEAEK[iTRAQ_K]AADESER2 113-‐125 5,34 588,969 2012_02_21_FRF_OT_69_ANF_TMT_N_02.358.361.3Nuclei_fractions
LVIIEGDLER[iTRAQ_Nterm]LVIIEGDLER1 169-‐178 6,17 650,883 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8119.8122.2Nuclei_fractions
LVIIEGDLERTEER[iTRAQ_Nterm]LVIIEGDLERTEER1 169-‐182 6,315 606,004 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7783.7786.3Nuclei_fractions
NVTNNLK [iTRAQ_Nterm]NVTNNLK[iTRAQ_K]2 199-‐205 4,919 545,829 2012_02_21_FRF_OT_78_ANF_TMT_N_10.367.370.2Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 9,479 772,433 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6566.6569.2Nuclei_fractions
RIQLVEEELDR[iTRAQ_Nterm]RIQLVEEELDR1 91-‐101 6,925 515,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6552.6555.3Nuclei_fractions

P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 8,562 940,042 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11624.11627.2Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 6,441 627,029 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11589.11592.3Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 5,793 470,524 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11652.11655.4Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 5,709 470,524 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11695.11698.4Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 5,299 470,524 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11681.11684.4Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 5,056 627,029 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11610.11613.3Nuclei_fractions
P08758 DLLDDLKSELTGK[iTRAQ_Nterm]DLLDDLK[iTRAQ_K]SELTGK[iTRAQ_K]3 63-‐75 4,883 470,524 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11638.11641.4Nuclei_fractions
P08758 ETSGNLEQLLLAVVK[iTRAQ_Nterm]ETSGNLEQLLLAVVK[iTRAQ_K]2 227-‐241 8,606 951,564 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12544.12547.2Nuclei_fractions
P08758 ETSGNLEQLLLAVVK[iTRAQ_Nterm]ETSGNLEQLLLAVVK[iTRAQ_K]2 227-‐241 4,752 476,285 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12580.12583.4Nuclei_fractions
P08758 FITIFGTR [iTRAQ_Nterm]FITIFGTR1 193-‐200 7,147 549,825 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9089.9092.2Nuclei_fractions
P08758 GLGTDEESILTLLTSR[iTRAQ_Nterm]GLGTDEESILTLLTSR1 29-‐44 8,908 617,007 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12479.12482.3Nuclei_fractions
P08758 GLGTDEESILTLLTSR[iTRAQ_Nterm]GLGTDEESILTLLTSR1 29-‐44 7,766 925,011 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12458.12461.2Nuclei_fractions
P08758 GTVTDFPGFDER[iTRAQ_Nterm]GTVTDFPGFDER1 6-‐17 6,729 742,861 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7109.7112.2Nuclei_fractions
P08758 GTVTDFPGFDER[iTRAQ_Nterm]GTVTDFPGFDER1 6-‐17 5,123 495,576 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7160.7163.3Nuclei_fractions
P08758 KNFATSLYSMIK[iTRAQ_Nterm]K[iTRAQ_K]NFATSLYSM[Oxidation_M]IK[iTRAQ_K]4 289-‐300 6,248 617,684 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6992.6995.3Nuclei_fractions
P08758 LYDAYELK [iTRAQ_Nterm]LYDAYELK[iTRAQ_K]2 89-‐96 4,722 434,911 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7077.7080.3Nuclei_fractions
P08758 QEISAAFK [iTRAQ_Nterm]QEISAAFK[iTRAQ_K]2 50-‐57 4,997 591,343 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5106.5109.2Nuclei_fractions
P08758 QEISAAFK [iTRAQ_Nterm]QEISAAFK[iTRAQ_K]2 50-‐57 4,813 591,343 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5008.5011.2Nuclei_fractions
P08758 SEIDLFNIR [iTRAQ_Nterm]SEIDLFNIR1 276-‐284 5,939 625,846 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9098.9101.2Nuclei_fractions
P08758 SIPAYLAETLYYAMK[iTRAQ_Nterm]SIPAYLAETLYYAM[Oxidation_M]K[iTRAQ_K]3 245-‐259 6,602 680,033 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11855.11858.3Nuclei_fractions
P08758 VLTEIIASR [iTRAQ_Nterm]VLTEIIASR1 108-‐116 7,456 573,355 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8179.8182.2Nuclei_fractions
P08758 VLTEIIASR [iTRAQ_Nterm]VLTEIIASR1 108-‐116 6,716 573,355 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8298.8301.2Nuclei_fractions
P08758 VLTEIIASR [iTRAQ_Nterm]VLTEIIASR1 108-‐116 5,611 573,353 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8323.8326.2Nuclei_fractions
P08758 VLTEIIASR [iTRAQ_Nterm]VLTEIIASR1 108-‐116 5,496 573,356 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8222.8225.2Nuclei_fractions

P08123_CHAIN_0EGPVGLPGIDGRPGPIGPAGAR[iTRAQ_Nterm]EGPVGLPGIDGRPGPIGPAGAR1 465-‐486 5,621 728,739 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7116.7119.3Nuclei_fractions
P08123_CHAIN_0GETGPSGPVGPAGAVGPR[iTRAQ_Nterm]GETGPSGPVGPAGAVGPR1 979-‐996 6,508 569,637 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4266.4269.3Nuclei_fractions
P08123_CHAIN_0GIPGPVGAAGATGAR[iTRAQ_Nterm]GIPGPVGAAGATGAR1 328-‐342 8,699 698,394 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4566.4569.2Nuclei_fractions
P08123_CHAIN_0GIPGPVGAAGATGAR[iTRAQ_Nterm]GIPGPVGAAGATGAR1 328-‐342 8,56 465,932 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4574.4577.3Nuclei_fractions
P08123_CHAIN_0GLHGEFGLPGPAGPR[iTRAQ_Nterm]GLHGEFGLPGPAGPR1 574-‐588 6,589 535,959 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6504.6507.3Nuclei_fractions
P08123_CHAIN_0GLPGSPGNIGPAGK[iTRAQ_Nterm]GLPGSPGNIGPAGK[iTRAQ_K]2 451-‐464 5,658 503,958 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5107.5110.3Nuclei_fractions
P08123_CHAIN_0GLPGSPGNIGPAGK[iTRAQ_Nterm]GLPGSPGNIGPAGK[iTRAQ_K]2 451-‐464 5,262 503,958 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5079.5082.3Nuclei_fractions
P08123_CHAIN_0GPPGESGAAGPTGPIGSR[iTRAQ_Nterm]GPPGESGAAGPTGPIGSR1 592-‐609 6,592 570,294 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4034.4037.3Nuclei_fractions
P08123_CHAIN_0GYPGNIGPVGAAGAPGPHGPVGPAGK[iTRAQ_Nterm]GYPGNIGPVGAAGAPGPHGPVGPAGK[iTRAQ_K]2 949-‐974 9,781 847,461 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5814.5817.3Nuclei_fractions
P08123_CHAIN_0SLNNQIETLLTPEGSR[iTRAQ_Nterm]SLNNQIETLLTPEGSR1 1141-‐1156 7,921 958,516 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9689.9692.2Nuclei_fractions



P08123_CHAIN_0TGPPGPSGISGPPGPPGPAGK[iTRAQ_Nterm]TGPPGPSGISGPPGPPGPAGK[iTRAQ_K]2 795-‐815 8,683 690,711 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5009.5012.3Nuclei_fractions
P08123_CHAIN_0VYCDFSTGETCIR[iTRAQ_Nterm]VYC[Cys_CAM]DFSTGETC[Cys_CAM]IR3 1193-‐1205 8,794 876,393 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6215.6218.2Nuclei_fractions

P25705 AVDSLVPIGR[iTRAQ_Nterm]AVDSLVPIGR1 152-‐161 6,61 585,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6772.6775.2Nuclei_fractions
P25705 AVDSLVPIGR[iTRAQ_Nterm]AVDSLVPIGR1 152-‐161 5,861 585,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6835.6838.2Nuclei_fractions
P25705 AVDSLVPIGR[iTRAQ_Nterm]AVDSLVPIGR1 152-‐161 5,764 585,853 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6897.6900.2Nuclei_fractions
P25705 AVDSLVPIGR[iTRAQ_Nterm]AVDSLVPIGR1 152-‐161 5,691 585,853 2012_02_21_FRF_OT_75_ANF_TMT_N_07.6914.6917.2Nuclei_fractions
P25705 AVDSLVPIGR[iTRAQ_Nterm]AVDSLVPIGR1 152-‐161 5,071 585,852 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6887.6890.2Nuclei_fractions
P25705 EAYPGDVFYLHSR[iTRAQ_Nterm]EAYPGDVFYLHSR1 292-‐304 6,899 566,619 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7292.7295.3Nuclei_fractions
P25705 FENAFLSHVVSQHQALLGTIR[iTRAQ_Nterm]FENAFLSHVVSQHQALLGTIR1 464-‐484 9,765 837,794 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8902.8905.3Nuclei_fractions
P25705 FENAFLSHVVSQHQALLGTIR[iTRAQ_Nterm]FENAFLSHVVSQHQALLGTIR1 464-‐484 6,026 628,595 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8883.8885.4Nuclei_fractions
P25705 GYLDKLEPSK[iTRAQ_Nterm]GYLDK[iTRAQ_K]LEPSK[iTRAQ_K]3 451-‐460 5,296 527,98 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5833.5836.3Nuclei_fractions
P25705 HALIIYDDLSK[iTRAQ_Nterm]HALIIYDDLSK[iTRAQ_K]2 263-‐273 5,423 525,973 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7082.7085.3Nuclei_fractions
P25705 TGAIVDVPVGEELLGR[iTRAQ_Nterm]TGAIVDVPVGEELLGR1 91-‐106 8,375 885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9330.9333.2Nuclei_fractions
P25705 TGTAEMSSILEER[iTRAQ_Nterm]TGTAEMSSILEER1 3-‐15 10,533 784,391 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7166.7169.2Nuclei_fractions
P25705 TSIAIDTIINQK[iTRAQ_Nterm]TSIAIDTIINQK[iTRAQ_K]2 176-‐187 7,865 802,979 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7963.7966.2Nuclei_fractions
P25705 TSIAIDTIINQK[iTRAQ_Nterm]TSIAIDTIINQK[iTRAQ_K]2 176-‐187 6,368 535,653 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8040.8043.3Nuclei_fractions
P25705 TSIAIDTIINQK[iTRAQ_Nterm]TSIAIDTIINQK[iTRAQ_K]2 176-‐187 6,094 535,655 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7949.7952.3Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 7,55 572,846 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6907.6910.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 7,317 572,846 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6974.6977.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 6,474 572,846 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6939.6942.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 6,002 572,847 2012_02_21_FRF_OT_72_ANF_TMT_N_05.376.379.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 5,8 572,846 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6779.6782.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 5,432 572,846 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6640.6643.2Nuclei_fractions
P25705 VLSIGDGIAR[iTRAQ_Nterm]VLSIGDGIAR1 31-‐40 5,269 572,846 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6571.6574.2Nuclei_fractions
P25705 VVDALGNAIDGK[iTRAQ_Nterm]VVDALGNAIDGK[iTRAQ_K]2 107-‐118 6,345 487,284 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7384.7387.3Nuclei_fractions

P30101 EATNPPVIQEEKPK[iTRAQ_Nterm]EATNPPVIQEEK[iTRAQ_K]PK[iTRAQ_K]3 459-‐472 7,577 671,386 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3919.3922.3Nuclei_fractions
P30101 EATNPPVIQEEKPK[iTRAQ_Nterm]EATNPPVIQEEK[iTRAQ_K]PK[iTRAQ_K]3 459-‐472 7,101 671,385 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3905.3908.3Nuclei_fractions
P30101 ELSDFISYLQR[iTRAQ_Nterm]ELSDFISYLQR1 448-‐458 8,908 757,903 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11367.11370.2Nuclei_fractions
P30101 ELSDFISYLQR[iTRAQ_Nterm]ELSDFISYLQR1 448-‐458 8,433 505,604 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11402.11405.3Nuclei_fractions
P30101 FISDKDASIVGFFDDSFSEAHSEFLK[iTRAQ_Nterm]FISDK[iTRAQ_K]DASIVGFFDDSFSEAHSEFLK[iTRAQ_K]3 124-‐149 7,748 843,424 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12184.12187.4Nuclei_fractions
P30101 FLQDYFDGNLK[iTRAQ_Nterm]FLQDYFDGNLK[iTRAQ_K]2 328-‐338 6,226 549,958 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9820.9823.3Nuclei_fractions
P30101 FLQDYFDGNLK[iTRAQ_Nterm]FLQDYFDGNLK[iTRAQ_K]2 328-‐338 5,943 824,434 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9806.9809.2Nuclei_fractions
P30101 FLQDYFDGNLKR[iTRAQ_Nterm]FLQDYFDGNLK[iTRAQ_K]R2 328-‐339 6,72 601,993 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8762.8765.3Nuclei_fractions
P30101 FLQDYFDGNLKR[iTRAQ_Nterm]FLQDYFDGNLK[iTRAQ_K]R2 328-‐339 6,635 601,992 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8908.8911.3Nuclei_fractions
P30101 LAPEYEAAATR[iTRAQ_Nterm]LAPEYEAAATR1 39-‐49 8,235 668,356 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4941.4944.2Nuclei_fractions
P30101 LNFAVASR[iTRAQ_Nterm]LNFAVASR1 273-‐280 5,58 511,299 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6162.6165.2Nuclei_fractions
P30101 LSKDPNIVIAK[iTRAQ_Nterm]LSK[iTRAQ_K]DPNIVIAK[iTRAQ_K]3 399-‐409 4,896 544,014 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5342.5345.3Nuclei_fractions
P30101 TADGIVSHLK[iTRAQ_Nterm]TADGIVSHLK[iTRAQ_K]2 96-‐105 5,348 443,598 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5355.5358.3Nuclei_fractions
P30101 TADGIVSHLK[iTRAQ_Nterm]TADGIVSHLK[iTRAQ_K]2 96-‐105 5,108 443,598 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5287.5290.3Nuclei_fractions
P30101 TADGIVSHLKK[iTRAQ_Nterm]TADGIVSHLK[iTRAQ_K]K[iTRAQ_K]3 96-‐106 6,354 534,33 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4721.4724.3Nuclei_fractions
P30101 YGVSGYPTLK[iTRAQ_Nterm]YGVSGYPTLK[iTRAQ_K]2 71-‐80 6,951 686,891 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6400.6403.2Nuclei_fractions
P30101 YGVSGYPTLK[iTRAQ_Nterm]YGVSGYPTLK[iTRAQ_K]2 71-‐80 6,454 686,891 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6332.6335.2Nuclei_fractions

P14625 DISTNYYASQKK[iTRAQ_Nterm]DISTNYYASQK[iTRAQ_K]K[iTRAQ_K]3 651-‐662 7,703 617,339 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4161.4164.3Nuclei_fractions
P14625 ELISNASDALDK[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]2 82-‐93 7,683 782,428 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6075.6078.2Nuclei_fractions
P14625 ELISNASDALDK[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]2 82-‐93 7,008 521,953 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6087.6090.3Nuclei_fractions
P14625 ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 82-‐95 11,023 611,684 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7910.7913.3Nuclei_fractions
P14625 ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 82-‐95 9,971 611,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7944.7947.3Nuclei_fractions
P14625 ELISNASDALDKIR[iTRAQ_Nterm]ELISNASDALDK[iTRAQ_K]IR2 82-‐95 9,537 611,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7959.7962.3Nuclei_fractions
P14625 FAFQAEVNR[iTRAQ_Nterm]FAFQAEVNR1 55-‐63 5,968 613,325 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6396.6399.2Nuclei_fractions



P14625 FQSSHHPTDITSLDQYVER[iTRAQ_Nterm]FQSSHHPTDITSLDQYVER1 491-‐509 8,095 802,061 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6762.6765.3Nuclei_fractions
P14625 IYFMAGSSR[iTRAQ_Nterm]IYFM[Oxidation_M]AGSSR2 517-‐525 5,845 596,302 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5485.5488.2Nuclei_fractions
P14625 IYFMAGSSR[iTRAQ_Nterm]IYFMAGSSR1 517-‐525 5,255 588,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7004.7007.2Nuclei_fractions
P14625 LIINSLYK [iTRAQ_Nterm]LIINSLYK[iTRAQ_K]2 67-‐74 5,501 626,4 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8417.8420.2Nuclei_fractions
P14625 NLLHVTDTGVGMTR[iTRAQ_Nterm]NLLHVTDTGVGM[Oxidation_M]TR2 122-‐135 6,257 558,629 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5385.5388.3Nuclei_fractions
P14625 SGYLLPDTK[iTRAQ_Nterm]SGYLLPDTK[iTRAQ_K]2 704-‐712 5,575 641,368 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5589.5592.2Nuclei_fractions
P14625 SILFVPTSAPR[iTRAQ_Nterm]SILFVPTSAPR1 364-‐374 9,638 666,394 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7807.7810.2Nuclei_fractions

Q00341 ANSFTVSSVAAPSWLHR[iTRAQ_Nterm]ANSFTVSSVAAPSWLHR1 360-‐376 11,633 658,682 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7977.7980.3Nuclei_fractions
Q00341 ASVITQVFHVPLEER[iTRAQ_Nterm]ASVITQVFHVPLEER1 72-‐86 7,728 623,685 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9511.9514.3Nuclei_fractions
Q00341 EALEALVPVTIEVEVPFDLHR[iTRAQ_Nterm]EALEALVPVTIEVEVPFDLHR1 964-‐984 7,644 840,799 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12312.12315.3Nuclei_fractions
Q00341 ELLELASR [iTRAQ_Nterm]ELLELASR1 495-‐502 5,907 537,817 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6971.6974.2Nuclei_fractions
Q00341 INIPPPSVNR[iTRAQ_Nterm]INIPPPSVNR1 255-‐264 5,095 625,871 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5308.5311.2Nuclei_fractions
Q00341 IQIPRPDDPSNQIK[iTRAQ_Nterm]IQIPRPDDPSNQIK[iTRAQ_K]2 183-‐196 6,031 637,029 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5793.5796.3Nuclei_fractions
Q00341 IQIPRPDDPSNQIK[iTRAQ_Nterm]IQIPRPDDPSNQIK[iTRAQ_K]2 183-‐196 5,474 637,03 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5836.5839.3Nuclei_fractions
Q00341 LQTQASATVAIPK[iTRAQ_Nterm]LQTQASATVAIPK[iTRAQ_K]2 146-‐158 5,54 539,325 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5707.5710.3Nuclei_fractions
Q00341 LSVTVDPK[iTRAQ_Nterm]LSVTVDPK[iTRAQ_K]2 1054-‐1061 5,689 573,852 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4980.4983.2Nuclei_fractions
Q00341 LSVTVDPK[iTRAQ_Nterm]LSVTVDPK[iTRAQ_K]2 1054-‐1061 5,438 573,852 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4968.4971.2Nuclei_fractions
Q00341 LSVTVDPK[iTRAQ_Nterm]LSVTVDPK[iTRAQ_K]2 1054-‐1061 5,382 573,852 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4996.4999.2Nuclei_fractions
Q00341 RCDIIIISGR [iTRAQ_Nterm]RC[Cys_CAM]DIIIISGR2 946-‐955 5,502 449,595 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5483.5486.3Nuclei_fractions
Q00341 TEIVFTGEKEQLAQAVAR[iTRAQ_Nterm]TEIVFTGEK[iTRAQ_K]EQLAQAVAR2 265-‐282 6,023 760,095 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7904.7907.3Nuclei_fractions
Q00341 VIFPAAEDKDQDLITIIGK[iTRAQ_Nterm]VIFPAAEDK[iTRAQ_K]DQDLITIIGK[iTRAQ_K]3 760-‐778 6,268 840,157 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9756.9759.3Nuclei_fractions

P12956 DSLIFLVDASK[iTRAQ_Nterm]DSLIFLVDASK[iTRAQ_K]2 35-‐45 5,658 499,292 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9972.9975.3Nuclei_fractions
P12956 DTGIFLDLMHLK[iTRAQ_Nterm]DTGIFLDLM[Oxidation_M]HLK[iTRAQ_K]3 194-‐205 6,933 569,652 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9434.9437.3Nuclei_fractions
P12956 DTGIFLDLMHLK[iTRAQ_Nterm]DTGIFLDLM[Oxidation_M]HLK[iTRAQ_K]3 194-‐205 6,268 569,652 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9371.9374.3Nuclei_fractions
P12956 IQVTPPGFQLVFLPFADDK[iTRAQ_Nterm]IQVTPPGFQLVFLPFADDK[iTRAQ_K]2 424-‐442 5,149 807,457 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12767.12770.3Nuclei_fractions
P12956 IQVTPPGFQLVFLPFADDKR[iTRAQ_Nterm]IQVTPPGFQLVFLPFADDK[iTRAQ_K]R2 424-‐443 9,487 859,491 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11918.11921.3Nuclei_fractions
P12956 IQVTPPGFQLVFLPFADDKR[iTRAQ_Nterm]IQVTPPGFQLVFLPFADDK[iTRAQ_K]R2 424-‐443 8,371 859,49 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11902.11905.3Nuclei_fractions
P12956 KQELLEALTK[iTRAQ_Nterm]K[iTRAQ_K]QELLEALTK[iTRAQ_K]3 595-‐604 5,201 535,671 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7247.7250.3Nuclei_fractions
P12956 KQELLEALTK[iTRAQ_Nterm]K[iTRAQ_K]QELLEALTK[iTRAQ_K]3 595-‐604 4,859 535,671 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7219.7222.3Nuclei_fractions
P12956 LGSLVDEFK[iTRAQ_Nterm]LGSLVDEFK[iTRAQ_K]2 517-‐525 6,516 648,379 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9379.9382.2Nuclei_fractions
P12956 LGSLVDEFK[iTRAQ_Nterm]LGSLVDEFK[iTRAQ_K]2 517-‐525 6,398 432,587 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9402.9405.3Nuclei_fractions
P12956 NIYVLQELDNPGAK[iTRAQ_Nterm]NIYVLQELDNPGAK[iTRAQ_K]2 100-‐113 7,817 621,354 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8897.8900.3Nuclei_fractions
P12956 SDSFENPVLQQHFR[iTRAQ_Nterm]SDSFENPVLQQHFR1 474-‐487 9,182 616,645 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6817.6820.3Nuclei_fractions
P12956 TFNTSTGGLLLPSDTK[iTRAQ_Nterm]TFNTSTGGLLLPSDTK[iTRAQ_K]2 301-‐316 5,929 647,359 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7627.7630.3Nuclei_fractions
P12956 TFNTSTGGLLLPSDTKR[iTRAQ_Nterm]TFNTSTGGLLLPSDTK[iTRAQ_K]R2 301-‐317 10,043 699,391 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6996.6999.3Nuclei_fractions
P12956 TFNTSTGGLLLPSDTKR[iTRAQ_Nterm]TFNTSTGGLLLPSDTK[iTRAQ_K]R2 301-‐317 8,232 699,392 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7017.7020.3Nuclei_fractions
P12956 TFNTSTGGLLLPSDTKR[iTRAQ_Nterm]TFNTSTGGLLLPSDTK[iTRAQ_K]R2 301-‐317 7,278 699,392 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6941.6944.3Nuclei_fractions

Q7KZF4 DIQNTQCLLNVEHLSAGCPHVTLQFADSK[iTRAQ_Nterm]DIQNTQC[Cys_CAM]LLNVEHLSAGC[Cys_CAM]PHVTLQFADSK[iTRAQ_K]4 819-‐847 6,423 896,707 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8687.8690.4Nuclei_fractions
Q7KZF4 DYVAPTANLDQK[iTRAQ_Nterm]DYVAPTANLDQK[iTRAQ_K]2 327-‐338 6,979 811,936 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4939.4942.2Nuclei_fractions
Q7KZF4 DYVAPTANLDQK[iTRAQ_Nterm]DYVAPTANLDQK[iTRAQ_K]2 327-‐338 5,678 541,626 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4940.4943.3Nuclei_fractions
Q7KZF4 FVDGEWYR[iTRAQ_Nterm]FVDGEWYR1 739-‐746 4,993 608,299 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7229.7232.2Nuclei_fractions
Q7KZF4 LGTLSPAFSTR[iTRAQ_Nterm]LGTLSPAFSTR1 776-‐786 10,112 647,368 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6960.6963.2Nuclei_fractions
Q7KZF4 LGTLSPAFSTR[iTRAQ_Nterm]LGTLSPAFSTR1 776-‐786 6,253 431,914 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7002.7005.3Nuclei_fractions
Q7KZF4 NDIASHPPVEGSYAPR[iTRAQ_Nterm]NDIASHPPVEGSYAPR1 715-‐730 8,633 618,648 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4394.4397.3Nuclei_fractions
Q7KZF4 QFLPFLQR [iTRAQ_Nterm]QFLPFLQR1 515-‐522 5,825 596,852 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9166.9169.2Nuclei_fractions
Q7KZF4 QINLSNIR [iTRAQ_Nterm]QINLSNIR1 47-‐54 6,769 551,329 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5791.5794.2Nuclei_fractions
Q7KZF4 QINLSNIR [iTRAQ_Nterm]QINLSNIR1 47-‐54 6,606 551,329 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5749.5752.2Nuclei_fractions
Q7KZF4 QINLSNIR [iTRAQ_Nterm]QINLSNIR1 47-‐54 5,86 551,328 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5806.5809.2Nuclei_fractions
Q7KZF4 SLLSAEEAAK[iTRAQ_Nterm]SLLSAEEAAK[iTRAQ_K]2 641-‐650 7,956 653,879 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5586.5589.2Nuclei_fractions



Q7KZF4 SLLSAEEAAK[iTRAQ_Nterm]SLLSAEEAAK[iTRAQ_K]2 641-‐650 5,215 436,254 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5587.5590.3Nuclei_fractions
Q7KZF4 TCATVTIGGINIAEALVSK[iTRAQ_Nterm]TC[Cys_CAM]ATVTIGGINIAEALVSK[iTRAQ_K]3 438-‐456 7,374 736,086 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10964.10967.3Nuclei_fractions
Q7KZF4 VITEYLNAQESAK[iTRAQ_Nterm]VITEYLNAQESAK[iTRAQ_K]2 873-‐885 6,602 585,324 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7421.7424.3Nuclei_fractions

Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682EAEGAPQVEAGKR[iTRAQ_Nterm]EAEGAPQVEAGK[iTRAQ_K]R2 262-‐274 6,542 543,967 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3087.3090.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682EFDPTITDASLSLPSRR[iTRAQ_Nterm]EFDPTITDASLSLPSRR1 114-‐130 8,837 683,696 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7419.7422.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682EFDPTITDASLSLPSRR[iTRAQ_Nterm]EFDPTITDASLSLPSRR1 114-‐130 7,551 683,696 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7363.7366.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682GNVFSSPTAAGTPNK[iTRAQ_Nterm]GNVFSSPTAAGTPNK[iTRAQ_K]2 458-‐472 10,808 868,465 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4890.4893.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682GNVFSSPTAAGTPNK[iTRAQ_Nterm]GNVFSSPTAAGTPNK[iTRAQ_K]2 458-‐472 10,502 579,312 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4888.4891.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682GNVFSSPTAAGTPNK[iTRAQ_Nterm]GNVFSSPTAAGTPNK[iTRAQ_K]2 458-‐472 6,961 579,312 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4861.4864.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682KVLEEEEQR[iTRAQ_Nterm]K[iTRAQ_K]VLEEEEQR2 316-‐324 7,035 483,272 2012_02_21_FRF_OT_69_ANF_TMT_N_02.344.347.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682KVLEEEEQR[iTRAQ_Nterm]K[iTRAQ_K]VLEEEEQR2 316-‐324 5,683 483,273 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3346.3349.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682LEQYTSAIEGTK[iTRAQ_Nterm]LEQYTSAIEGTK[iTRAQ_K]2 418-‐429 9,168 814,445 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6839.6842.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682LEQYTSAIEGTK[iTRAQ_Nterm]LEQYTSAIEGTK[iTRAQ_K]2 418-‐429 8,442 543,299 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6846.6849.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682LEQYTSAIEGTK[iTRAQ_Nterm]LEQYTSAIEGTK[iTRAQ_K]2 418-‐429 7,955 543,299 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6861.6864.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682LEQYTSAIEGTK[iTRAQ_Nterm]LEQYTSAIEGTK[iTRAQ_K]2 418-‐429 6,985 543,3 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6824.6827.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QERYEIEETETVTK[iTRAQ_Nterm]QERYEIEETETVTK[iTRAQ_K]2 151-‐164 7,556 681,688 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4590.4593.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]2 297-‐308 7,186 844,968 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7585.7588.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]2 297-‐308 6,546 844,97 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7557.7560.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]2 297-‐308 4,91 563,65 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7543.7546.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELKK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]K[iTRAQ_K]3 297-‐309 8,024 654,382 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6559.6562.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELKK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]K[iTRAQ_K]3 297-‐309 7,961 654,383 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6607.6610.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682QQEAALELEELKK[iTRAQ_Nterm]QQEAALELEELK[iTRAQ_K]K[iTRAQ_K]3 297-‐309 7,498 654,382 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6538.6541.3Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682YEIEETETVTK[iTRAQ_Nterm]YEIEETETVTK[iTRAQ_K]2 154-‐164 6,3 815,429 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5165.5168.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682YEIEETETVTK[iTRAQ_Nterm]YEIEETETVTK[iTRAQ_K]2 154-‐164 6,293 815,429 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5213.5216.2Nuclei_fractions
Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682YEIEETETVTK[iTRAQ_Nterm]YEIEETETVTK[iTRAQ_K]2 154-‐164 5,434 543,955 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5177.5180.3Nuclei_fractions

P53621_ISOFORM_2ISPLQFR [iTRAQ_Nterm]ISPLQFR1 1218-‐1224 5,849 502,804 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7088.7091.2Nuclei_fractions
P53621_ISOFORM_2KLDALCNIHENIR[iTRAQ_Nterm]K[iTRAQ_K]LDALC[Cys_CAM]NIHENIR3 517-‐529 5,672 471,765 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5783.5786.4Nuclei_fractions
P53621_ISOFORM_2LLHDQVGVIQFGPYK[iTRAQ_Nterm]LLHDQVGVIQFGPYK[iTRAQ_K]2 942-‐956 8,042 668,055 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8471.8474.3Nuclei_fractions
P53621_ISOFORM_2LVGQSIIAYLQK[iTRAQ_Nterm]LVGQSIIAYLQK[iTRAQ_K]2 620-‐631 7,198 810,999 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10586.10589.2Nuclei_fractions
P53621_ISOFORM_2LVGQSIIAYLQK[iTRAQ_Nterm]LVGQSIIAYLQK[iTRAQ_K]2 620-‐631 6,687 541,003 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10621.10624.3Nuclei_fractions
P53621_ISOFORM_2LVGQSIIAYLQK[iTRAQ_Nterm]LVGQSIIAYLQK[iTRAQ_K]2 620-‐631 5,837 541,002 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10593.10596.3Nuclei_fractions
P53621_ISOFORM_2LVGQSIIAYLQK[iTRAQ_Nterm]LVGQSIIAYLQK[iTRAQ_K]2 620-‐631 5,133 541,002 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10644.10647.3Nuclei_fractions
P53621_ISOFORM_2SILLSVPLLVVDNK[iTRAQ_Nterm]SILLSVPLLVVDNK[iTRAQ_K]2 1031-‐1044 6,754 600,049 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12024.12027.3Nuclei_fractions
P53621_ISOFORM_2SILLSVPLLVVDNK[iTRAQ_Nterm]SILLSVPLLVVDNK[iTRAQ_K]2 1031-‐1044 6,207 600,048 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11895.11898.3Nuclei_fractions
P53621_ISOFORM_2TALNLFFK [iTRAQ_Nterm]TALNLFFK[iTRAQ_K]2 1107-‐1114 5,215 621,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10174.10177.2Nuclei_fractions
P53621_ISOFORM_2TLDLPIYVTR[iTRAQ_Nterm]TLDLPIYVTR1 563-‐572 6,757 667,896 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9118.9121.2Nuclei_fractions
P53621_ISOFORM_2TLDLPIYVTR[iTRAQ_Nterm]TLDLPIYVTR1 563-‐572 5,631 667,896 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8992.8995.2Nuclei_fractions
P53621_ISOFORM_2VQVPNCDEIFYAGTGNLLLR[iTRAQ_Nterm]VQVPNC[Cys_CAM]DEIFYAGTGNLLLR2 448-‐467 6,651 808,424 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11054.11057.3Nuclei_fractions
P53621_ISOFORM_2VTTVTEIGKDVIGLR[iTRAQ_Nterm]VTTVTEIGK[iTRAQ_K]DVIGLR2 1203-‐1217 5,917 630,384 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9305.9308.3Nuclei_fractions
P53621_ISOFORM_2VWDISGLR [iTRAQ_Nterm]VWDISGLR1 161-‐168 6,218 545,315 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8356.8359.2Nuclei_fractions
P53621_ISOFORM_2YAVTTGDHGIIR[iTRAQ_Nterm]YAVTTGDHGIIR1 551-‐562 6,449 482,932 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4921.4924.3Nuclei_fractions

Q99623 AQVSLLIR [iTRAQ_Nterm]AQVSLLIR1 157-‐164 5,228 522,339 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6834.6837.2Nuclei_fractions
Q99623 ESVFTVEGGHR[iTRAQ_Nterm]ESVFTVEGGHR1 37-‐47 5,812 454,571 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4739.4742.3Nuclei_fractions
Q99623 FNASQLITQR[iTRAQ_Nterm]FNASQLITQR1 147-‐156 7,712 661,372 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6835.6838.2Nuclei_fractions
Q99623 FNASQLITQR[iTRAQ_Nterm]FNASQLITQR1 147-‐156 7,085 441,249 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6801.6804.3Nuclei_fractions
Q99623 FNASQLITQR[iTRAQ_Nterm]FNASQLITQR1 147-‐156 7,057 441,25 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6815.6818.3Nuclei_fractions
Q99623 IGGVQQDTILAEGLHFR[iTRAQ_Nterm]IGGVQQDTILAEGLHFR1 54-‐70 10,194 666,704 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9007.9010.3Nuclei_fractions
Q99623 IPWFQYPIIYDIR[iTRAQ_Nterm]IPWFQYPIIYDIR1 71-‐83 7,742 934,518 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12407.12410.2Nuclei_fractions
Q99623 IPWFQYPIIYDIR[iTRAQ_Nterm]IPWFQYPIIYDIR1 71-‐83 7,684 934,517 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12292.12295.2Nuclei_fractions



Q99623 IPWFQYPIIYDIR[iTRAQ_Nterm]IPWFQYPIIYDIR1 71-‐83 6,092 623,346 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12298.12301.3Nuclei_fractions
Q99623 IPWFQYPIIYDIR[iTRAQ_Nterm]IPWFQYPIIYDIR1 71-‐83 5,499 623,347 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12414.12417.3Nuclei_fractions
Q99623 IVQAEGEAEAAK[iTRAQ_Nterm]IVQAEGEAEAAK[iTRAQ_K]2 224-‐235 7,49 752,418 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4479.4482.2Nuclei_fractions
Q99623 IVQAEGEAEAAK[iTRAQ_Nterm]IVQAEGEAEAAK[iTRAQ_K]2 224-‐235 7,063 501,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4499.4502.3Nuclei_fractions
Q99623 IVQAEGEAEAAK[iTRAQ_Nterm]IVQAEGEAEAAK[iTRAQ_K]2 224-‐235 6,526 501,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4470.4473.3Nuclei_fractions
Q99623 IYLTADNLVLNLQDESFTR[iTRAQ_Nterm]IYLTADNLVLNLQDESFTR1 270-‐288 8,052 1185,127 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11911.11914.2Nuclei_fractions
Q99623 LGLDYEER [iTRAQ_Nterm]LGLDYEER1 123-‐130 6,467 569,798 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5501.5504.2Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 6,313 500,321 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10503.10506.3Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 6,271 500,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10516.10519.3Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 5,609 500,321 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10454.10457.3Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 5,544 500,322 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10530.10533.3Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 5,457 500,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10482.10485.3Nuclei_fractions
Q99623 VLPSIVNEVLK[iTRAQ_Nterm]VLPSIVNEVLK[iTRAQ_K]2 131-‐141 4,774 749,978 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10489.10492.2Nuclei_fractions
Q99623 VLSRPNAQELPSMYQR[iTRAQ_Nterm]VLSRPNAQELPSM[Oxidation_M]YQR2 107-‐122 5,542 683,694 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4932.4935.3Nuclei_fractions

P13639 DLEEDHACIPIK[iTRAQ_Nterm]DLEEDHAC[Cys_CAM]IPIK[iTRAQ_K]3 559-‐570 5,885 576,634 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5261.5264.3Nuclei_fractions
P13639 DLEEDHACIPIKK[iTRAQ_Nterm]DLEEDHAC[Cys_CAM]IPIK[iTRAQ_K]K[iTRAQ_K]4 559-‐571 5,149 500,777 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4864.4867.4Nuclei_fractions
P13639 DSVVAGFQWATK[iTRAQ_Nterm]DSVVAGFQWATK[iTRAQ_K]2 676-‐687 5,761 532,96 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8564.8567.3Nuclei_fractions
P13639 EGIPALDNFLDKL[iTRAQ_Nterm]EGIPALDNFLDK[iTRAQ_K]L2 845-‐857 7,954 866,993 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12948.12951.2Nuclei_fractions
P13639 EGIPALDNFLDKL[iTRAQ_Nterm]EGIPALDNFLDK[iTRAQ_K]L2 845-‐857 7,343 866,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13004.13007.2Nuclei_fractions
P13639 EGIPALDNFLDKL[iTRAQ_Nterm]EGIPALDNFLDK[iTRAQ_K]L2 845-‐857 4,805 578,329 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12928.12931.3Nuclei_fractions
P13639 STLTDSLVCK[iTRAQ_Nterm]STLTDSLVC[Cys_CAM]K[iTRAQ_K]3 32-‐41 7,984 706,391 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5598.5601.2Nuclei_fractions
P13639 STLTDSLVCK[iTRAQ_Nterm]STLTDSLVC[Cys_CAM]K[iTRAQ_K]3 32-‐41 6,238 471,262 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5647.5650.3Nuclei_fractions
P13639 STLTDSLVCK[iTRAQ_Nterm]STLTDSLVC[Cys_CAM]K[iTRAQ_K]3 32-‐41 5,195 471,263 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5604.5607.3Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 6,224 892,012 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11778.11781.2Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 5,897 595,012 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11270.11273.3Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 5,778 595,008 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11785.11788.3Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 5,562 892,009 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11792.11795.2Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 5,443 892,009 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11833.11836.2Nuclei_fractions
P13639 TFCQLILDPIFK[iTRAQ_Nterm]TFC[Cys_CAM]QLILDPIFK[iTRAQ_K]3 287-‐298 5,06 595,009 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11770.11773.3Nuclei_fractions
P13639 VFDAIMNFK[iTRAQ_Nterm]VFDAIM[Oxidation_M]NFK[iTRAQ_K]3 299-‐307 5,46 694,879 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8851.8854.2Nuclei_fractions
P13639 VFSGLVSTGLK[iTRAQ_Nterm]VFSGLVSTGLK[iTRAQ_K]2 415-‐425 6,453 698,428 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8683.8686.2Nuclei_fractions
P13639 VFSGLVSTGLK[iTRAQ_Nterm]VFSGLVSTGLK[iTRAQ_K]2 415-‐425 4,772 465,953 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8684.8687.3Nuclei_fractions
P13639 VNFTVDQIR[iTRAQ_Nterm]VNFTVDQIR1 1-‐9 7,227 618,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6809.6812.2Nuclei_fractions
P13639 VNFTVDQIR[iTRAQ_Nterm]VNFTVDQIR1 1-‐9 5,133 618,348 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6960.6963.2Nuclei_fractions
P13639 YLAEKYEWDVAEAR[iTRAQ_Nterm]YLAEK[iTRAQ_K]YEWDVAEAR2 633-‐646 6,363 677,688 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8001.8004.3Nuclei_fractions
P13639 YLAEKYEWDVAEAR[iTRAQ_Nterm]YLAEK[iTRAQ_K]YEWDVAEAR2 633-‐646 6,088 677,687 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7965.7968.3Nuclei_fractions
P13639 YVEPIEDVPCGNIVGLVGVDQFLVK[iTRAQ_Nterm]YVEPIEDVPC[Cys_CAM]GNIVGLVGVDQFLVK[iTRAQ_K]3 456-‐480 5,849 1016,562 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12471.12474.3Nuclei_fractions
P13639 YVEPIEDVPCGNIVGLVGVDQFLVK[iTRAQ_Nterm]YVEPIEDVPC[Cys_CAM]GNIVGLVGVDQFLVK[iTRAQ_K]3 456-‐480 4,831 1016,565 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12443.12446.3Nuclei_fractions

P26641 ALIAAQYSGAQVR[iTRAQ_Nterm]ALIAAQYSGAQVR1 17-‐29 7,089 497,951 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5674.5677.3Nuclei_fractions
P26641 EYFSWEGAFQHVGK[iTRAQ_Nterm]EYFSWEGAFQHVGK[iTRAQ_K]2 414-‐427 9,695 658,334 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9148.9151.3Nuclei_fractions
P26641 EYFSWEGAFQHVGK[iTRAQ_Nterm]EYFSWEGAFQHVGK[iTRAQ_K]2 414-‐427 5,225 494,003 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9162.9165.4Nuclei_fractions
P26641 KLDPGSEETQTLVR[iTRAQ_Nterm]K[iTRAQ_K]LDPGSEETQTLVR2 400-‐413 7,822 931,019 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4761.4764.2Nuclei_fractions
P26641 KLDPGSEETQTLVR[iTRAQ_Nterm]K[iTRAQ_K]LDPGSEETQTLVR2 400-‐413 7,319 621,015 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4732.4735.3Nuclei_fractions
P26641 LDPGSEETQTLVR[iTRAQ_Nterm]LDPGSEETQTLVR1 401-‐413 6,201 794,916 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5451.5454.2Nuclei_fractions
P26641 QVLEPSFR [iTRAQ_Nterm]QVLEPSFR1 173-‐180 5,898 560,319 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5665.5668.2Nuclei_fractions
P26641 RILGLLDAYLK[iTRAQ_Nterm]RILGLLDAYLK[iTRAQ_K]2 136-‐146 7,635 521,668 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10530.10533.3Nuclei_fractions
P26641 RILGLLDAYLK[iTRAQ_Nterm]RILGLLDAYLK[iTRAQ_K]2 136-‐146 7,007 781,999 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10565.10568.2Nuclei_fractions
P26641 STFVLDEFKR[iTRAQ_Nterm]STFVLDEFK[iTRAQ_K]R2 285-‐294 9,068 510,625 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7458.7461.3Nuclei_fractions
P26641 STFVLDEFKR[iTRAQ_Nterm]STFVLDEFK[iTRAQ_K]R2 285-‐294 8,484 510,624 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7325.7328.3Nuclei_fractions
P26641 STFVLDEFKR[iTRAQ_Nterm]STFVLDEFK[iTRAQ_K]R2 285-‐294 6,904 765,434 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7478.7481.2Nuclei_fractions



P26641 STFVLDEFKR[iTRAQ_Nterm]STFVLDEFK[iTRAQ_K]R2 285-‐294 5,446 510,626 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7482.7485.3Nuclei_fractions
P26641 VLSAPPHFHFGQTNR[iTRAQ_Nterm]VLSAPPHFHFGQTNR1 30-‐44 7,629 617,996 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6106.6109.3Nuclei_fractions
P26641 VLSAPPHFHFGQTNR[iTRAQ_Nterm]VLSAPPHFHFGQTNR1 30-‐44 6,913 463,748 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6087.6090.4Nuclei_fractions
P26641 WFLTCINQPQFR[iTRAQ_Nterm]WFLTC[Cys_CAM]INQPQFR2 189-‐200 8,972 585,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9452.9455.3Nuclei_fractions
P26641 WFLTCINQPQFR[iTRAQ_Nterm]WFLTC[Cys_CAM]INQPQFR2 189-‐200 8,802 877,452 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9440.9443.2Nuclei_fractions

P04075 ADDGRPFPQVIK[iTRAQ_Nterm]ADDGRPFPQVIK[iTRAQ_K]2 87-‐98 6,244 544,31 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5428.5431.3Nuclei_fractions
P04075 ADDGRPFPQVIK[iTRAQ_Nterm]ADDGRPFPQVIK[iTRAQ_K]2 87-‐98 6,093 815,961 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5444.5447.2Nuclei_fractions
P04075 ADDGRPFPQVIK[iTRAQ_Nterm]ADDGRPFPQVIK[iTRAQ_K]2 87-‐98 5,461 544,311 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5567.5570.3Nuclei_fractions
P04075 ADDGRPFPQVIK[iTRAQ_Nterm]ADDGRPFPQVIK[iTRAQ_K]2 87-‐98 4,76 544,31 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5505.5508.3Nuclei_fractions
P04075 ALANSLACQGK[iTRAQ_Nterm]ALANSLAC[Cys_CAM]QGK[iTRAQ_K]3 331-‐341 5,535 474,266 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4609.4612.3Nuclei_fractions
P04075 ALANSLACQGK[iTRAQ_Nterm]ALANSLAC[Cys_CAM]QGK[iTRAQ_K]3 331-‐341 5,19 474,266 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4622.4625.3Nuclei_fractions
P04075 FSHEEIAMATVTALR[iTRAQ_Nterm]FSHEEIAM[Oxidation_M]ATVTALR2 243-‐257 9,125 612,654 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6972.6975.3Nuclei_fractions
P04075 GILAADESTGSIAK[iTRAQ_Nterm]GILAADESTGSIAK[iTRAQ_K]2 28-‐41 9,883 810,958 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5536.5539.2Nuclei_fractions
P04075 GILAADESTGSIAKR[iTRAQ_Nterm]GILAADESTGSIAK[iTRAQ_K]R2 28-‐42 7,867 593,008 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4966.4969.3Nuclei_fractions
P04075 GILAADESTGSIAKR[iTRAQ_Nterm]GILAADESTGSIAK[iTRAQ_K]R2 28-‐42 7,178 593,008 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4946.4949.3Nuclei_fractions
P04075 IGEHTPSALAIMENANVLAR[iTRAQ_Nterm]IGEHTPSALAIM[Oxidation_M]ENANVLAR2 153-‐172 8,272 756,406 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7119.7122.3Nuclei_fractions
P04075 PYQYPALTPEQK[iTRAQ_Nterm]PYQYPALTPEQK[iTRAQ_K]2 1-‐12 5,316 574,98 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6010.6013.3Nuclei_fractions
P04075 VNPCIGGVILFHETLYQK[iTRAQ_Nterm]VNPC[Cys_CAM]IGGVILFHETLYQK[iTRAQ_K]3 69-‐86 10,025 792,773 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9536.9539.3Nuclei_fractions
P04075 YTPSGQAGAAASESLFVSNHAY[iTRAQ_Nterm]YTPSGQAGAAASESLFVSNHAY1 342-‐363 7,7 791,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8020.8023.3Nuclei_fractions
P04075 YTPSGQAGAAASESLFVSNHAY[iTRAQ_Nterm]YTPSGQAGAAASESLFVSNHAY1 342-‐363 7,314 1186,569 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8008.8011.2Nuclei_fractions
P04075 YTPSGQAGAAASESLFVSNHAY[iTRAQ_Nterm]YTPSGQAGAAASESLFVSNHAY1 342-‐363 6,777 791,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7966.7969.3Nuclei_fractions

P11142,P11142_ISOFORM_2,P54652ARFEELNADLFR[iTRAQ_Nterm]ARFEELNADLFR1 299-‐310 8,104 812,934 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8441.8444.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652ARFEELNADLFR[iTRAQ_Nterm]ARFEELNADLFR1 299-‐310 6,843 542,291 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8414.8417.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 9,439 672,392 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7910.7913.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 8,89 672,393 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7893.7896.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 8,524 672,393 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8059.8062.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 8,523 448,598 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7923.7926.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 8,469 672,391 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7970.7973.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 8,097 448,598 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7900.7903.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652DAGTIAGLNVLR[iTRAQ_Nterm]DAGTIAGLNVLR1 159-‐170 7,699 448,597 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8040.8043.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652EIAEAYLGK[iTRAQ_Nterm]EIAEAYLGK[iTRAQ_K]2 128-‐136 5,391 641,371 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6307.6310.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652LDKSQIHDIVLVGGSTR[iTRAQ_Nterm]LDK[iTRAQ_K]SQIHDIVLVGGSTR2 325-‐341 4,825 709,412 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6895.6898.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652LLQDFFNGK[iTRAQ_Nterm]LLQDFFNGK[iTRAQ_K]2 348-‐356 6,356 685,392 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10483.10486.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652LLQDFFNGK[iTRAQ_Nterm]LLQDFFNGK[iTRAQ_K]2 348-‐356 4,962 457,264 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10448.10451.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652NQVAMNPTNTVFDAK[iTRAQ_Nterm]NQVAM[Oxidation_M]NPTNTVFDAK[iTRAQ_K]3 56-‐70 5,751 652,004 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5450.5453.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652SQIHDIVLVGGSTR[iTRAQ_Nterm]SQIHDIVLVGGSTR1 328-‐341 9,489 813,459 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5887.5890.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652SQIHDIVLVGGSTR[iTRAQ_Nterm]SQIHDIVLVGGSTR1 328-‐341 8,247 813,459 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5859.5862.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652SQIHDIVLVGGSTR[iTRAQ_Nterm]SQIHDIVLVGGSTR1 328-‐341 7,239 542,642 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5888.5891.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 36-‐48 8,276 816,405 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6349.6352.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 36-‐48 5,889 544,607 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6378.6381.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 7,034 1063,556 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8244.8247.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 6,128 709,375 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8174.8177.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 6,122 709,373 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8395.8398.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 6,008 1063,556 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8362.8365.2Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 5,963 709,374 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8180.8183.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 5,808 709,376 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8306.8309.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652TVTNAVVTVPAYFNDSQR[iTRAQ_Nterm]TVTNAVVTVPAYFNDSQR1 137-‐154 5,622 709,374 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8174.8177.3Nuclei_fractions
P11142,P11142_ISOFORM_2,P54652VCNPIITK [iTRAQ_Nterm]VC[Cys_CAM]NPIITK[iTRAQ_K]3 601-‐608 5,223 616,869 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5133.5136.2Nuclei_fractions

Q01995 EFTESQLQEGK[iTRAQ_Nterm]EFTESQLQEGK[iTRAQ_K]2 161-‐171 7,927 792,411 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4661.4664.2Nuclei_fractions



Q01995 GDPNWFMK[iTRAQ_Nterm]GDPNWFM[Oxidation_M]K[iTRAQ_K]3 146-‐153 5,534 649,825 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6340.6343.2Nuclei_fractions
Q01995 GDPNWFMK[iTRAQ_Nterm]GDPNWFM[Oxidation_M]K[iTRAQ_K]3 146-‐153 4,939 649,826 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6545.6548.2Nuclei_fractions
Q01995 LGFQVWLK[iTRAQ_Nterm]LGFQVWLK[iTRAQ_K]2 49-‐56 5,408 426,932 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10334.10337.3Nuclei_fractions
Q01995 LGFQVWLK[iTRAQ_Nterm]LGFQVWLK[iTRAQ_K]2 49-‐56 5,367 639,893 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10327.10330.2Nuclei_fractions
Q01995 LVEWIIVQCGPDVGRPDR[iTRAQ_Nterm]LVEWIIVQC[Cys_CAM]GPDVGRPDR2 29-‐46 6,661 1127,102 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10443.10446.2Nuclei_fractions
Q01995 LVEWIIVQCGPDVGRPDR[iTRAQ_Nterm]LVEWIIVQC[Cys_CAM]GPDVGRPDR2 29-‐46 6,338 751,737 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10408.10411.3Nuclei_fractions
Q01995 LVNSLYPDGSK[iTRAQ_Nterm]LVNSLYPDGSK[iTRAQ_K]2 64-‐74 8,02 740,918 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6228.6231.2Nuclei_fractions
Q01995 LVNSLYPDGSKPVK[iTRAQ_Nterm]LVNSLYPDGSK[iTRAQ_K]PVK[iTRAQ_K]3 64-‐77 7,252 650,386 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5776.5779.3Nuclei_fractions
Q01995 LVNSLYPDGSKPVK[iTRAQ_Nterm]LVNSLYPDGSK[iTRAQ_K]PVK[iTRAQ_K]3 64-‐77 7,196 650,385 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5860.5863.3Nuclei_fractions
Q01995 LVNSLYPDGSKPVK[iTRAQ_Nterm]LVNSLYPDGSK[iTRAQ_K]PVK[iTRAQ_K]3 64-‐77 6,971 975,075 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5799.5802.2Nuclei_fractions
Q01995 LVNSLYPDGSKPVK[iTRAQ_Nterm]LVNSLYPDGSK[iTRAQ_K]PVK[iTRAQ_K]3 64-‐77 6,042 650,386 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5755.5758.3Nuclei_fractions
Q01995 QMEQVAQFLK[iTRAQ_Nterm]QM[Oxidation_M]EQVAQFLK[iTRAQ_K]3 89-‐98 5,063 509,281 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6471.6474.3Nuclei_fractions
Q01995 QMEQVAQFLK[iTRAQ_Nterm]QM[Oxidation_M]EQVAQFLK[iTRAQ_K]3 89-‐98 4,931 763,417 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6457.6460.2Nuclei_fractions
Q01995 TDMFQTVDLFEGK[iTRAQ_Nterm]TDMFQTVDLFEGK[iTRAQ_K]2 108-‐120 8,22 909,963 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10205.10208.2Nuclei_fractions
Q01995 TDMFQTVDLFEGK[iTRAQ_Nterm]TDMFQTVDLFEGK[iTRAQ_K]2 108-‐120 8,163 606,978 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10198.10201.3Nuclei_fractions
Q01995 TLMALGSLAVTK[iTRAQ_Nterm]TLMALGSLAVTK[iTRAQ_K]2 128-‐139 8,092 746,954 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9543.9546.2Nuclei_fractions
Q01995 TLMALGSLAVTK[iTRAQ_Nterm]TLMALGSLAVTK[iTRAQ_K]2 128-‐139 7,661 498,306 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9523.9526.3Nuclei_fractions
Q01995 TLMALGSLAVTK[iTRAQ_Nterm]TLM[Oxidation_M]ALGSLAVTK[iTRAQ_K]3 128-‐139 7,574 754,952 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8143.8146.2Nuclei_fractions
Q01995 TLMALGSLAVTK[iTRAQ_Nterm]TLM[Oxidation_M]ALGSLAVTK[iTRAQ_K]3 128-‐139 5,269 503,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8109.8112.3Nuclei_fractions
Q01995 TLMALGSLAVTK[iTRAQ_Nterm]TLM[Oxidation_M]ALGSLAVTK[iTRAQ_K]3 128-‐139 4,943 503,637 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8297.8300.3Nuclei_fractions
Q01995 VPENPPSMVFK[iTRAQ_Nterm]VPENPPSM[Oxidation_M]VFK[iTRAQ_K]3 78-‐88 6,222 774,919 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5429.5432.2Nuclei_fractions
Q01995 VPENPPSMVFK[iTRAQ_Nterm]VPENPPSM[Oxidation_M]VFK[iTRAQ_K]3 78-‐88 5,033 516,949 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5436.5439.3Nuclei_fractions

AAELIANSLATAGDGLIELR[iTRAQ_Nterm]AAELIANSLATAGDGLIELR1 220-‐239 10,909 1071,601 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13025.13028.2Nuclei_fractions
AAELIANSLATAGDGLIELR[iTRAQ_Nterm]AAELIANSLATAGDGLIELR1 220-‐239 10,896 714,735 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13038.13041.3Nuclei_fractions
AAELIANSLATAGDGLIELR[iTRAQ_Nterm]AAELIANSLATAGDGLIELR1 220-‐239 10,396 714,735 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13087.13090.3Nuclei_fractions
AAELIANSLATAGDGLIELR[iTRAQ_Nterm]AAELIANSLATAGDGLIELR1 220-‐239 10,04 714,736 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13018.13021.3Nuclei_fractions
AAELIANSLATAGDGLIELR[iTRAQ_Nterm]AAELIANSLATAGDGLIELR1 220-‐239 7,862 714,736 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13124.13127.3Nuclei_fractions
AATFGLILDDVSLTHLTFGK[iTRAQ_Nterm]AATFGLILDDVSLTHLTFGK[iTRAQ_K]2 158-‐177 9,333 803,124 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11471.11474.3Nuclei_fractions
DLQNVNITLR[iTRAQ_Nterm]DLQNVNITLR1 84-‐93 7,097 665,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6612.6615.2Nuclei_fractions
EFTEAVEAK[iTRAQ_Nterm]EFTEAVEAK[iTRAQ_K]2 178-‐186 5,997 656,356 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4877.4880.2Nuclei_fractions
EFTEAVEAK[iTRAQ_Nterm]EFTEAVEAK[iTRAQ_K]2 178-‐186 4,813 437,907 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4892.4895.3Nuclei_fractions
FDAGELITQR[iTRAQ_Nterm]FDAGELITQR1 134-‐143 5,216 647,351 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7026.7029.2Nuclei_fractions
FDAGELITQR[iTRAQ_Nterm]FDAGELITQR1 134-‐143 5,104 647,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6998.7001.2Nuclei_fractions
FDAGELITQR[iTRAQ_Nterm]FDAGELITQR1 134-‐143 4,738 647,35 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6970.6973.2Nuclei_fractions
IFTSIGEDYDER[iTRAQ_Nterm]IFTSIGEDYDER1 106-‐117 6,94 794,882 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7685.7688.2Nuclei_fractions
KLEAAEDIAYQLSR[iTRAQ_Nterm]K[iTRAQ_K]LEAAEDIAYQLSR2 240-‐253 8,042 632,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8912.8915.3Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 8,361 1000,074 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10932.10935.2Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 8,246 667,052 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10994.10997.3Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 7,567 1000,073 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11001.11004.2Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 7,004 667,052 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10937.10940.3Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 6,962 667,053 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10575.10578.3Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 6,339 1000,076 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10562.10565.2Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 5,497 1000,074 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10710.10713.2Nuclei_fractions
NITYLPAGQSVLLQLPQ[iTRAQ_Nterm]NITYLPAGQSVLLQLPQ1 256-‐272 5,394 667,053 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10688.10691.3Nuclei_fractions
VLPSITTEILK[iTRAQ_Nterm]VLPSITTEILK[iTRAQ_K]2 118-‐128 6,06 751,479 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9559.9562.2Nuclei_fractions
VLPSITTEILK[iTRAQ_Nterm]VLPSITTEILK[iTRAQ_K]2 118-‐128 5,919 751,481 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9476.9479.2Nuclei_fractions
VLPSITTEILK[iTRAQ_Nterm]VLPSITTEILK[iTRAQ_K]2 118-‐128 5,876 751,478 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9586.9589.2Nuclei_fractions
VLPSITTEILK[iTRAQ_Nterm]VLPSITTEILK[iTRAQ_K]2 118-‐128 4,935 501,322 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9467.9470.3Nuclei_fractions

P63244 FSPNSSNPIIVSCGWDK[iTRAQ_Nterm]FSPNSSNPIIVSC[Cys_CAM]GWDK[iTRAQ_K]3 155-‐171 7,516 732,706 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8340.8343.3Nuclei_fractions
P63244 FSPNSSNPIIVSCGWDK[iTRAQ_Nterm]FSPNSSNPIIVSC[Cys_CAM]GWDK[iTRAQ_K]3 155-‐171 7,494 732,707 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8283.8286.3Nuclei_fractions



P63244 FSPNSSNPIIVSCGWDK[iTRAQ_Nterm]FSPNSSNPIIVSC[Cys_CAM]GWDK[iTRAQ_K]3 155-‐171 5,988 732,706 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8187.8190.3Nuclei_fractions
P63244 IIVDELKQEVISTSSK[iTRAQ_Nterm]IIVDELK[iTRAQ_K]QEVISTSSK[iTRAQ_K]3 264-‐279 8,198 1111,158 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9561.9564.2Nuclei_fractions
P63244 IIVDELKQEVISTSSK[iTRAQ_Nterm]IIVDELK[iTRAQ_K]QEVISTSSK[iTRAQ_K]3 264-‐279 6,963 741,104 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9520.9523.3Nuclei_fractions
P63244 IIVDELKQEVISTSSK[iTRAQ_Nterm]IIVDELK[iTRAQ_K]QEVISTSSK[iTRAQ_K]3 264-‐279 6,659 741,106 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9603.9606.3Nuclei_fractions
P63244 LTRDETNYGIPQR[iTRAQ_Nterm]LTRDETNYGIPQR1 44-‐56 7,346 569,637 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4722.4725.3Nuclei_fractions
P63244 LWDLTTGTTTR[iTRAQ_Nterm]LWDLTTGTTTR1 88-‐98 8,525 704,879 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8046.8049.2Nuclei_fractions
P63244 LWDLTTGTTTR[iTRAQ_Nterm]LWDLTTGTTTR1 88-‐98 7,903 704,883 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8077.8080.2Nuclei_fractions
P63244 LWDLTTGTTTR[iTRAQ_Nterm]LWDLTTGTTTR1 88-‐98 5,792 704,883 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8180.8183.2Nuclei_fractions
P63244 LWNTLGVCK[iTRAQ_Nterm]LWNTLGVC[Cys_CAM]K[iTRAQ_K]3 130-‐138 7,411 689,891 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8305.8308.2Nuclei_fractions
P63244 LWNTLGVCK[iTRAQ_Nterm]LWNTLGVC[Cys_CAM]K[iTRAQ_K]3 130-‐138 4,721 460,261 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8319.8322.3Nuclei_fractions
P63244 VWNLANCK[iTRAQ_Nterm]VWNLANC[Cys_CAM]K[iTRAQ_K]3 175-‐182 5,725 646,854 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6647.6650.2Nuclei_fractions
P63244 VWQVTIGTR[iTRAQ_Nterm]VWQVTIGTR1 308-‐316 7,707 602,349 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7058.7061.2Nuclei_fractions
P63244 YTVQDESHSEWVSCVR[iTRAQ_Nterm]YTVQDESHSEWVSC[Cys_CAM]VR2 139-‐154 7,491 709,329 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6007.6010.3Nuclei_fractions
P63244 YWLCAATGPSIK[iTRAQ_Nterm]YWLC[Cys_CAM]AATGPSIK[iTRAQ_K]3 245-‐256 7,859 552,3 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8607.8610.3Nuclei_fractions
P63244 YWLCAATGPSIK[iTRAQ_Nterm]YWLC[Cys_CAM]AATGPSIK[iTRAQ_K]3 245-‐256 7,159 827,947 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8621.8624.2Nuclei_fractions

P09382_CHAIN_0DGGAWGTEQR[iTRAQ_Nterm]DGGAWGTEQR1 65-‐74 6,703 610,792 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3645.3648.2Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 9,474 815,898 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5853.5856.2Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 8,102 544,267 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5936.5939.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 6,892 544,268 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5826.5829.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 6,738 544,267 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6132.6135.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 6,562 544,268 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12319.12322.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 6,437 544,27 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12406.12408.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 6,378 544,267 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12500.12502.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 5,541 544,266 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12600.12603.3Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 4,784 408,452 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5860.5863.4Nuclei_fractions
P09382_CHAIN_0DSNNLCLHFNPR[iTRAQ_Nterm]DSNNLC[Cys_CAM]LHFNPR2 38-‐49 4,761 544,266 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5687.5690.3Nuclei_fractions
P09382_CHAIN_0EAVFPFQPGSVAEVCITFDQANLTVK[iTRAQ_Nterm]EAVFPFQPGSVAEVC[Cys_CAM]ITFDQANLTVK[iTRAQ_K]3 75-‐100 6,937 1052,552 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12198.12201.3Nuclei_fractions
P09382_CHAIN_0EAVFPFQPGSVAEVCITFDQANLTVK[iTRAQ_Nterm]EAVFPFQPGSVAEVC[Cys_CAM]ITFDQANLTVK[iTRAQ_K]3 75-‐100 6,708 1578,322 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12051.12054.2Nuclei_fractions
P09382_CHAIN_0EAVFPFQPGSVAEVCITFDQANLTVK[iTRAQ_Nterm]EAVFPFQPGSVAEVC[Cys_CAM]ITFDQANLTVK[iTRAQ_K]3 75-‐100 6,307 1052,551 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12366.12369.3Nuclei_fractions
P09382_CHAIN_0EAVFPFQPGSVAEVCITFDQANLTVK[iTRAQ_Nterm]EAVFPFQPGSVAEVC[Cys_CAM]ITFDQANLTVK[iTRAQ_K]3 75-‐100 6,279 1052,556 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12010.12013.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 10,643 968,484 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4495.4498.2Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 10,1 968,484 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4517.4520.2Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 9,99 645,991 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4438.4441.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 9,855 645,992 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4816.4819.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 9,837 645,992 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4781.4784.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 9,579 645,992 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4494.4497.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 9,323 968,483 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4480.4483.2Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 8,933 645,991 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4347.4350.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 6,862 645,991 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12561.12564.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 6,14 645,992 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12454.12455.3Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 5,031 484,745 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4802.4805.4Nuclei_fractions
P09382_CHAIN_0FNAHGDANTIVCNSK[iTRAQ_Nterm]FNAHGDANTIVC[Cys_CAM]NSK[iTRAQ_K]3 50-‐64 4,818 484,745 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4473.4476.4Nuclei_fractions
P09382_CHAIN_0LNLEAINYMAADGDFK[iTRAQ_Nterm]LNLEAINYMAADGDFK[iTRAQ_K]2 113-‐128 9,736 1037,031 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10471.10474.2Nuclei_fractions
P09382_CHAIN_0LNLEAINYMAADGDFK[iTRAQ_Nterm]LNLEAINYM[Oxidation_M]AADGDFK[iTRAQ_K]3 113-‐128 9,222 1045,031 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8825.8828.2Nuclei_fractions
P09382_CHAIN_0LNLEAINYMAADGDFK[iTRAQ_Nterm]LNLEAINYM[Oxidation_M]AADGDFK[iTRAQ_K]3 113-‐128 6,469 697,022 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8838.8841.3Nuclei_fractions
P09382_CHAIN_0LNLEAINYMAADGDFK[iTRAQ_Nterm]LNLEAINYMAADGDFK[iTRAQ_K]2 113-‐128 5,728 691,691 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10448.10451.3Nuclei_fractions
P09382_CHAIN_0LNLEAINYMAADGDFK[iTRAQ_Nterm]LNLEAINYMAADGDFK[iTRAQ_K]2 113-‐128 5,499 691,692 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10637.10640.3Nuclei_fractions
P09382_CHAIN_0LPDGYEFKFPNR[iTRAQ_Nterm]LPDGYEFK[iTRAQ_K]FPNR2 101-‐112 5,4 443,491 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7829.7832.4Nuclei_fractions
P09382_CHAIN_0LPDGYEFKFPNR[iTRAQ_Nterm]LPDGYEFK[iTRAQ_K]FPNR2 101-‐112 4,765 590,987 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7870.7873.3Nuclei_fractions
P09382_CHAIN_0SFVLNLGK[iTRAQ_Nterm]SFVLNLGK[iTRAQ_K]2 30-‐37 6,81 583,365 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7055.7058.2Nuclei_fractions
P09382_CHAIN_0SFVLNLGK[iTRAQ_Nterm]SFVLNLGK[iTRAQ_K]2 30-‐37 6,142 583,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8206.8209.2Nuclei_fractions



P09382_CHAIN_0SFVLNLGK[iTRAQ_Nterm]SFVLNLGK[iTRAQ_K]2 30-‐37 5,613 583,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8025.8028.2Nuclei_fractions
P09382_CHAIN_0SFVLNLGK[iTRAQ_Nterm]SFVLNLGK[iTRAQ_K]2 30-‐37 4,734 583,364 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6860.6863.2Nuclei_fractions
P09382_CHAIN_0SFVLNLGKDSNNLCLHFNPR[iTRAQ_Nterm]SFVLNLGK[iTRAQ_K]DSNNLC[Cys_CAM]LHFNPR3 30-‐49 6,272 659,102 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9089.9092.4Nuclei_fractions
P09382_CHAIN_0VRGEVAPDAK[iTRAQ_Nterm]VRGEVAPDAK[iTRAQ_K]2 20-‐29 5,61 665,391 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3041.3044.2Nuclei_fractions

O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5AFSQFGK [iTRAQ_Nterm]AFSQFGK[iTRAQ_K]2 322-‐328 5,662 536,803 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5541.5544.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5AGPIWDLR [iTRAQ_Nterm]AGPIWDLR1 185-‐192 5,504 536,308 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8319.8322.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5AGPIWDLR [iTRAQ_Nterm]AGPIWDLR1 185-‐192 5,065 536,308 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8173.8176.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5AIEALKEFNEDGALAVLQQFK[iTRAQ_Nterm]AIEALK[iTRAQ_K]EFNEDGALAVLQQFK[iTRAQ_K]3 61-‐81 7,541 922,854 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12306.12309.3Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5EFNEDGALAVLQQFK[iTRAQ_Nterm]EFNEDGALAVLQQFK[iTRAQ_K]2 67-‐81 6,374 666,357 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11289.11292.3Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5HIGVCISVANNR[iTRAQ_Nterm]HIGVC[Cys_CAM]ISVANNR2 233-‐244 6,098 495,269 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4806.4809.3Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5LKDYAFIHFDER[iTRAQ_Nterm]LK[iTRAQ_K]DYAFIHFDER2 335-‐346 5,515 461,252 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7684.7687.4Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 131-‐142 10,237 728,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5099.5102.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 131-‐142 8,33 728,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5326.5329.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 131-‐142 8,189 728,382 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5274.5277.2Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5TKEQILEEFSK[iTRAQ_Nterm]TK[iTRAQ_K]EQILEEFSK[iTRAQ_K]3 255-‐265 6,633 595,344 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7355.7358.3Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5VADSSKGPDEAK[iTRAQ_Nterm]VADSSK[iTRAQ_K]GPDEAK[iTRAQ_K]3 112-‐123 4,818 545,968 2012_02_21_FRF_OT_69_ANF_TMT_N_02.324.327.3Nuclei_fractions
O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5VAEKLDEIYVAGLVAHSDLDER[iTRAQ_Nterm]VAEK[iTRAQ_K]LDEIYVAGLVAHSDLDER2 39-‐60 8,411 910,824 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10078.10081.3Nuclei_fractions

P78371 GATQQILDEAER[iTRAQ_Nterm]GATQQILDEAER1 376-‐387 8,313 737,885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5788.5791.2Nuclei_fractions
P78371 IHPQTIIAGWR[iTRAQ_Nterm]IHPQTIIAGWR1 120-‐130 6,948 479,282 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7339.7342.3Nuclei_fractions
P78371 IHPQTIIAGWR[iTRAQ_Nterm]IHPQTIIAGWR1 120-‐130 6,437 479,282 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7319.7322.3Nuclei_fractions
P78371 LALVTGGEIASTFDHPELVK[iTRAQ_Nterm]LALVTGGEIASTFDHPELVK[iTRAQ_K]2 322-‐341 10,017 795,784 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10401.10404.3Nuclei_fractions
P78371 LALVTGGEIASTFDHPELVK[iTRAQ_Nterm]LALVTGGEIASTFDHPELVK[iTRAQ_K]2 322-‐341 9,763 795,78 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10373.10376.3Nuclei_fractions
P78371 LAVEAVLR[iTRAQ_Nterm]LAVEAVLR1 181-‐188 4,727 507,826 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7509.7512.2Nuclei_fractions
P78371 LKGSGNLEAIHIIK[iTRAQ_Nterm]LK[iTRAQ_K]GSGNLEAIHIIK[iTRAQ_K]3 189-‐202 5,392 642,401 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6218.6221.3Nuclei_fractions
P78371 LTSFIGAIAIGDLVK[iTRAQ_Nterm]LTSFIGAIAIGDLVK[iTRAQ_K]2 25-‐39 7,662 903,553 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12308.12311.2Nuclei_fractions
P78371 LTSFIGAIAIGDLVK[iTRAQ_Nterm]LTSFIGAIAIGDLVK[iTRAQ_K]2 25-‐39 7,096 602,706 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12307.12310.3Nuclei_fractions
P78371 LTSFIGAIAIGDLVK[iTRAQ_Nterm]LTSFIGAIAIGDLVK[iTRAQ_K]2 25-‐39 6,09 602,705 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12293.12296.3Nuclei_fractions
P78371 LTSFIGAIAIGDLVK[iTRAQ_Nterm]LTSFIGAIAIGDLVK[iTRAQ_K]2 25-‐39 5,186 602,706 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12200.12203.3Nuclei_fractions
P78371 QVLLSAAEAAEVILR[iTRAQ_Nterm]QVLLSAAEAAEVILR1 501-‐515 9,464 864,017 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12537.12540.2Nuclei_fractions
P78371 QVLLSAAEAAEVILR[iTRAQ_Nterm]QVLLSAAEAAEVILR1 501-‐515 7,973 576,345 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12550.12553.3Nuclei_fractions
P78371 SLHDALCVLAQTVK[iTRAQ_Nterm]SLHDALC[Cys_CAM]VLAQTVK[iTRAQ_K]3 388-‐401 7,973 922,024 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9821.9824.2Nuclei_fractions
P78371 SLHDALCVLAQTVK[iTRAQ_Nterm]SLHDALC[Cys_CAM]VLAQTVK[iTRAQ_K]3 388-‐401 7,331 615,02 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9808.9811.3Nuclei_fractions
P78371 VAEIEHAEKEK[iTRAQ_Nterm]VAEIEHAEK[iTRAQ_K]EK[iTRAQ_K]3 263-‐273 5,588 572,33 2012_02_21_FRF_OT_70_ANF_TMT_N_03.3801.3804.3Nuclei_fractions

Q14697,Q14697_ISOFORM_2ALLDSLQLGPDSLTVHLIHEVTK[iTRAQ_Nterm]ALLDSLQLGPDSLTVHLIHEVTK[iTRAQ_K]2 34-‐56 6,198 697,655 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11067.11070.4Nuclei_fractions
Q14697,Q14697_ISOFORM_2GLLEFEHQR[iTRAQ_Nterm]GLLEFEHQR1 146-‐154 5,857 424,899 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6123.6126.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2LKVTEGGEPYR[iTRAQ_Nterm]LK[iTRAQ_K]VTEGGEPYR2 240-‐250 4,942 512,959 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4302.4305.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2LVAIVDPHIK[iTRAQ_Nterm]LVAIVDPHIK[iTRAQ_K]2 435-‐444 5,197 464,965 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7197.7200.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2LVAIVDPHIK[iTRAQ_Nterm]LVAIVDPHIK[iTRAQ_K]2 435-‐444 5,159 464,965 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7161.7164.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2NLGLYVK [iTRAQ_Nterm]NLGLYVK[iTRAQ_K]2 457-‐463 4,735 547,843 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6330.6333.2Nuclei_fractions
Q14697,Q14697_ISOFORM_2QEFLLR [iTRAQ_Nterm]QEFLLR1 830-‐835 5,373 475,286 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6365.6368.2Nuclei_fractions
Q14697,Q14697_ISOFORM_2QEFLLR [iTRAQ_Nterm]QEFLLR1 830-‐835 4,817 475,285 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6219.6222.2Nuclei_fractions
Q14697,Q14697_ISOFORM_2SLLLSVNAR[iTRAQ_Nterm]SLLLSVNAR1 137-‐145 5,791 558,842 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6876.6879.2Nuclei_fractions
Q14697,Q14697_ISOFORM_2VLLVLELQGLQK[iTRAQ_Nterm]VLLVLELQGLQK[iTRAQ_K]2 57-‐68 4,832 547,69 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11261.11264.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2VVIIGAGKPAAVVLQTK[iTRAQ_Nterm]VVIIGAGK[iTRAQ_K]PAAVVLQTK[iTRAQ_K]3 864-‐880 9,909 1048,679 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6739.6742.2Nuclei_fractions
Q14697,Q14697_ISOFORM_2VVIIGAGKPAAVVLQTK[iTRAQ_Nterm]VVIIGAGK[iTRAQ_K]PAAVVLQTK[iTRAQ_K]3 864-‐880 8,845 699,457 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6760.6763.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2VVIIGAGKPAAVVLQTK[iTRAQ_Nterm]VVIIGAGK[iTRAQ_K]PAAVVLQTK[iTRAQ_K]3 864-‐880 7,401 699,457 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6705.6708.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2VVIIGAGKPAAVVLQTK[iTRAQ_Nterm]VVIIGAGK[iTRAQ_K]PAAVVLQTK[iTRAQ_K]3 864-‐880 4,758 524,844 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6796.6799.4Nuclei_fractions
Q14697,Q14697_ISOFORM_2YFTWDPSRFPQPR[iTRAQ_Nterm]YFTWDPSRFPQPR1 410-‐422 6,048 614,313 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8416.8419.3Nuclei_fractions
Q14697,Q14697_ISOFORM_2YRVPDVLVADPPIAR[iTRAQ_Nterm]YRVPDVLVADPPIAR1 85-‐99 7,125 609,021 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7998.8001.3Nuclei_fractions



Q14697,Q14697_ISOFORM_2YRVPDVLVADPPIAR[iTRAQ_Nterm]YRVPDVLVADPPIAR1 85-‐99 5,119 609,021 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8102.8105.3Nuclei_fractions

P15144 DHSAIPVINR[iTRAQ_Nterm]DHSAIPVINR1 648-‐657 6,88 633,357 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4522.4525.2Nuclei_fractions
P15144 DHSAIPVINR[iTRAQ_Nterm]DHSAIPVINR1 648-‐657 5,87 422,574 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4482.4485.3Nuclei_fractions
P15144 EATDVIIIHSK[iTRAQ_Nterm]EATDVIIIHSK[iTRAQ_K]2 114-‐124 6,961 505,299 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5227.5230.3Nuclei_fractions
P15144 ENSLLFDPLSSSSSNK[iTRAQ_Nterm]ENSLLFDPLSSSSSNK[iTRAQ_K]2 363-‐378 6,472 671,681 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8663.8666.3Nuclei_fractions
P15144 EVVLQWFTENSK[iTRAQ_Nterm]EVVLQWFTENSK[iTRAQ_K]2 955-‐966 7,538 589,989 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10646.10649.3Nuclei_fractions
P15144 GVGGSQPPDIDKTELVEPTEYLVVHLK[iTRAQ_Nterm]GVGGSQPPDIDK[iTRAQ_K]TELVEPTEYLVVHLK[iTRAQ_K]3 140-‐166 6,413 838,97 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10128.10131.4Nuclei_fractions
P15144 QQQDYWLIDVR[iTRAQ_Nterm]QQQDYWLIDVR1 595-‐605 7,113 804,418 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8950.8953.2Nuclei_fractions
P15144 QWMENPNNNPIHPNLR[iTRAQ_Nterm]QWM[Oxidation_M]ENPNNNPIHPNLR2 777-‐792 8,057 712,017 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5439.5442.3Nuclei_fractions
P15144 SIQLPTTVR[iTRAQ_Nterm]SIQLPTTVR1 528-‐536 4,96 579,852 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5961.5964.2Nuclei_fractions
P15144 VNYDEENWR[iTRAQ_Nterm]VNYDEENWR1 631-‐639 5,789 684,817 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5248.5251.2Nuclei_fractions
P15144 VTLRPYLTPNDR[iTRAQ_Nterm]VTLRPYLTPNDR1 86-‐97 5,454 530,302 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6001.6004.3Nuclei_fractions

Q13838,Q13838_ISOFORM_2CIALAQLLVEQNFPAIAIHR[iTRAQ_Nterm]C[Cys_CAM]IALAQLLVEQNFPAIAIHR2 299-‐318 9,854 807,792 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10913.10916.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2DFLLKPELLR[iTRAQ_Nterm]DFLLK[iTRAQ_K]PELLR2 48-‐57 5,586 766,479 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9089.9092.2Nuclei_fractions
Q13838,Q13838_ISOFORM_2DFLLKPELLR[iTRAQ_Nterm]DFLLK[iTRAQ_K]PELLR2 48-‐57 4,998 766,478 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8930.8933.2Nuclei_fractions
Q13838,Q13838_ISOFORM_2DVQEIFR [iTRAQ_Nterm]DVQEIFR1 209-‐215 5,791 525,788 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6242.6245.2Nuclei_fractions
Q13838,Q13838_ISOFORM_2ELAFQISK [iTRAQ_Nterm]ELAFQISK[iTRAQ_K]2 123-‐130 4,96 408,579 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6949.6952.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2GLAITFVSDENDAK[iTRAQ_Nterm]GLAITFVSDENDAK[iTRAQ_K]2 384-‐397 6,152 589,983 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7698.7701.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2GSYVSIHSSGFR[iTRAQ_Nterm]GSYVSIHSSGFR1 36-‐47 6,401 480,917 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4748.4751.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2ILVATNLFGR[iTRAQ_Nterm]ILVATNLFGR1 339-‐348 8,964 624,384 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9025.9028.2Nuclei_fractions
Q13838,Q13838_ISOFORM_2ILVATNLFGR[iTRAQ_Nterm]ILVATNLFGR1 339-‐348 7,381 416,592 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9046.9049.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2KNCPHIVVGTPGR[iTRAQ_Nterm]K[iTRAQ_K]NC[Cys_CAM]PHIVVGTPGR3 162-‐174 6,024 431,499 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3495.3498.4Nuclei_fractions
Q13838,Q13838_ISOFORM_2NCPHIVVGTPGR[iTRAQ_Nterm]NC[Cys_CAM]PHIVVGTPGR2 163-‐174 5,693 484,26 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3889.3892.3Nuclei_fractions
Q13838,Q13838_ISOFORM_2VAVFFGGLSIK[iTRAQ_Nterm]VAVFFGGLSIK[iTRAQ_K]2 144-‐154 5,341 713,439 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10595.10598.2Nuclei_fractions
Q13838,Q13838_ISOFORM_2VAVFFGGLSIK[iTRAQ_Nterm]VAVFFGGLSIK[iTRAQ_K]2 144-‐154 5,326 475,962 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10600.10603.3Nuclei_fractions

P21796 KLETAVNLAWTAGNSNTR[iTRAQ_Nterm]K[iTRAQ_K]LETAVNLAWTAGNSNTR2 200-‐217 6,195 745,417 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7898.7901.3Nuclei_fractions
P21796 LGLGLEFQA[iTRAQ_Nterm]LGLGLEFQA1 274-‐282 5,221 546,314 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10477.10480.2Nuclei_fractions
P21796 LTFDSSFSPNTGK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]2 96-‐108 9,928 844,941 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7291.7294.2Nuclei_fractions
P21796 LTFDSSFSPNTGK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]2 96-‐108 8,872 844,942 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7392.7395.2Nuclei_fractions
P21796 LTFDSSFSPNTGK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]2 96-‐108 7,694 563,631 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7278.7281.3Nuclei_fractions
P21796 LTFDSSFSPNTGKK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]K[iTRAQ_K]3 96-‐109 9,22 654,364 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6521.6524.3Nuclei_fractions
P21796 LTFDSSFSPNTGKK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]K[iTRAQ_K]3 96-‐109 8,521 654,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6535.6538.3Nuclei_fractions
P21796 LTFDSSFSPNTGKK[iTRAQ_Nterm]LTFDSSFSPNTGK[iTRAQ_K]K[iTRAQ_K]3 96-‐109 8,082 654,363 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6597.6600.3Nuclei_fractions
P21796 LTLSALLDGK[iTRAQ_Nterm]LTLSALLDGK[iTRAQ_K]2 256-‐265 7,925 659,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10274.10277.2Nuclei_fractions
P21796 LTLSALLDGK[iTRAQ_Nterm]LTLSALLDGK[iTRAQ_K]2 256-‐265 7,461 659,917 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10348.10351.2Nuclei_fractions
P21796 LTLSALLDGK[iTRAQ_Nterm]LTLSALLDGK[iTRAQ_K]2 256-‐265 5,492 440,279 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10341.10344.3Nuclei_fractions
P21796 LTLSALLDGK[iTRAQ_Nterm]LTLSALLDGK[iTRAQ_K]2 256-‐265 4,95 440,279 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10279.10282.3Nuclei_fractions
P21796 VNNSSLIGLGYTQTLKPGIK[iTRAQ_Nterm]VNNSSLIGLGYTQTLK[iTRAQ_K]PGIK[iTRAQ_K]3 236-‐255 8,845 845,836 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7012.7015.3Nuclei_fractions
P21796 VTQSNFAVGYK[iTRAQ_Nterm]VTQSNFAVGYK[iTRAQ_K]2 163-‐173 10,168 751,417 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5805.5808.2Nuclei_fractions
P21796 VTQSNFAVGYK[iTRAQ_Nterm]VTQSNFAVGYK[iTRAQ_K]2 163-‐173 5,539 501,281 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5833.5836.3Nuclei_fractions
P21796 YQIDPDACFSAK[iTRAQ_Nterm]YQIDPDAC[Cys_CAM]FSAK[iTRAQ_K]3 224-‐235 7,25 851,921 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6376.6379.2Nuclei_fractions

Q92945 AINQQTGAFVEISR[iTRAQ_Nterm]AINQQTGAFVEISR1 449-‐462 12,113 839,457 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6563.6566.2Nuclei_fractions
Q92945 GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR[iTRAQ_Nterm]GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR1 41-‐70 8,075 805,394 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3692.3695.3Nuclei_fractions
Q92945 IGGGIDVPVPR[iTRAQ_Nterm]IGGGIDVPVPR1 321-‐331 7,263 612,366 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6850.6853.2Nuclei_fractions
Q92945 IGQQPQQPGAPPQQDYTK[iTRAQ_Nterm]IGQQPQQPGAPPQQDYTK[iTRAQ_K]2 629-‐646 5,427 757,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4078.4081.3Nuclei_fractions
Q92945 IINDLLQSLR[iTRAQ_Nterm]IINDLLQSLR1 385-‐394 7,686 664,904 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11959.11962.2Nuclei_fractions
Q92945 IINDLLQSLR[iTRAQ_Nterm]IINDLLQSLR1 385-‐394 6,642 664,905 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12010.12013.2Nuclei_fractions
Q92945 KIGQQPQQPGAPPQQDYTK[iTRAQ_Nterm]K[iTRAQ_K]IGQQPQQPGAPPQQDYTK[iTRAQ_K]3 628-‐646 5,84 636,101 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3732.3735.4Nuclei_fractions



Q92945 KLASQGDSISSQLGPIHPPPR[iTRAQ_Nterm]K[iTRAQ_K]LASQGDSISSQLGPIHPPPR2 122-‐142 6,567 619,1 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5828.5831.4Nuclei_fractions
Q92945 LASQGDSISSQLGPIHPPPR[iTRAQ_Nterm]LASQGDSISSQLGPIHPPPR1 123-‐142 11,679 734,399 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6587.6590.3Nuclei_fractions

P36578 AAAAAAALQAK[iTRAQ_Nterm]AAAAAAALQAK[iTRAQ_K]2 353-‐363 7,039 622,882 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4748.4751.2Nuclei_fractions
P36578 APIRPDIVNFVHTNLR[iTRAQ_Nterm]APIRPDIVNFVHTNLR1 29-‐44 5,034 502,291 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7808.7811.4Nuclei_fractions
P36578 FCIWTESAFR[iTRAQ_Nterm]FC[Cys_CAM]IWTESAFR2 248-‐257 6,989 730,859 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10084.10087.2Nuclei_fractions
P36578 FCIWTESAFR[iTRAQ_Nterm]FC[Cys_CAM]IWTESAFR2 248-‐257 6,937 730,864 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10174.10177.2Nuclei_fractions
P36578 IEEVPELPLVVEDKVEGYK[iTRAQ_Nterm]IEEVPELPLVVEDK[iTRAQ_K]VEGYK[iTRAQ_K]3 143-‐161 7,783 873,159 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10679.10682.3Nuclei_fractions
P36578 KLDELYGTWR[iTRAQ_Nterm]K[iTRAQ_K]LDELYGTWR2 258-‐267 5,338 523,629 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7487.7490.3Nuclei_fractions
P36578 KLDELYGTWR[iTRAQ_Nterm]K[iTRAQ_K]LDELYGTWR2 258-‐267 5,278 523,628 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7326.7329.3Nuclei_fractions
P36578 NIPGITLLNVSK[iTRAQ_Nterm]NIPGITLLNVSK[iTRAQ_K]2 222-‐233 6,863 778,986 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9333.9336.2Nuclei_fractions
P36578 NIPGITLLNVSK[iTRAQ_Nterm]NIPGITLLNVSK[iTRAQ_K]2 222-‐233 6,112 519,659 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9305.9308.3Nuclei_fractions
P36578 NVTLPAVFK[iTRAQ_Nterm]NVTLPAVFK[iTRAQ_K]2 20-‐28 7,205 638,898 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8276.8279.2Nuclei_fractions
P36578 NVTLPAVFK[iTRAQ_Nterm]NVTLPAVFK[iTRAQ_K]2 20-‐28 6,654 426,268 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8325.8328.3Nuclei_fractions
P36578 QPYAVSELAGHQTSAESWGTGR[iTRAQ_Nterm]QPYAVSELAGHQTSAESWGTGR1 49-‐70 9,072 826,072 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6711.6714.3Nuclei_fractions
P36578 YAICSALAASALPALVMSK[iTRAQ_Nterm]YAIC[Cys_CAM]SALAASALPALVM[Oxidation_M]SK[iTRAQ_K]4 121-‐139 8,617 747,748 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10531.10534.3Nuclei_fractions
P36578 YAICSALAASALPALVMSK[iTRAQ_Nterm]YAIC[Cys_CAM]SALAASALPALVM[Oxidation_M]SK[iTRAQ_K]4 121-‐139 8,5 747,746 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10635.10638.3Nuclei_fractions
P36578 YAICSALAASALPALVMSK[iTRAQ_Nterm]YAIC[Cys_CAM]SALAASALPALVM[Oxidation_M]SK[iTRAQ_K]4 121-‐139 6,357 561,063 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10558.10561.4Nuclei_fractions

AAVATFLQSVQVPEFTPK[iTRAQ_Nterm]AAVATFLQSVQVPEFTPK[iTRAQ_K]2 785-‐802 6,827 741,088 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11176.11179.3Nuclei_fractions
DEFEGLFK [iTRAQ_Nterm]DEFEGLFK[iTRAQ_K]2 650-‐657 5,259 636,838 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8608.8611.2Nuclei_fractions
KPLLESGTLGTK[iTRAQ_Nterm]K[iTRAQ_K]PLLESGTLGTK[iTRAQ_K]3 593-‐604 6,33 559,349 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5174.5177.3Nuclei_fractions
KPLLESGTLGTK[iTRAQ_Nterm]K[iTRAQ_K]PLLESGTLGTK[iTRAQ_K]3 593-‐604 5,9 559,349 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5111.5114.3Nuclei_fractions
LAGTQPLEVLEAVQR[iTRAQ_Nterm]LAGTQPLEVLEAVQR1 679-‐693 9,402 884,511 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10135.10138.2Nuclei_fractions
LAGTQPLEVLEAVQR[iTRAQ_Nterm]LAGTQPLEVLEAVQR1 679-‐693 7,078 590,009 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10129.10132.3Nuclei_fractions
LQTSSVLVSGLR[iTRAQ_Nterm]LQTSSVLVSGLR1 70-‐81 6,936 702,42 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7235.7238.2Nuclei_fractions
NFPNAIEHTLQWAR[iTRAQ_Nterm]NFPNAIEHTLQWAR1 636-‐649 8,556 614,324 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9130.9133.3Nuclei_fractions
SIPICTLK [iTRAQ_Nterm]SIPIC[Cys_CAM]TLK[iTRAQ_K]3 628-‐635 5,891 610,369 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6309.6312.2Nuclei_fractions
SLVASLAEPDFVVTDFAK[iTRAQ_Nterm]SLVASLAEPDFVVTDFAK[iTRAQ_K]2 305-‐322 7,092 733,073 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11561.11564.3Nuclei_fractions
YFLVGAGAIGCELLK[iTRAQ_Nterm]YFLVGAGAIGC[Cys_CAM]ELLK[iTRAQ_K]3 471-‐485 6,622 633,695 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11239.11242.3Nuclei_fractions
YFLVGAGAIGCELLK[iTRAQ_Nterm]YFLVGAGAIGC[Cys_CAM]ELLK[iTRAQ_K]3 471-‐485 6,567 633,695 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11266.11269.3Nuclei_fractions

P11940,Q9H361AKEFTNVYIK[iTRAQ_Nterm]AK[iTRAQ_K]EFTNVYIK[iTRAQ_K]3 187-‐196 5,02 548,995 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5643.5646.3Nuclei_fractions
P11940,Q9H361ALYDTFSAFGNILSCK[iTRAQ_Nterm]ALYDTFSAFGNILSC[Cys_CAM]K[iTRAQ_K]3 114-‐129 7,602 699,034 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11367.11370.3Nuclei_fractions
P11940,Q9H361FSPAGPILSIR[iTRAQ_Nterm]FSPAGPILSIR1 31-‐41 8,653 651,39 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8200.8203.2Nuclei_fractions
P11940,Q9H361FSPAGPILSIR[iTRAQ_Nterm]FSPAGPILSIR1 31-‐41 5,025 434,596 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8236.8239.3Nuclei_fractions
P11940,Q9H361GFGFVSFER[iTRAQ_Nterm]GFGFVSFER1 232-‐240 7,308 595,311 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9214.9217.2Nuclei_fractions
P11940,Q9H361IVATKPLYVALAQR[iTRAQ_Nterm]IVATK[iTRAQ_K]PLYVALAQR2 357-‐370 6,625 916,075 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7850.7853.2Nuclei_fractions
P11940,Q9H361IVATKPLYVALAQR[iTRAQ_Nterm]IVATK[iTRAQ_K]PLYVALAQR2 357-‐370 5,589 611,053 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7795.7798.3Nuclei_fractions
P11940,Q9H361KEFSPFGTITSAK[iTRAQ_Nterm]K[iTRAQ_K]EFSPFGTITSAK[iTRAQ_K]3 312-‐324 9,097 615,689 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6764.6767.3Nuclei_fractions
P11940,Q9H361KEFSPFGTITSAK[iTRAQ_Nterm]K[iTRAQ_K]EFSPFGTITSAK[iTRAQ_K]3 312-‐324 6,756 615,689 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6722.6725.3Nuclei_fractions
P11940,Q9H361LFPLIQAMHPTLAGK[iTRAQ_Nterm]LFPLIQAM[Oxidation_M]HPTLAGK[iTRAQ_K]3 477-‐491 5,998 647,715 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8963.8966.3Nuclei_fractions
P11940,Q9H361LFPLIQAMHPTLAGK[iTRAQ_Nterm]LFPLIQAM[Oxidation_M]HPTLAGK[iTRAQ_K]3 477-‐491 5,421 647,716 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8921.8924.3Nuclei_fractions
P11940,Q9H361SGVGNIFIK [iTRAQ_Nterm]SGVGNIFIK[iTRAQ_K]2 96-‐104 6,042 611,874 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7205.7208.2Nuclei_fractions
P11940,Q9H361SGVGNIFIK [iTRAQ_Nterm]SGVGNIFIK[iTRAQ_K]2 96-‐104 4,872 408,252 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7235.7238.3Nuclei_fractions
P11940,Q9H361SKVDEAVAVLQAHQAK[iTRAQ_Nterm]SK[iTRAQ_K]VDEAVAVLQAHQAK[iTRAQ_K]3 516-‐531 5,671 709,415 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6840.6843.3Nuclei_fractions
P11940,Q9H361SKVDEAVAVLQAHQAK[iTRAQ_Nterm]SK[iTRAQ_K]VDEAVAVLQAHQAK[iTRAQ_K]3 516-‐531 5,232 532,315 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6826.6829.4Nuclei_fractions

Q14240,Q14240_ISOFORM_2ATQALVLAPTR[iTRAQ_Nterm]ATQALVLAPTR1 100-‐110 9,918 642,892 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5520.5523.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2DQIYDIFQK[iTRAQ_Nterm]DQIYDIFQK[iTRAQ_K]2 194-‐202 5,596 729,402 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8798.8801.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2GFKDQIYDIFQK[iTRAQ_Nterm]GFK[iTRAQ_K]DQIYDIFQK[iTRAQ_K]3 191-‐202 8,381 645,365 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9418.9421.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2GFKDQIYDIFQK[iTRAQ_Nterm]GFK[iTRAQ_K]DQIYDIFQK[iTRAQ_K]3 191-‐202 7,874 645,364 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9517.9520.3Nuclei_fractions



Q14240,Q14240_ISOFORM_2GYDVIAQAQSGTGK[iTRAQ_Nterm]GYDVIAQAQSGTGK[iTRAQ_K]2 69-‐82 8,936 841,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5318.5321.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2GYDVIAQAQSGTGK[iTRAQ_Nterm]GYDVIAQAQSGTGK[iTRAQ_K]2 69-‐82 6,367 561,637 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5465.5468.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2GYDVIAQAQSGTGK[iTRAQ_Nterm]GYDVIAQAQSGTGK[iTRAQ_K]2 69-‐82 6,34 561,637 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5353.5356.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2GYDVIAQAQSGTGK[iTRAQ_Nterm]GYDVIAQAQSGTGK[iTRAQ_K]2 69-‐82 5,6 561,638 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5297.5300.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2KEELTLEGIR[iTRAQ_Nterm]K[iTRAQ_K]EELTLEGIR2 238-‐247 5,071 492,628 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5823.5826.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2KVDWLTEK[iTRAQ_Nterm]K[iTRAQ_K]VDWLTEK[iTRAQ_K]3 284-‐291 5,416 725,937 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5778.5781.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2LQMEAPHIIVGTPGR[iTRAQ_Nterm]LQM[Oxidation_M]EAPHIIVGTPGR2 147-‐161 6,358 593,661 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5762.5765.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2LQMEAPHIIVGTPGR[iTRAQ_Nterm]LQMEAPHIIVGTPGR1 147-‐161 6,033 588,324 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7240.7243.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2QFYINVEREEWK[iTRAQ_Nterm]QFYINVEREEWK[iTRAQ_K]2 248-‐259 5,348 643,675 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7859.7862.3Nuclei_fractions
Q14240,Q14240_ISOFORM_2VLITTDLLAR[iTRAQ_Nterm]VLITTDLLAR1 325-‐334 6,906 629,898 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9047.9050.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2VLITTDLLAR[iTRAQ_Nterm]VLITTDLLAR1 325-‐334 6,901 629,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9057.9060.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2VLITTDLLAR[iTRAQ_Nterm]VLITTDLLAR1 325-‐334 6,87 629,899 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8931.8934.2Nuclei_fractions
Q14240,Q14240_ISOFORM_2VLITTDLLAR[iTRAQ_Nterm]VLITTDLLAR1 325-‐334 6,235 629,898 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9180.9183.2Nuclei_fractions

Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
Q9BYX7 AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
Q9BYX7 AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,57 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7247.7250.2Nuclei_fractions
Q9BYX7 AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,103 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7198.7201.2Nuclei_fractions
Q9BYX7 AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,066 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7296.7299.2Nuclei_fractions
Q9BYX7 AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,028 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7226.7229.2Nuclei_fractions
Q9BYX7 AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 7,739 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7135.7138.2Nuclei_fractions
Q9BYX7 EKLCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]EK[iTRAQ_K]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]4 914-‐938 6,944 1080,543 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11969.11972.3Nuclei_fractions
Q9BYX7 IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 8,692 830,429 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6267.6270.2Nuclei_fractions
Q9BYX7 IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 7,853 553,956 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6342.6345.3Nuclei_fractions
Q9BYX7 IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 7,671 553,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6363.6366.3Nuclei_fractions
Q9BYX7 IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 6,661 553,954 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6251.6254.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 9,349 1419,706 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12836.12839.2Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 9,337 1419,693 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12884.12887.2Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 9,087 946,799 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12877.12880.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,717 946,803 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13996.13997.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,704 946,798 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13066.13069.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,695 946,8 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13032.13035.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,464 946,798 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13003.13006.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,4 946,793 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12503.12506.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 8,263 946,801 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13888.13890.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 916-‐938 8,051 1427,691 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9994.9997.2Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,859 946,802 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12926.12929.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,639 946,797 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13600.13603.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,349 946,805 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13747.13750.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,33 946,801 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12579.12582.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,292 710,35 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13052.13055.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 7,027 946,801 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11663.11666.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 6,963 710,35 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12933.12936.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 6,957 946,799 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12821.12824.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 916-‐938 6,423 952,129 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9944.9947.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 6,349 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13088.13091.4Nuclei_fractions



Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 5,86 710,348 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12551.12554.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 5,532 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13108.13111.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 5,511 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13712.13715.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 5,411 710,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13740.13743.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 5,22 710,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13895.13896.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 4,988 710,342 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11657.11660.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 4,948 710,346 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13431.13434.4Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEM[Oxidation_M]ATAASSSSLEK[iTRAQ_K]4 916-‐938 4,842 952,13 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10343.10346.3Nuclei_fractions
Q9BYX7 LCYVALDFEQEMATAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMATAASSSSLEK[iTRAQ_K]3 916-‐938 4,812 710,352 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14034.14036.4Nuclei_fractions
Q9BYX7 QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1060-‐1072 9,495 554,274 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4108.4111.3Nuclei_fractions
Q9BYX7 QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1060-‐1072 5,931 554,276 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14201.14204.3Nuclei_fractions
Q9BYX7 SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 939-‐954 12,535 968,001 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9006.9009.2Nuclei_fractions
Q9BYX7 SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 939-‐954 11,152 968,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8805.8808.2Nuclei_fractions
Q9BYX7 SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 939-‐954 9,834 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9041.9044.3Nuclei_fractions
Q9BYX7 SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 939-‐954 8,819 645,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8840.8843.3Nuclei_fractions
Q9BYX7 SYELPDGQVITIGNER[iTRAQ_Nterm]SYELPDGQVITIGNER1 939-‐954 6,31 968,006 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14573.14574.2Nuclei_fractions

P04844 EETVLATVQALQTASHLSQQADLR[iTRAQ_Nterm]EETVLATVQALQTASHLSQQADLR1 133-‐156 9,703 918,494 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11067.11070.3Nuclei_fractions
P04844 EETVLATVQALQTASHLSQQADLR[iTRAQ_Nterm]EETVLATVQALQTASHLSQQADLR1 133-‐156 5,561 689,12 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11075.11078.4Nuclei_fractions
P04844 LMDHVGTEPSIK[iTRAQ_Nterm]LM[Oxidation_M]DHVGTEPSIK[iTRAQ_K]3 196-‐207 5,634 544,297 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4381.4384.3Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 9,985 1064,633 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8964.8967.2Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 9,039 1064,634 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8984.8987.2Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 7,818 710,092 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8976.8979.3Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 7,588 710,093 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8929.8932.3Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 7,145 710,092 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9047.9050.3Nuclei_fractions
P04844 LQVTNVLSQPLTQATVK[iTRAQ_Nterm]LQVTNVLSQPLTQATVK[iTRAQ_K]2 268-‐284 4,956 532,82 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8983.8986.4Nuclei_fractions
P04844 LSKEETVLATVQALQTASHLSQQADLR[iTRAQ_Nterm]LSK[iTRAQ_K]EETVLATVQALQTASHLSQQADLR2 130-‐156 8,475 1075,931 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10457.10460.3Nuclei_fractions
P04844 LSKEETVLATVQALQTASHLSQQADLR[iTRAQ_Nterm]LSK[iTRAQ_K]EETVLATVQALQTASHLSQQADLR2 130-‐156 7,013 807,199 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10443.10446.4Nuclei_fractions
P04844 QEIQHLFR [iTRAQ_Nterm]QEIQHLFR1 502-‐509 4,935 405,564 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5741.5744.3Nuclei_fractions
P04844 SIVEEIEDLVAR[iTRAQ_Nterm]SIVEEIEDLVAR1 157-‐168 10,721 506,282 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13348.13351.3Nuclei_fractions
P04844 SIVEEIEDLVAR[iTRAQ_Nterm]SIVEEIEDLVAR1 157-‐168 9,563 758,921 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13346.13349.2Nuclei_fractions
P04844 TSFTPVGDVFELNFMNVK[iTRAQ_Nterm]TSFTPVGDVFELNFMNVK[iTRAQ_K]2 301-‐318 5,256 778,411 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12251.12254.3Nuclei_fractions
P04844 YIANTVELR[iTRAQ_Nterm]YIANTVELR1 336-‐344 6,883 611,85 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6330.6333.2Nuclei_fractions
P04844 YIANTVELR[iTRAQ_Nterm]YIANTVELR1 336-‐344 6,239 611,849 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6193.6196.2Nuclei_fractions
P04844 YIANTVELR[iTRAQ_Nterm]YIANTVELR1 336-‐344 5,063 611,852 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6172.6175.2Nuclei_fractions

AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]M[Oxidation_M]LSNTTAIAEAWAR3 374-‐390 9,063 1013,003 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9222.9225.2Nuclei_fractions
AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]MLSNTTAIAEAWAR2 374-‐390 7,356 670,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10868.10871.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,449 1023,089 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9326.9329.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 9,289 1023,087 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9347.9350.2Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,234 682,394 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9219.9222.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 8,142 682,395 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9380.9383.3Nuclei_fractions
IHFPLATYAPVISAEK[iTRAQ_Nterm]IHFPLATYAPVISAEK[iTRAQ_K]2 265-‐280 5,276 512,047 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9234.9237.4Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,344 816,497 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10821.10823.2Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,04 544,666 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10826.10827.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,968 621,667 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5730.5733.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,265 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5658.5661.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 5,619 931,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5653.5656.2Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 4,967 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5637.5640.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 6,192 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 5,67 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions



SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 8,198 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10049.10052.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,89 624,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9992.9995.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,501 936,982 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9806.9809.2Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,282 936,985 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10000.10003.2Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,255 624,992 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10056.10059.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,972 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10027.10030.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,696 624,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10006.10009.3Nuclei_fractions
SIQFVDWCPTGFK[iTRAQ_Nterm]SIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 4,962 624,99 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9805.9808.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 8,943 1057,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7508.7511.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,319 1057,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7668.7671.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,156 1057,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7585.7588.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,887 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7570.7573.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,34 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7626.7629.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,148 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7517.7520.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,834 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7667.7670.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,274 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7487.7490.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,262 705,071 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7702.7705.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,88 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7551.7554.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,766 529,053 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7563.7566.4Nuclei_fractions

EVGDGTTSVVIIAAELLK[iTRAQ_Nterm]EVGDGTTSVVIIAAELLK[iTRAQ_K]2 85-‐102 5,231 701,744 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13102.13105.3Nuclei_fractions
FATEAAITILR[iTRAQ_Nterm]FATEAAITILR1 516-‐526 7,556 675,404 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9369.9372.2Nuclei_fractions
IACLDFSLQK[iTRAQ_Nterm]IAC[Cys_CAM]LDFSLQK[iTRAQ_K]3 234-‐243 7,082 741,916 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8670.8673.2Nuclei_fractions
IACLDFSLQK[iTRAQ_Nterm]IAC[Cys_CAM]LDFSLQK[iTRAQ_K]3 234-‐243 5,233 494,947 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8671.8674.3Nuclei_fractions
LGVQVVITDPEKLDQIR[iTRAQ_Nterm]LGVQVVITDPEK[iTRAQ_K]LDQIR2 248-‐264 7,992 737,772 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8820.8823.3Nuclei_fractions
SLHDALCVVK[iTRAQ_Nterm]SLHDALC[Cys_CAM]VVK[iTRAQ_K]3 391-‐400 5,7 477,273 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5979.5982.3Nuclei_fractions
SLLVIPNTLAVNAAQDSTDLVAK[iTRAQ_Nterm]SLLVIPNTLAVNAAQDSTDLVAK[iTRAQ_K]2 444-‐466 5,447 881,172 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11290.11293.3Nuclei_fractions
SQNVMAAASIANIVK[iTRAQ_Nterm]SQNVM[Oxidation_M]AAASIANIVK[iTRAQ_K]3 19-‐33 7,61 607,677 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7326.7329.3Nuclei_fractions
TSASIILR [iTRAQ_Nterm]TSASIILR1 371-‐378 7,222 502,815 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5212.5215.2Nuclei_fractions
YPVNSVNILK[iTRAQ_Nterm]YPVNSVNILK[iTRAQ_K]2 190-‐199 6,792 717,933 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7382.7385.2Nuclei_fractions
YPVNSVNILK[iTRAQ_Nterm]YPVNSVNILK[iTRAQ_K]2 190-‐199 6,489 717,933 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7367.7370.2Nuclei_fractions

Q02878_CHAIN_0AIPQLQGYLR[iTRAQ_Nterm]AIPQLQGYLR1 263-‐272 6,282 651,888 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7793.7796.2Nuclei_fractions
Q02878_CHAIN_0AIPQLQGYLR[iTRAQ_Nterm]AIPQLQGYLR1 263-‐272 6,058 434,927 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7830.7833.3Nuclei_fractions
Q02878_CHAIN_0ASITPGTILIILTGR[iTRAQ_Nterm]ASITPGTILIILTGR1 142-‐156 8,702 835,52 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10717.10720.2Nuclei_fractions
Q02878_CHAIN_0ASITPGTILIILTGR[iTRAQ_Nterm]ASITPGTILIILTGR1 142-‐156 8,631 835,523 2012_02_21_FRF_OT_79_ANF_TMT_N_11.9583.9585.2Nuclei_fractions
Q02878_CHAIN_0ASITPGTILIILTGR[iTRAQ_Nterm]ASITPGTILIILTGR1 142-‐156 6,953 557,352 2012_02_21_FRF_OT_79_ANF_TMT_N_11.9594.9595.3Nuclei_fractions
Q02878_CHAIN_0ASITPGTILIILTGR[iTRAQ_Nterm]ASITPGTILIILTGR1 142-‐156 6,542 557,352 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10718.10721.3Nuclei_fractions
Q02878_CHAIN_0AVDSQILPK[iTRAQ_Nterm]AVDSQILPK[iTRAQ_K]2 252-‐260 5,856 629,883 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5250.5253.2Nuclei_fractions
Q02878_CHAIN_0AVDSQILPK[iTRAQ_Nterm]AVDSQILPK[iTRAQ_K]2 252-‐260 5,622 629,886 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5017.5020.2Nuclei_fractions
Q02878_CHAIN_0HLTDAYFK[iTRAQ_Nterm]HLTDAYFK[iTRAQ_K]2 211-‐218 6,123 641,856 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5307.5310.2Nuclei_fractions
Q02878_CHAIN_0HLTDAYFK[iTRAQ_Nterm]HLTDAYFK[iTRAQ_K]2 211-‐218 5,373 428,239 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5279.5282.3Nuclei_fractions
Q02878_CHAIN_0IDISNVK [iTRAQ_Nterm]IDISNVK[iTRAQ_K]2 201-‐207 4,97 538,832 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5141.5144.2Nuclei_fractions
Q02878_CHAIN_0IDISNVK [iTRAQ_Nterm]IDISNVK[iTRAQ_K]2 201-‐207 4,955 538,833 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5331.5334.2Nuclei_fractions
Q02878_CHAIN_0IDISNVK [iTRAQ_Nterm]IDISNVK[iTRAQ_K]2 201-‐207 4,832 538,831 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5390.5393.2Nuclei_fractions
Q02878_CHAIN_0QLASGLLLVTGPLVLNR[iTRAQ_Nterm]QLASGLLLVTGPLVLNR1 167-‐183 9,625 954,591 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10186.10189.2Nuclei_fractions
Q02878_CHAIN_0QLASGLLLVTGPLVLNR[iTRAQ_Nterm]QLASGLLLVTGPLVLNR1 167-‐183 6,882 636,727 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10178.10181.3Nuclei_fractions
Q02878_CHAIN_0QLASGLLLVTGPLVLNR[iTRAQ_Nterm]QLASGLLLVTGPLVLNR1 167-‐183 6,185 636,73 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10271.10273.3Nuclei_fractions
Q02878_CHAIN_0VLATVTKPVGGDK[iTRAQ_Nterm]VLATVTK[iTRAQ_K]PVGGDK[iTRAQ_K]3 88-‐100 5,035 573,024 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4973.4976.3Nuclei_fractions
Q02878_CHAIN_0YYPTEDVPR[iTRAQ_Nterm]YYPTEDVPR1 115-‐123 7,647 642,323 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5191.5194.2Nuclei_fractions
Q02878_CHAIN_0YYPTEDVPR[iTRAQ_Nterm]YYPTEDVPR1 115-‐123 6,94 642,323 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5164.5167.2Nuclei_fractions
Q02878_CHAIN_0YYPTEDVPRK[iTRAQ_Nterm]YYPTEDVPRK[iTRAQ_K]2 115-‐124 6,173 519,285 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4658.4661.3Nuclei_fractions



Q14152 DLYNWLEVEFNPLK[iTRAQ_Nterm]DLYNWLEVEFNPLK[iTRAQ_K]2 388-‐401 8,984 690,039 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13214.13217.3Nuclei_fractions
Q14152 ILQEHEQIK [iTRAQ_Nterm]ILQEHEQIK[iTRAQ_K]2 623-‐631 5,43 475,95 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4387.4390.3Nuclei_fractions
Q14152 LATLLGLQAPPTR[iTRAQ_Nterm]LATLLGLQAPPTR1 354-‐366 9,041 747,961 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9096.9099.2Nuclei_fractions
Q14152 LATLLGLQAPPTR[iTRAQ_Nterm]LATLLGLQAPPTR1 354-‐366 8,415 498,977 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9103.9106.3Nuclei_fractions
Q14152 LESLNIQR [iTRAQ_Nterm]LESLNIQR1 581-‐588 5,253 558,83 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5778.5781.2Nuclei_fractions
Q14152 LLLTPWVK[iTRAQ_Nterm]LLLTPWVK[iTRAQ_K]2 143-‐150 4,759 629,413 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10308.10311.2Nuclei_fractions
Q14152 LLQQVSQIYQSIEFSR[iTRAQ_Nterm]LLQQVSQIYQSIEFSR1 438-‐453 7,204 695,049 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12122.12125.3Nuclei_fractions
Q14152 LTSLVPFVDAFQLER[iTRAQ_Nterm]LTSLVPFVDAFQLER1 454-‐468 5,459 627,023 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12726.12729.3Nuclei_fractions
Q14152 LYHDIAQQAFK[iTRAQ_Nterm]LYHDIAQQAFK[iTRAQ_K]2 172-‐182 6,018 541,303 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6742.6745.3Nuclei_fractions
Q14152 VLLATLSIPITPER[iTRAQ_Nterm]VLLATLSIPITPER1 321-‐334 7,155 834,015 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10811.10814.2Nuclei_fractions

GLAAFLK [iTRAQ_Nterm]GLAAFLK[iTRAQ_K]2 742-‐748 4,736 504,329 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8999.9002.2Nuclei_fractions
ICFELLELLK[iTRAQ_Nterm]IC[Cys_CAM]FELLELLK[iTRAQ_K]3 1058-‐1067 5,631 783,465 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12797.12800.2Nuclei_fractions
IWDPTPSHTPAGAATPGR[iTRAQ_Nterm]IWDPTPSHTPAGAATPGR1 253-‐270 6,502 659,347 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5544.5547.3Nuclei_fractions
IYNSIYIGSQDALIAHYPR[iTRAQ_Nterm]IYNSIYIGSQDALIAHYPR1 1268-‐1286 10,89 780,084 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8997.9000.3Nuclei_fractions
IYNSIYIGSQDALIAHYPR[iTRAQ_Nterm]IYNSIYIGSQDALIAHYPR1 1268-‐1286 10,626 780,086 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9011.9014.3Nuclei_fractions
KLSSWDQAETPGHTPSLR[iTRAQ_Nterm]K[iTRAQ_K]LSSWDQAETPGHTPSLR2 214-‐231 5,345 575,308 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5489.5492.4Nuclei_fractions
RWDQTADQTPGATPK[iTRAQ_Nterm]RWDQTADQTPGATPK[iTRAQ_K]2 199-‐213 12,05 654,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3804.3807.3Nuclei_fractions
VKPYLPQICGTVLWR[iTRAQ_Nterm]VK[iTRAQ_K]PYLPQIC[Cys_CAM]GTVLWR3 925-‐939 6,948 706,741 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8922.8925.3Nuclei_fractions
VLPPPAGYVPIR[iTRAQ_Nterm]VLPPPAGYVPIR1 414-‐425 7,107 474,959 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7443.7446.3Nuclei_fractions
VLPPPAGYVPIR[iTRAQ_Nterm]VLPPPAGYVPIR1 414-‐425 4,891 711,934 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7487.7490.2Nuclei_fractions

P13010_CHAIN_0ANPQVGVAFPHIK[iTRAQ_Nterm]ANPQVGVAFPHIK[iTRAQ_K]2 401-‐413 7,447 555,994 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6694.6697.3Nuclei_fractions
P13010_CHAIN_0HIEIFTDLSSR[iTRAQ_Nterm]HIEIFTDLSSR1 131-‐141 8,737 487,933 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7469.7472.3Nuclei_fractions
P13010_CHAIN_0HIEIFTDLSSR[iTRAQ_Nterm]HIEIFTDLSSR1 131-‐141 6 731,396 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7482.7485.2Nuclei_fractions
P13010_CHAIN_0IQPGSQQADFLDALIVSMDVIQHETIGK[iTRAQ_Nterm]IQPGSQQADFLDALIVSMDVIQHETIGK[iTRAQ_K]2 98-‐125 4,748 836,195 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13523.13526.4Nuclei_fractions
P13010_CHAIN_0LFQCLLHR [iTRAQ_Nterm]LFQC[Cys_CAM]LLHR2 490-‐497 5,334 410,902 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8019.8022.3Nuclei_fractions
P13010_CHAIN_0LGGHGPSFPLK[iTRAQ_Nterm]LGGHGPSFPLK[iTRAQ_K]2 185-‐195 5,597 466,609 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6002.6005.3Nuclei_fractions
P13010_CHAIN_0LTIGSNLSIR[iTRAQ_Nterm]LTIGSNLSIR1 251-‐260 7,563 609,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7212.7215.2Nuclei_fractions
P13010_CHAIN_0SQLDIIIHSLK[iTRAQ_Nterm]SQLDIIIHSLK[iTRAQ_K]2 145-‐155 6,84 518,987 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9325.9328.3Nuclei_fractions
P13010_CHAIN_0SQLDIIIHSLK[iTRAQ_Nterm]SQLDIIIHSLK[iTRAQ_K]2 145-‐155 5,937 518,986 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9304.9307.3Nuclei_fractions
P13010_CHAIN_0TLFPLIEAK[iTRAQ_Nterm]TLFPLIEAK[iTRAQ_K]2 535-‐543 6,497 660,414 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9942.9945.2Nuclei_fractions
P13010_CHAIN_0TLFPLIEAK[iTRAQ_Nterm]TLFPLIEAK[iTRAQ_K]2 535-‐543 5,645 440,612 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9929.9932.3Nuclei_fractions
P13010_CHAIN_0TLFPLIEAK[iTRAQ_Nterm]TLFPLIEAK[iTRAQ_K]2 535-‐543 5,303 440,611 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9866.9869.3Nuclei_fractions
P13010_CHAIN_0TWTVVDAK[iTRAQ_Nterm]TWTVVDAK[iTRAQ_K]2 275-‐282 5,456 604,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5695.5698.2Nuclei_fractions

P23396 AELNEFLTR[iTRAQ_Nterm]AELNEFLTR1 18-‐26 8,788 618,84 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7853.7856.2Nuclei_fractions
P23396 DEILPTTPISEQK[iTRAQ_Nterm]DEILPTTPISEQK[iTRAQ_K]2 214-‐226 7,244 879,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6151.6154.2Nuclei_fractions
P23396 DEILPTTPISEQK[iTRAQ_Nterm]DEILPTTPISEQK[iTRAQ_K]2 214-‐226 7,179 879,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6171.6174.2Nuclei_fractions
P23396 DEILPTTPISEQK[iTRAQ_Nterm]DEILPTTPISEQK[iTRAQ_K]2 214-‐226 7,109 586,996 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6159.6162.3Nuclei_fractions
P23396 DEILPTTPISEQK[iTRAQ_Nterm]DEILPTTPISEQK[iTRAQ_K]2 214-‐226 6,82 879,99 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6199.6202.2Nuclei_fractions
P23396 ELTAVVQK[iTRAQ_Nterm]ELTAVVQK[iTRAQ_K]2 67-‐74 4,918 588,366 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4784.4787.2Nuclei_fractions
P23396 FGFPEGSVELYAEK[iTRAQ_Nterm]FGFPEGSVELYAEK[iTRAQ_K]2 76-‐89 6,466 620,992 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8987.8990.3Nuclei_fractions
P23396 GGKPEPPAMPQPVPTA[iTRAQ_Nterm]GGK[iTRAQ_K]PEPPAM[Oxidation_M]PQPVPTA3 227-‐242 4,81 939,508 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4002.4005.2Nuclei_fractions
P23396 GLCAIAQAESLR[iTRAQ_Nterm]GLC[Cys_CAM]AIAQAESLR2 94-‐105 7,097 716,889 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7620.7623.2Nuclei_fractions
P23396 GLCAIAQAESLR[iTRAQ_Nterm]GLC[Cys_CAM]AIAQAESLR2 94-‐105 6,967 716,889 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7501.7504.2Nuclei_fractions
P23396 GLCAIAQAESLR[iTRAQ_Nterm]GLC[Cys_CAM]AIAQAESLR2 94-‐105 5,124 478,262 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7634.7637.3Nuclei_fractions
P23396 IMLPWDPTGK[iTRAQ_Nterm]IM[Oxidation_M]LPWDPTGK[iTRAQ_K]3 187-‐196 5,6 731,408 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9294.9297.2Nuclei_fractions
P23396 KFVADGIFK[iTRAQ_Nterm]K[iTRAQ_K]FVADGIFK[iTRAQ_K]3 9-‐17 5,653 486,302 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6455.6458.3Nuclei_fractions
P23396 KFVADGIFK[iTRAQ_Nterm]K[iTRAQ_K]FVADGIFK[iTRAQ_K]3 9-‐17 5,424 486,3 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6420.6423.3Nuclei_fractions
P23396 TEIIILATR [iTRAQ_Nterm]TEIIILATR1 45-‐53 6,915 587,37 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7836.7839.2Nuclei_fractions



P23396 TEIIILATR [iTRAQ_Nterm]TEIIILATR1 45-‐53 6,135 587,371 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7954.7957.2Nuclei_fractions

P46940 DHINDIIK [iTRAQ_Nterm]DHINDIIK[iTRAQ_K]2 833-‐840 5,655 419,247 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4662.4665.3Nuclei_fractions
P46940 GVLLEIEDLQVNQFK[iTRAQ_Nterm]GVLLEIEDLQVNQFK[iTRAQ_K]2 1571-‐1585 5,777 678,393 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11542.11545.3Nuclei_fractions
P46940 IIGNLLYYR [iTRAQ_Nterm]IIGNLLYYR1 1185-‐1193 8,064 634,878 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9131.9134.2Nuclei_fractions
P46940 ILAIGLINEALDEGDAQK[iTRAQ_Nterm]ILAIGLINEALDEGDAQK[iTRAQ_K]2 538-‐555 8,418 724,412 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12486.12489.3Nuclei_fractions
P46940 ITLQDVVSHSK[iTRAQ_Nterm]ITLQDVVSHSK[iTRAQ_K]2 924-‐934 8,438 505,631 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7000.7003.3Nuclei_fractions
P46940 ITLQDVVSHSK[iTRAQ_Nterm]ITLQDVVSHSK[iTRAQ_K]2 924-‐934 7,36 505,631 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6979.6982.3Nuclei_fractions
P46940 LAAVALINAAIQK[iTRAQ_Nterm]LAAVALINAAIQK[iTRAQ_K]2 388-‐400 6,965 792,509 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10804.10807.2Nuclei_fractions
P46940 LAAVALINAAIQK[iTRAQ_Nterm]LAAVALINAAIQK[iTRAQ_K]2 388-‐400 6,001 528,676 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10790.10793.3Nuclei_fractions
P46940 LEGVLAEVAQHYQDTLIR[iTRAQ_Nterm]LEGVLAEVAQHYQDTLIR1 567-‐584 7,914 733,736 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12095.12098.3Nuclei_fractions
P46940 LGNFFSPK [iTRAQ_Nterm]LGNFFSPK[iTRAQ_K]2 80-‐87 5,545 599,347 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8270.8273.2Nuclei_fractions

O00571,O15523DLLDLLVEAK[iTRAQ_Nterm]DLLDLLVEAK[iTRAQ_K]2 554-‐563 7,212 708,931 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12389.12392.2Nuclei_fractions
O00571,O15523DLLDLLVEAK[iTRAQ_Nterm]DLLDLLVEAK[iTRAQ_K]2 554-‐563 5,664 472,957 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12387.12390.3Nuclei_fractions
O00571,O15523GLDISNVK [iTRAQ_Nterm]GLDISNVK[iTRAQ_K]2 503-‐510 5,661 567,343 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5163.5166.2Nuclei_fractions
O00571,O15523QYPISLVLAPTR[iTRAQ_Nterm]QYPISLVLAPTR1 264-‐275 8,256 751,447 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8822.8825.2Nuclei_fractions
O00571,O15523SFLLDLLNATGK[iTRAQ_Nterm]SFLLDLLNATGK[iTRAQ_K]2 428-‐439 7,389 790,471 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12266.12269.2Nuclei_fractions
O00571,O15523SFLLDLLNATGK[iTRAQ_Nterm]SFLLDLLNATGK[iTRAQ_K]2 428-‐439 6,301 527,316 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12260.12263.3Nuclei_fractions
O00571,O15523TAAFLLPILSQIYSDGPGEALR[iTRAQ_Nterm]TAAFLLPILSQIYSDGPGEALR1 230-‐251 5,64 826,126 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12964.12967.3Nuclei_fractions
O00571,O15523VGNLGLATSFFNER[iTRAQ_Nterm]VGNLGLATSFFNER1 534-‐547 11,945 834,948 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10328.10331.2Nuclei_fractions
O00571,O15523VGNLGLATSFFNER[iTRAQ_Nterm]VGNLGLATSFFNER1 534-‐547 9,01 556,968 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10335.10338.3Nuclei_fractions
O00571,O15523VRPCVVYGGADIGQQIR[iTRAQ_Nterm]VRPC[Cys_CAM]VVYGGADIGQQIR2 294-‐310 9,98 678,036 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6017.6020.3Nuclei_fractions

P62805 DAVTYTEHAK[iTRAQ_Nterm]DAVTYTEHAK[iTRAQ_K]2 68-‐77 7,848 474,923 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3379.3382.3Nuclei_fractions
P62805 DAVTYTEHAK[iTRAQ_Nterm]DAVTYTEHAK[iTRAQ_K]2 68-‐77 6,057 474,922 2012_02_21_FRF_OT_71_ANF_TMT_N_04.349.352.3Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 7,774 538,659 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4891.4894.3Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 7,388 807,484 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5008.5011.2Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 6,963 538,659 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4981.4984.3Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 6,572 538,658 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4905.4908.3Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 5,907 538,658 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4840.4843.3Nuclei_fractions
P62805 DNIQGITKPAIR[iTRAQ_Nterm]DNIQGITK[iTRAQ_K]PAIR2 24-‐35 4,834 404,246 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5112.5115.4Nuclei_fractions
P62805 GVLKVFLENVIR[iTRAQ_Nterm]GVLK[iTRAQ_K]VFLENVIR2 56-‐67 5,471 559,022 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11694.11697.3Nuclei_fractions
P62805 ISGLIYEETR[iTRAQ_Nterm]ISGLIYEETR1 46-‐55 8,288 662,867 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7720.7723.2Nuclei_fractions
P62805 ISGLIYEETR[iTRAQ_Nterm]ISGLIYEETR1 46-‐55 7,473 442,247 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7636.7639.3Nuclei_fractions
P62805 RISGLIYEETR[iTRAQ_Nterm]RISGLIYEETR1 45-‐55 8,227 740,917 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5931.5934.2Nuclei_fractions
P62805 RISGLIYEETR[iTRAQ_Nterm]RISGLIYEETR1 45-‐55 7,127 494,281 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5919.5922.3Nuclei_fractions
P62805 TLYGFGG [iTRAQ_Nterm]TLYGFGG1 96-‐102 5,177 429,728 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7965.7968.2Nuclei_fractions
P62805 TLYGFGG [iTRAQ_Nterm]TLYGFGG1 96-‐102 5,153 429,729 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8104.8107.2Nuclei_fractions
P62805 TVTAMDVVYALKR[iTRAQ_Nterm]TVTAM[Oxidation_M]DVVYALK[iTRAQ_K]R3 80-‐92 6,355 591,006 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8459.8462.3Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 6,804 567,345 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8662.8665.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 6,787 567,344 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8642.8645.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5,904 567,345 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8730.8733.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5,73 567,344 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8149.8152.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5,725 567,344 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8673.8676.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5,479 567,343 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7588.7591.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5,425 567,345 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8803.8806.2Nuclei_fractions
P62805 VFLENVIR [iTRAQ_Nterm]VFLENVIR1 60-‐67 5 567,345 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7543.7546.2Nuclei_fractions

P20700 ALYETELADAR[iTRAQ_Nterm]ALYETELADAR1 79-‐89 7,936 698,367 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6235.6238.2Nuclei_fractions
P20700 ALYETELADARR[iTRAQ_Nterm]ALYETELADARR1 79-‐90 6,289 517,947 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5732.5735.3Nuclei_fractions
P20700 DAALATALGDKK[iTRAQ_Nterm]DAALATALGDK[iTRAQ_K]K[iTRAQ_K]3 145-‐156 8,281 535,992 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5413.5416.3Nuclei_fractions



P20700 DAALATALGDKK[iTRAQ_Nterm]DAALATALGDK[iTRAQ_K]K[iTRAQ_K]3 145-‐156 8,266 535,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5260.5263.3Nuclei_fractions
P20700 DAALATALGDKK[iTRAQ_Nterm]DAALATALGDK[iTRAQ_K]K[iTRAQ_K]3 145-‐156 7,892 535,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5232.5235.3Nuclei_fractions
P20700 DAALATALGDKK[iTRAQ_Nterm]DAALATALGDK[iTRAQ_K]K[iTRAQ_K]3 145-‐156 7,84 535,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5288.5291.3Nuclei_fractions
P20700 IESLSSQLSNLQK[iTRAQ_Nterm]IESLSSQLSNLQK[iTRAQ_K]2 299-‐311 10,478 867,997 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7941.7944.2Nuclei_fractions
P20700 IESLSSQLSNLQK[iTRAQ_Nterm]IESLSSQLSNLQK[iTRAQ_K]2 299-‐311 7,979 579 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7913.7916.3Nuclei_fractions
P20700 IQELEDLLAK[iTRAQ_Nterm]IQELEDLLAK[iTRAQ_K]2 320-‐329 5,465 730,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10548.10551.2Nuclei_fractions
P20700 IQELEDLLAK[iTRAQ_Nterm]IQELEDLLAK[iTRAQ_K]2 320-‐329 5,449 730,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10575.10578.2Nuclei_fractions
P20700 IQELEDLLAK[iTRAQ_Nterm]IQELEDLLAK[iTRAQ_K]2 320-‐329 5,225 730,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10595.10598.2Nuclei_fractions
P20700 IQELEDLLAK[iTRAQ_Nterm]IQELEDLLAK[iTRAQ_K]2 320-‐329 4,948 487,293 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10568.10571.3Nuclei_fractions
P20700 LAVYIDK [iTRAQ_Nterm]LAVYIDK[iTRAQ_K]2 42-‐48 4,818 555,344 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6543.6546.2Nuclei_fractions
P20700 LAVYIDKVR[iTRAQ_Nterm]LAVYIDK[iTRAQ_K]VR2 42-‐50 5,171 455,623 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7052.7055.3Nuclei_fractions
P20700 LYKEELEQTYHAK[iTRAQ_Nterm]LYK[iTRAQ_K]EELEQTYHAK[iTRAQ_K]3 258-‐270 7,418 695,387 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5456.5459.3Nuclei_fractions

P55072 ETVVEVPQVTWEDIGGLEDVKR[iTRAQ_Nterm]ETVVEVPQVTWEDIGGLEDVK[iTRAQ_K]R2 465-‐486 9,258 929,502 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10106.10109.3Nuclei_fractions
P55072 ETVVEVPQVTWEDIGGLEDVKR[iTRAQ_Nterm]ETVVEVPQVTWEDIGGLEDVK[iTRAQ_K]R2 465-‐486 6,36 697,376 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10105.10108.4Nuclei_fractions
P55072 GILLYGPPGTGK[iTRAQ_Nterm]GILLYGPPGTGK[iTRAQ_K]2 239-‐250 7,813 730,94 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7662.7665.2Nuclei_fractions
P55072 GILLYGPPGTGK[iTRAQ_Nterm]GILLYGPPGTGK[iTRAQ_K]2 239-‐250 5,676 487,629 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7661.7664.3Nuclei_fractions
P55072 KGDIFLVR [iTRAQ_Nterm]K[iTRAQ_K]GDIFLVR2 147-‐154 4,866 412,595 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6142.6145.3Nuclei_fractions
P55072 LDQLIYIPLPDEK[iTRAQ_Nterm]LDQLIYIPLPDEK[iTRAQ_K]2 638-‐650 6,391 923,034 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10961.10964.2Nuclei_fractions
P55072 LGDVISIQPCPDVK[iTRAQ_Nterm]LGDVISIQPC[Cys_CAM]PDVK[iTRAQ_K]3 95-‐108 6,494 915,009 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7643.7646.2Nuclei_fractions
P55072 NAPAIIFIDELDAIAPK[iTRAQ_Nterm]NAPAIIFIDELDAIAPK[iTRAQ_K]2 295-‐311 9,357 1050,104 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13278.13281.2Nuclei_fractions
P55072 NAPAIIFIDELDAIAPK[iTRAQ_Nterm]NAPAIIFIDELDAIAPK[iTRAQ_K]2 295-‐311 6,895 700,405 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13255.13258.3Nuclei_fractions
P55072 QAAPCVLFFDELDSIAK[iTRAQ_Nterm]QAAPC[Cys_CAM]VLFFDELDSIAK[iTRAQ_K]3 567-‐583 11,636 1106,579 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13144.13147.2Nuclei_fractions
P55072 QAAPCVLFFDELDSIAK[iTRAQ_Nterm]QAAPC[Cys_CAM]VLFFDELDSIAK[iTRAQ_K]3 567-‐583 6,983 738,057 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13129.13132.3Nuclei_fractions

P50990 AIADTGANVVVTGGK[iTRAQ_Nterm]AIADTGANVVVTGGK[iTRAQ_K]2 281-‐295 11,077 830,977 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5016.5019.2Nuclei_fractions
P50990 AIADTGANVVVTGGK[iTRAQ_Nterm]AIADTGANVVVTGGK[iTRAQ_K]2 281-‐295 6,963 554,322 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5001.5004.3Nuclei_fractions
P50990 AIADTGANVVVTGGK[iTRAQ_Nterm]AIADTGANVVVTGGK[iTRAQ_K]2 281-‐295 6,238 554,321 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5045.5048.3Nuclei_fractions
P50990 AVDDGVNTFK[iTRAQ_Nterm]AVDDGVNTFK[iTRAQ_K]2 390-‐399 7,516 677,368 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4801.4804.2Nuclei_fractions
P50990 LATNAAVTVLR[iTRAQ_Nterm]LATNAAVTVLR1 509-‐519 11,368 636,891 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6463.6466.2Nuclei_fractions
P50990 LFVTNDAATILR[iTRAQ_Nterm]LFVTNDAATILR1 62-‐73 7,741 739,43 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9187.9190.2Nuclei_fractions
P50990 LFVTNDAATILR[iTRAQ_Nterm]LFVTNDAATILR1 62-‐73 7,735 739,43 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9120.9123.2Nuclei_fractions
P50990 LFVTNDAATILR[iTRAQ_Nterm]LFVTNDAATILR1 62-‐73 7,261 739,428 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9320.9323.2Nuclei_fractions
P50990 LIAQACVSIFPDSGHFNVDNIR[iTRAQ_Nterm]LIAQAC[Cys_CAM]VSIFPDSGHFNVDNIR2 181-‐202 10,072 873,117 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9687.9690.3Nuclei_fractions
P50990 LVPGGGATEIELAK[iTRAQ_Nterm]LVPGGGATEIELAK[iTRAQ_K]2 407-‐420 7,865 821,987 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7330.7333.2Nuclei_fractions

Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6AYLESEVAISEELVQK[iTRAQ_Nterm]AYLESEVAISEELVQK[iTRAQ_K]2 256-‐271 9,728 1048,577 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10000.10003.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GPLPAAPPVAPER[iTRAQ_Nterm]GPLPAAPPVAPER1 92-‐104 9,542 708,411 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5302.5305.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 11,365 841,459 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11575.11578.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 11,11 841,461 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11569.11572.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 10,845 841,454 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10729.10732.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 10,03 841,457 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11094.11097.2Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 7,003 561,306 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11588.11591.3Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6GSSGSVVVDLLYWR[iTRAQ_Nterm]GSSGSVVVDLLYWR1 180-‐193 6,843 561,306 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11588.11591.3Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6HQAQIDHYLGLANK[iTRAQ_Nterm]HQAQIDHYLGLANK[iTRAQ_K]2 339-‐352 6,272 632,682 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5866.5869.3Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6HQAQIDHYLGLANK[iTRAQ_Nterm]HQAQIDHYLGLANK[iTRAQ_K]2 339-‐352 5,244 474,764 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5922.5925.4Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6RGSSGSVVVDLLYWR[iTRAQ_Nterm]RGSSGSVVVDLLYWR1 179-‐193 8,448 613,344 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9606.9609.3Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6RGSSGSVVVDLLYWR[iTRAQ_Nterm]RGSSGS[PHOS]VVVDLLYWR2 179-‐193 7,901 639,999 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11031.11034.3Nuclei_fractions
Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6YSNSALGHVNCTIK[iTRAQ_Nterm]YSNSALGHVNC[Cys_CAM]TIK[iTRAQ_K]3 272-‐285 10,022 617,992 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5007.5010.3Nuclei_fractions

P08865 AIVAIENPADVSVISSR[iTRAQ_Nterm]AIVAIENPADVSVISSR1 63-‐79 9,474 943,03 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7978.7981.2Nuclei_fractions
P08865 AIVAIENPADVSVISSR[iTRAQ_Nterm]AIVAIENPADVSVISSR1 63-‐79 4,745 629,024 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7965.7968.3Nuclei_fractions



P08865 FAAATGATPIAGR[iTRAQ_Nterm]FAAATGATPIAGR1 89-‐101 8,986 449,921 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5029.5032.3Nuclei_fractions
P08865 FTPGTFTNQIQAAFR[iTRAQ_Nterm]FTPGTFTNQIQAAFR1 102-‐116 11,122 921,987 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9546.9549.2Nuclei_fractions
P08865 KSDGIYIINLK[iTRAQ_Nterm]K[iTRAQ_K]SDGIYIINLK[iTRAQ_K]3 41-‐51 5,353 848,523 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7108.7111.2Nuclei_fractions
P08865 KSDGIYIINLK[iTRAQ_Nterm]K[iTRAQ_K]SDGIYIINLK[iTRAQ_K]3 41-‐51 5,078 566,017 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7134.7137.3Nuclei_fractions
P08865 KSDGIYIINLK[iTRAQ_Nterm]K[iTRAQ_K]SDGIYIINLK[iTRAQ_K]3 41-‐51 4,884 566,017 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7078.7081.3Nuclei_fractions
P08865 LLVVTDPR[iTRAQ_Nterm]LLVVTDPR1 120-‐127 7,42 528,832 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6442.6445.2Nuclei_fractions
P08865 LLVVTDPR[iTRAQ_Nterm]LLVVTDPR1 120-‐127 7,15 528,831 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6255.6258.2Nuclei_fractions
P08865 LLVVTDPR[iTRAQ_Nterm]LLVVTDPR1 120-‐127 5,344 528,831 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6439.6442.2Nuclei_fractions
P08865 SDGIYIINLK[iTRAQ_Nterm]SDGIYIINLK[iTRAQ_K]2 42-‐51 5,63 712,426 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8656.8659.2Nuclei_fractions
P08865 YVDIAIPCNNK[iTRAQ_Nterm]YVDIAIPC[Cys_CAM]NNK[iTRAQ_K]3 155-‐165 7,146 797,93 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6829.6832.2Nuclei_fractions

ASVGFGGSCFQK[iTRAQ_Nterm]ASVGFGGSC[Cys_CAM]FQK[iTRAQ_K]3 268-‐279 6,922 511,597 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6059.6062.3Nuclei_fractions
AVQALCAVYEHWVPR[iTRAQ_Nterm]AVQALC[Cys_CAM]AVYEHWVPR2 191-‐205 8,655 648,342 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10108.10111.3Nuclei_fractions
DVLNLVYLCEALNLPEVAR[iTRAQ_Nterm]DVLNLVYLC[Cys_CAM]EALNLPEVAR2 280-‐298 9,567 782,428 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13235.13238.3Nuclei_fractions
INAWNSPTLPIYEPGLK[iTRAQ_Nterm]INAWNSPTLPIYEPGLK[iTRAQ_K]2 42-‐58 6,475 734,411 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9921.9924.3Nuclei_fractions
RIPYAPSGEIPK[iTRAQ_Nterm]RIPYAPSGEIPK[iTRAQ_K]2 470-‐481 6,633 539,323 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5609.5612.3Nuclei_fractions
RIPYAPSGEIPK[iTRAQ_Nterm]RIPYAPSGEIPK[iTRAQ_K]2 470-‐481 5,961 539,319 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5595.5598.3Nuclei_fractions
VLDGLHNELQTIGFQIETIGK[iTRAQ_Nterm]VLDGLHNELQTIGFQIETIGK[iTRAQ_K]2 444-‐464 6,727 871,825 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12334.12337.3Nuclei_fractions
VLIGGDETPEGQR[iTRAQ_Nterm]VLIGGDETPEGQR1 178-‐190 9,563 757,9 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4842.4845.2Nuclei_fractions
VLIGGDETPEGQR[iTRAQ_Nterm]VLIGGDETPEGQR1 178-‐190 6,302 757,9 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4871.4874.2Nuclei_fractions

P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CDKLPQPVQPDPVSHCK[iTRAQ_Nterm]DK[iTRAQ_K]LPQPVQPDPVSHC[Cys_CAM]K[iTRAQ_K]4 657-‐672 10,052 759,751 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4250.4253.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CDKLPQPVQPDPVSHCK[iTRAQ_Nterm]DK[iTRAQ_K]LPQPVQPDPVSHC[Cys_CAM]K[iTRAQ_K]4 657-‐672 9,486 759,75 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4264.4267.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CDKLPQPVQPDPVSHCK[iTRAQ_Nterm]DK[iTRAQ_K]LPQPVQPDPVSHC[Cys_CAM]K[iTRAQ_K]4 657-‐672 7,141 570,065 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4193.4196.4Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CDKLPQPVQPDPVSHCK[iTRAQ_Nterm]DK[iTRAQ_K]LPQPVQPDPVSHC[Cys_CAM]K[iTRAQ_K]4 657-‐672 6,993 570,065 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4298.4301.4Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CIGFGSFVEK[iTRAQ_Nterm]IGFGSFVEK[iTRAQ_K]2 162-‐170 5,413 636,366 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8388.8391.2Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLKPEDITQIQPQQLVLR[iTRAQ_Nterm]LK[iTRAQ_K]PEDITQIQPQQLVLR2 86-‐102 7,196 769,791 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8809.8812.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLKPEDITQIQPQQLVLR[iTRAQ_Nterm]LK[iTRAQ_K]PEDITQIQPQQLVLR2 86-‐102 7,142 769,792 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8759.8762.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLLVFSTDAGFHFAGDGK[iTRAQ_Nterm]LLVFSTDAGFHFAGDGK[iTRAQ_K]2 253-‐269 8,568 690,703 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9840.9843.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLLVFSTDAGFHFAGDGK[iTRAQ_Nterm]LLVFSTDAGFHFAGDGK[iTRAQ_K]2 253-‐269 4,912 518,273 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9855.9858.4Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLSEGVTISYK[iTRAQ_Nterm]LSEGVTISYK[iTRAQ_K]2 369-‐378 8,667 692,901 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6156.6159.2Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLSEGVTISYK[iTRAQ_Nterm]LSEGVTISYK[iTRAQ_K]2 369-‐378 8,114 692,9 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6003.6006.2Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLSEGVTISYK[iTRAQ_Nterm]LSEGVTISYK[iTRAQ_K]2 369-‐378 7,793 692,9 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5990.5993.2Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CLSENNIQTIFAVTEEFQPVYK[iTRAQ_Nterm]LSENNIQTIFAVTEEFQPVYK[iTRAQ_K]2 306-‐326 6,736 920,16 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12550.12553.3Nuclei_fractions
P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1CNVLSLTNKGEVFNELVGK[iTRAQ_Nterm]NVLSLTNK[iTRAQ_K]GEVFNELVGK[iTRAQ_K]3 201-‐218 7,776 798,464 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9629.9632.3Nuclei_fractions

Q5VTE0,Q05639EHALLAYTLGVK[iTRAQ_Nterm]EHALLAYTLGVK[iTRAQ_K]2 135-‐146 6,207 534,987 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7806.7809.3Nuclei_fractions
Q5VTE0,Q05639IGGIGTVPVGR[iTRAQ_Nterm]IGGIGTVPVGR1 256-‐266 6,989 585,36 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5757.5760.2Nuclei_fractions
Q5VTE0,Q05639LPLQDVYK[iTRAQ_Nterm]LPLQDVYK[iTRAQ_K]2 248-‐255 5,534 632,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7243.7246.2Nuclei_fractions
Q5VTE0,Q05639LPLQDVYK[iTRAQ_Nterm]LPLQDVYK[iTRAQ_K]2 248-‐255 5,502 632,384 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7248.7251.2Nuclei_fractions
Q5VTE0,Q05639LPLQDVYK[iTRAQ_Nterm]LPLQDVYK[iTRAQ_K]2 248-‐255 5,308 632,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7202.7205.2Nuclei_fractions
Q5VTE0,Q05639LPLQDVYK[iTRAQ_Nterm]LPLQDVYK[iTRAQ_K]2 248-‐255 5,082 632,382 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7073.7076.2Nuclei_fractions
Q5VTE0,Q05639NMITGTSQADCAVLIVAAGVGEFEAGISK[iTRAQ_Nterm]NMITGTSQADC[Cys_CAM]AVLIVAAGVGEFEAGISK[iTRAQ_K]3 101-‐129 5,374 800,168 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13438.13441.4Nuclei_fractions
Q5VTE0,Q05639QTVAVGVIK[iTRAQ_Nterm]QTVAVGVIK[iTRAQ_K]2 431-‐439 6,512 601,89 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5035.5038.2Nuclei_fractions
Q5VTE0,Q05639QTVAVGVIK[iTRAQ_Nterm]QTVAVGVIK[iTRAQ_K]2 431-‐439 4,912 401,597 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5049.5052.3Nuclei_fractions
Q5VTE0,Q05639THINIVVIGHVDSGK[iTRAQ_Nterm]THINIVVIGHVDSGK[iTRAQ_K]2 6-‐20 8,079 626,365 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5895.5898.3Nuclei_fractions
Q5VTE0,Q05639THINIVVIGHVDSGK[iTRAQ_Nterm]THINIVVIGHVDSGK[iTRAQ_K]2 6-‐20 6,523 470,026 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5909.5912.4Nuclei_fractions
Q5VTE0,Q05639THINIVVIGHVDSGK[iTRAQ_Nterm]THINIVVIGHVDSGK[iTRAQ_K]2 6-‐20 6,422 470,027 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5852.5855.4Nuclei_fractions
Q5VTE0,Q05639THINIVVIGHVDSGK[iTRAQ_Nterm]THINIVVIGHVDSGK[iTRAQ_K]2 6-‐20 5,758 470,027 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5839.5842.4Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGM[Oxidation_M]VVTFAPVNVTTEVK[iTRAQ_K]4 267-‐290 8,683 988,571 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8509.8512.3Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGMVVTFAPVNVTTEVK[iTRAQ_K]3 267-‐290 8,068 983,239 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9424.9427.3Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGM[Oxidation_M]VVTFAPVNVTTEVK[iTRAQ_K]4 267-‐290 8,057 988,57 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8607.8610.3Nuclei_fractions



Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGMVVTFAPVNVTTEVK[iTRAQ_K]3 267-‐290 7,413 983,237 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9405.9408.3Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGM[Oxidation_M]VVTFAPVNVTTEVK[iTRAQ_K]4 267-‐290 7,25 988,572 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8536.8539.3Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGMVVTFAPVNVTTEVK[iTRAQ_K]3 267-‐290 4,984 737,678 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9397.9400.4Nuclei_fractions
Q5VTE0,Q05639VETGVLKPGMVVTFAPVNVTTEVK[iTRAQ_Nterm]VETGVLK[iTRAQ_K]PGM[Oxidation_M]VVTFAPVNVTTEVK[iTRAQ_K]4 267-‐290 4,792 741,679 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8501.8504.4Nuclei_fractions
Q5VTE0,Q05639YYVTIIDAPGHR[iTRAQ_Nterm]YYVTIIDAPGHR1 85-‐96 6,87 774,92 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6721.6724.2Nuclei_fractions
Q5VTE0,Q05639YYVTIIDAPGHR[iTRAQ_Nterm]YYVTIIDAPGHR1 85-‐96 6,709 516,949 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6519.6522.3Nuclei_fractions
Q5VTE0,Q05639YYVTIIDAPGHR[iTRAQ_Nterm]YYVTIIDAPGHR1 85-‐96 6,437 516,949 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6708.6711.3Nuclei_fractions

P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]2 97-‐109 10,113 858,96 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7754.7757.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]2 97-‐109 9,525 572,974 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7760.7763.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]2 97-‐109 7,811 572,974 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7780.7783.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]2 97-‐109 7,183 572,975 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7796.7799.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]2 97-‐109 6,5 572,974 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7755.7758.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGKK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]K[iTRAQ_K]3 97-‐110 9,86 663,707 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7025.7028.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTFDTTFSPNTGKK[iTRAQ_Nterm]LTFDTTFSPNTGK[iTRAQ_K]K[iTRAQ_K]3 97-‐110 8,678 663,707 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6997.7000.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTLSALVDGK[iTRAQ_Nterm]LTLSALVDGK[iTRAQ_K]2 257-‐266 8,277 652,907 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9096.9099.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTLSALVDGK[iTRAQ_Nterm]LTLSALVDGK[iTRAQ_K]2 257-‐266 7,721 652,907 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9228.9231.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1LTLSALVDGK[iTRAQ_Nterm]LTLSALVDGK[iTRAQ_K]2 257-‐266 4,943 435,607 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9041.9044.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1NNFAVGYR[iTRAQ_Nterm]NNFAVGYR1 167-‐174 7,511 542,788 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4685.4688.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1NNFAVGYR[iTRAQ_Nterm]NNFAVGYR1 167-‐174 7,471 542,787 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4706.4709.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1SCSGVEFSTSGSSNTDTGK[iTRAQ_Nterm]SC[Cys_CAM]SGVEFSTSGSSNTDTGK[iTRAQ_K]3 35-‐53 8,485 732,67 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4099.4102.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1YQLDPTASISAK[iTRAQ_Nterm]YQLDPTASISAK[iTRAQ_K]2 225-‐236 9,143 791,442 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6235.6238.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1YQLDPTASISAK[iTRAQ_Nterm]YQLDPTASISAK[iTRAQ_K]2 225-‐236 8,6 791,444 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6086.6089.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1YQLDPTASISAK[iTRAQ_Nterm]YQLDPTASISAK[iTRAQ_K]2 225-‐236 8,298 791,445 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6144.6147.2Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1YQLDPTASISAK[iTRAQ_Nterm]YQLDPTASISAK[iTRAQ_K]2 225-‐236 6,168 527,964 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6079.6082.3Nuclei_fractions
P45880_CHAIN_0,P45880,P45880_ISOFORM_1YQLDPTASISAK[iTRAQ_Nterm]YQLDPTASISAK[iTRAQ_K]2 225-‐236 5,826 527,963 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6236.6239.3Nuclei_fractions

P51991 EDSVKPGAHLTVK[iTRAQ_Nterm]EDSVK[iTRAQ_K]PGAHLTVK[iTRAQ_K]3 92-‐104 6,676 605,024 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3731.3734.3Nuclei_fractions
P51991 IETIEVMEDR[iTRAQ_Nterm]IETIEVMEDR1 130-‐139 6,882 689,871 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6921.6924.2Nuclei_fractions
P51991 IFVGGIKEDTEEYNLR[iTRAQ_Nterm]IFVGGIK[iTRAQ_K]EDTEEYNLR2 106-‐121 5,582 724,391 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7771.7774.3Nuclei_fractions
P51991 KIFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]IFVGGIK[iTRAQ_K]3 105-‐112 5,105 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5283.5286.2Nuclei_fractions
P51991 KIFVGGIK [iTRAQ_Nterm]K[iTRAQ_K]IFVGGIK[iTRAQ_K]3 105-‐112 4,865 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5543.5546.2Nuclei_fractions
P51991 KLFIGGLSFETTDDSLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTDDSLR2 14-‐30 9,068 729,737 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9668.9671.3Nuclei_fractions
P51991 KLFIGGLSFETTDDSLR[iTRAQ_Nterm]K[iTRAQ_K]LFIGGLSFETTDDSLR[METH_core]3 14-‐30 7,769 1101,109 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9633.9636.2Nuclei_fractions
P51991 LFIGGLSFETTDDSLREHFEK[iTRAQ_Nterm]LFIGGLSFETTDDSLREHFEK[iTRAQ_K]2 15-‐35 6,485 683,109 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10254.10257.4Nuclei_fractions
P51991 LFIGGLSFETTDDSLREHFEK[iTRAQ_Nterm]LFIGGLSFETTDDSLREHFEK[iTRAQ_K]2 15-‐35 5,019 683,109 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10284.10287.4Nuclei_fractions
P51991 SSGSPYGGGYGSGGGSGGYGSR[iTRAQ_Nterm]SSGSPYGGGYGSGGGSGGYGSR1 333-‐354 13,261 1027,951 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3988.3991.2Nuclei_fractions
P51991 SSGSPYGGGYGSGGGSGGYGSR[iTRAQ_Nterm]SSGSPYGGGYGSGGGSGGYGSR1 333-‐354 8,746 685,637 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3954.3957.3Nuclei_fractions

AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]M[Oxidation_M]LSNTTAIAEAWAR3 374-‐390 9,063 1013,003 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9222.9225.2Nuclei_fractions
AVCMLSNTTAIAEAWAR[iTRAQ_Nterm]AVC[Cys_CAM]MLSNTTAIAEAWAR2 374-‐390 7,356 670,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10868.10871.3Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,344 816,497 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10821.10823.2Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 230-‐243 9,04 544,666 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10826.10827.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,968 621,667 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5730.5733.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 6,265 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5658.5661.3Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 5,619 931,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5653.5656.2Nuclei_fractions
NLDIERPTYTNLNR[iTRAQ_Nterm]NLDIERPTYTNLNR1 216-‐229 4,967 621,667 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5637.5640.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 6,192 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
QLFHPEQLITGK[iTRAQ_Nterm]QLFHPEQLITGK[iTRAQ_K]2 85-‐96 5,67 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 9,346 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10167.10170.2Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 8,783 943,991 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10224.10227.2Nuclei_fractions



TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 7,041 629,665 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10147.10150.3Nuclei_fractions
TIQFVDWCPTGFK[iTRAQ_Nterm]TIQFVDWC[Cys_CAM]PTGFK[iTRAQ_K]3 340-‐352 6,565 629,661 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9919.9922.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 8,943 1057,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7508.7511.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,319 1057,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7668.7671.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 7,156 1057,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7585.7588.2Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,887 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7570.7573.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,34 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7626.7629.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 6,148 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7517.7520.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,834 705,07 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7667.7670.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,274 705,069 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7487.7490.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 5,262 705,071 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7702.7705.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,88 705,069 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7551.7554.3Nuclei_fractions
VGINYQPPTVVPGGDLAK[iTRAQ_Nterm]VGINYQPPTVVPGGDLAK[iTRAQ_K]2 353-‐370 4,766 529,053 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7563.7566.4Nuclei_fractions

Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 8,858 796,967 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10278.10281.2Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 8,066 796,967 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10196.10199.2Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 8,059 531,646 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10244.10247.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 6,886 531,646 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10195.10198.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 6,798 531,647 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10300.10303.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 6,678 531,647 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10257.10260.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AFENLLGQALTK[iTRAQ_Nterm]AFENLLGQALTK[iTRAQ_K]2 195-‐206 5,963 531,648 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10267.10270.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1ALEDSSFLKR[iTRAQ_Nterm]ALEDSSFLK[iTRAQ_K]R2 207-‐216 6,575 485,28 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5644.5647.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1ALEDSSFLKR[iTRAQ_Nterm]ALEDSSFLK[iTRAQ_K]R2 207-‐216 5,563 485,28 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5632.5635.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1AQETGHLVMDVR[iTRAQ_Nterm]AQETGHLVMDVR1 777-‐788 5,921 500,598 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4892.4895.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1ISINQTPGK [iTRAQ_Nterm]ISINQTPGK[iTRAQ_K]2 709-‐717 6,75 623,375 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4505.4508.2Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1KAQSNPYYNGPHLNLK[iTRAQ_Nterm]K[iTRAQ_K]AQSNPYYNGPHLNLK[iTRAQ_K]3 179-‐194 5,018 569,821 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5347.5350.4Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1KSYTSDLQK[iTRAQ_Nterm]K[iTRAQ_K]SYTSDLQK[iTRAQ_K]3 416-‐424 6,713 501,292 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3634.3637.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1KSYTSDLQK[iTRAQ_Nterm]K[iTRAQ_K]SYTSDLQK[iTRAQ_K]3 416-‐424 5,455 501,293 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3620.3623.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 6,917 1002,095 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11401.11404.2Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 6,187 668,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11392.11395.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 5,789 668,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11413.11416.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 5,601 668,399 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11359.11362.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 5,056 668,399 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10925.10928.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1LSTPIAGLDNINVFLK[iTRAQ_Nterm]LSTPIAGLDNINVFLK[iTRAQ_K]2 115-‐130 4,798 668,4 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11406.11409.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1SLDFGFTIK[iTRAQ_Nterm]SLDFGFTIK[iTRAQ_K]2 718-‐726 5,652 658,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9405.9408.2Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1SLDFGFTIK[iTRAQ_Nterm]SLDFGFTIK[iTRAQ_K]2 718-‐726 5,039 439,255 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9412.9415.3Nuclei_fractions
Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1SLDFGFTIK[iTRAQ_Nterm]SLDFGFTIK[iTRAQ_K]2 718-‐726 5,007 658,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9310.9313.2Nuclei_fractions

P13489 DLCGIVASK[iTRAQ_Nterm]DLC[Cys_CAM]GIVASK[iTRAQ_K]3 217-‐225 5,847 625,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5724.5727.2Nuclei_fractions
P13489 ELCQGLGQPGSVLR[iTRAQ_Nterm]ELC[Cys_CAM]QGLGQPGSVLR2 359-‐372 8,58 829,445 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6701.6704.2Nuclei_fractions
P13489 ELCQGLGQPGSVLR[iTRAQ_Nterm]ELC[Cys_CAM]QGLGQPGSVLR2 359-‐372 8,137 829,445 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6564.6567.2Nuclei_fractions
P13489 LGDVGMAELCPGLLHPSSR[iTRAQ_Nterm]LGDVGM[Oxidation_M]AELC[Cys_CAM]PGLLHPSSR3 238-‐256 8,814 723,707 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7538.7541.3Nuclei_fractions
P13489 LQLEYCSLSAASCEPLASVLR[iTRAQ_Nterm]LQLEYC[Cys_CAM]SLSAASC[Cys_CAM]EPLASVLR3 146-‐166 8,282 837,763 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11059.11062.3Nuclei_fractions
P13489 LSLQNCCLTGAGCGVLSSTLR[iTRAQ_Nterm]LSLQNC[Cys_CAM]C[Cys_CAM]LTGAGC[Cys_CAM]GVLSSTLR4 89-‐109 8,268 804,405 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8521.8524.3Nuclei_fractions
P13489 SNELGDVGVHCVLQGLQTPSCK[iTRAQ_Nterm]SNELGDVGVHC[Cys_CAM]VLQGLQTPSC[Cys_CAM]K[iTRAQ_K]4 64-‐85 4,961 672,346 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8113.8116.4Nuclei_fractions
P13489 VNPALAELNLR[iTRAQ_Nterm]VNPALAELNLR1 53-‐63 7,261 677,407 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8159.8162.2Nuclei_fractions

P15880 AFVAIGDYNGHVGLGVK[iTRAQ_Nterm]AFVAIGDYNGHVGLGVK[iTRAQ_K]2 125-‐141 7,565 669,042 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8017.8020.3Nuclei_fractions
P15880 ATFDAISK [iTRAQ_Nterm]ATFDAISK[iTRAQ_K]2 238-‐245 5,057 570,828 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4946.4949.2Nuclei_fractions
P15880 ATFDAISK [iTRAQ_Nterm]ATFDAISK[iTRAQ_K]2 238-‐245 4,959 570,829 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5113.5116.2Nuclei_fractions
P15880 ATFDAISK [iTRAQ_Nterm]ATFDAISK[iTRAQ_K]2 238-‐245 4,831 570,829 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5159.5162.2Nuclei_fractions
P15880 ESEIIDFFLGASLKDEVLK[iTRAQ_Nterm]ESEIIDFFLGASLK[iTRAQ_K]DEVLK[iTRAQ_K]3 89-‐107 7,332 862,49 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13081.13084.3Nuclei_fractions



P15880 ESEIIDFFLGASLKDEVLK[iTRAQ_Nterm]ESEIIDFFLGASLK[iTRAQ_K]DEVLK[iTRAQ_K]3 89-‐107 4,817 647,116 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13110.13113.4Nuclei_fractions
P15880 GCTATLGNFAK[iTRAQ_Nterm]GC[Cys_CAM]TATLGNFAK[iTRAQ_K]3 227-‐237 7,409 714,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5681.5684.2Nuclei_fractions
P15880 GCTATLGNFAK[iTRAQ_Nterm]GC[Cys_CAM]TATLGNFAK[iTRAQ_K]3 227-‐237 5,562 476,59 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5679.5682.3Nuclei_fractions
P15880 GTGIVSAPVPK[iTRAQ_Nterm]GTGIVSAPVPK[iTRAQ_K]2 200-‐210 6,852 657,406 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4847.4850.2Nuclei_fractions
P15880 GTGIVSAPVPK[iTRAQ_Nterm]GTGIVSAPVPK[iTRAQ_K]2 200-‐210 4,725 438,606 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4839.4842.3Nuclei_fractions
P15880 SPYQEFTDHLVK[iTRAQ_Nterm]SPYQEFTDHLVK[iTRAQ_K]2 263-‐274 8,513 584,646 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7782.7785.3Nuclei_fractions
P15880 SPYQEFTDHLVK[iTRAQ_Nterm]SPYQEFTDHLVK[iTRAQ_K]2 263-‐274 7,485 584,646 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7740.7743.3Nuclei_fractions
P15880 TYSYLTPDLWK[iTRAQ_Nterm]TYSYLTPDLWK[iTRAQ_K]2 246-‐256 9,162 837,953 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9726.9729.2Nuclei_fractions
P15880 TYSYLTPDLWK[iTRAQ_Nterm]TYSYLTPDLWK[iTRAQ_K]2 246-‐256 8,586 837,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9602.9605.2Nuclei_fractions
P15880 TYSYLTPDLWK[iTRAQ_Nterm]TYSYLTPDLWK[iTRAQ_K]2 246-‐256 6,391 558,971 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9608.9611.3Nuclei_fractions

O00159_ISOFORM_3,O00159GVSFYEVPPHLFAVADTVYR[iTRAQ_Nterm]GVSFYEVPPHLFAVADTVYR1 71-‐90 7,158 804,427 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10485.10488.3Nuclei_fractions
O00159_ISOFORM_3,O00159HLGYKPEEYK[iTRAQ_Nterm]HLGYK[iTRAQ_K]PEEYK[iTRAQ_K]3 665-‐674 5,595 424,743 2012_02_21_FRF_OT_75_ANF_TMT_N_07.3834.3837.4Nuclei_fractions
O00159_ISOFORM_3,O00159KYEAFLQR [iTRAQ_Nterm]K[iTRAQ_K]YEAFLQR2 632-‐639 7,519 448,263 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5687.5690.3Nuclei_fractions
O00159_ISOFORM_3,O00159LLSVEGSTLR[iTRAQ_Nterm]LLSVEGSTLR1 306-‐315 7,459 609,864 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6967.6970.2Nuclei_fractions
O00159_ISOFORM_3,O00159LLSVEGSTLR[iTRAQ_Nterm]LLSVEGSTLR1 306-‐315 5,041 609,85 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10513.10516.2Nuclei_fractions
O00159_ISOFORM_3,O00159MSLLQLVEILQSK[iTRAQ_Nterm]M[Oxidation_M]SLLQLVEILQSK[iTRAQ_K]3 571-‐583 5,064 602,696 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12087.12090.3Nuclei_fractions
O00159_ISOFORM_3,O00159TFTWLVGK[iTRAQ_Nterm]TFTWLVGK[iTRAQ_K]2 354-‐361 5,102 620,373 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9685.9688.2Nuclei_fractions
O00159_ISOFORM_3,O00159TSFLLNLR [iTRAQ_Nterm]TSFLLNLR1 779-‐786 7,299 554,336 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8613.8616.2Nuclei_fractions
O00159_ISOFORM_3,O00159YLGLLENLR[iTRAQ_Nterm]YLGLLENLR1 613-‐621 6,542 617,869 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10720.10723.2Nuclei_fractions
O00159_ISOFORM_3,O00159YLGLLENLR[iTRAQ_Nterm]YLGLLENLR1 613-‐621 5,868 617,869 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10673.10676.2Nuclei_fractions

Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906AYAALAALEK[iTRAQ_Nterm]AYAALAALEK[iTRAQ_K]2 578-‐587 5,945 654,893 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8124.8127.2Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906EDITQSAQHALR[iTRAQ_Nterm]EDITQSAQHALR1 312-‐323 9,457 756,901 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4522.4525.2Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906EDITQSAQHALR[iTRAQ_Nterm]EDITQSAQHALR1 312-‐323 7,478 504,936 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4492.4495.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906EKPTTALLDK[iTRAQ_Nterm]EK[iTRAQ_K]PTTALLDK[iTRAQ_K]3 118-‐127 5,014 516,651 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4750.4753.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906EKPTTALLDK[iTRAQ_Nterm]EK[iTRAQ_K]PTTALLDK[iTRAQ_K]3 118-‐127 4,923 516,651 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4631.4634.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906EPPLSLTIHLTSPVVR[iTRAQ_Nterm]EPPLSLTIHLTSPVVR1 162-‐177 6,601 635,045 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8835.8838.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906LAAFGQLHK[iTRAQ_Nterm]LAAFGQLHK[iTRAQ_K]2 324-‐332 4,91 424,928 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6254.6257.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906LFPDTPLALDANK[iTRAQ_Nterm]LFPDTPLALDANK[iTRAQ_K]2 588-‐600 8,421 851,986 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9029.9032.2Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906LFPDTPLALDANKK[iTRAQ_Nterm]LFPDTPLALDANK[iTRAQ_K]K[iTRAQ_K]3 588-‐601 5,614 659,059 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8033.8036.3Nuclei_fractions
Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906VPTWGPLR[iTRAQ_Nterm]VPTWGPLR1 240-‐247 5,575 535,317 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7513.7516.2Nuclei_fractions

P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789ATDCVGHDVVTLLR[iTRAQ_Nterm]ATDC[Cys_CAM]VGHDVVTLLR2 613-‐626 6,658 567,306 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7700.7703.3Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789DFNPTATVK[iTRAQ_Nterm]DFNPTATVK[iTRAQ_K]2 42-‐50 7,028 640,863 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4687.4690.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789GAALITAVGVR[iTRAQ_Nterm]GAALITAVGVR1 888-‐898 7,809 586,369 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6674.6677.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789GAAMVTAVAYR[iTRAQ_Nterm]GAAM[Oxidation_M]VTAVAYR2 440-‐450 9,02 635,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4210.4213.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789ITPELLTR [iTRAQ_Nterm]ITPELLTR1 312-‐319 5,449 543,837 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7030.7033.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789ITPELLTR [iTRAQ_Nterm]ITPELLTR1 312-‐319 5,17 543,836 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6914.6917.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789NILIDFTK [iTRAQ_Nterm]NILIDFTK[iTRAQ_K]2 744-‐751 6,279 626,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9070.9073.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789SANLVAATLGAILNR[iTRAQ_Nterm]SANLVAATLGAILNR1 370-‐384 9,204 814,485 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10685.10687.2Nuclei_fractions
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789SANLVAATLGAILNR[iTRAQ_Nterm]SANLVAATLGAILNR1 370-‐384 8,084 543,325 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10686.10688.3Nuclei_fractions

AIFLADGNVFTTGFSR[iTRAQ_Nterm]AIFLADGNVFTTGFSR1 224-‐239 10,827 930,493 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10834.10837.2Nuclei_fractions
NADPILISLK[iTRAQ_Nterm]NADPILISLK[iTRAQ_K]2 382-‐391 5,392 686,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8278.8281.2Nuclei_fractions
NILDSKPTANK[iTRAQ_Nterm]NILDSK[iTRAQ_K]PTANK[iTRAQ_K]3 408-‐418 6,217 544,994 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4286.4289.3Nuclei_fractions
QLALWNPK[iTRAQ_Nterm]QLALWNPK[iTRAQ_K]2 244-‐251 6,791 629,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7800.7803.2Nuclei_fractions
QLALWNPK[iTRAQ_Nterm]QLALWNPK[iTRAQ_K]2 244-‐251 6,065 629,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7738.7741.2Nuclei_fractions
QLALWNPK[iTRAQ_Nterm]QLALWNPK[iTRAQ_K]2 244-‐251 5,725 629,38 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7758.7761.2Nuclei_fractions
QLALWNPK[iTRAQ_Nterm]QLALWNPK[iTRAQ_K]2 244-‐251 5,338 419,924 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7739.7742.3Nuclei_fractions
SIKDTICNQDER[iTRAQ_Nterm]SIK[iTRAQ_K]DTIC[Cys_CAM]NQDER3 450-‐461 6,249 589,639 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4409.4412.3Nuclei_fractions
SIKDTICNQDER[iTRAQ_Nterm]SIK[iTRAQ_K]DTIC[Cys_CAM]NQDER3 450-‐461 5,577 589,642 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4395.4398.3Nuclei_fractions



VGIVAWHPTAR[iTRAQ_Nterm]VGIVAWHPTAR1 133-‐143 5,977 450,931 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6022.6025.3Nuclei_fractions
VTWDSSFCAVNPR[iTRAQ_Nterm]VTWDSSFC[Cys_CAM]AVNPR2 32-‐44 9,582 841,906 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7838.7841.2Nuclei_fractions
VTWDSSFCAVNPR[iTRAQ_Nterm]VTWDSSFC[Cys_CAM]AVNPR2 32-‐44 5,412 561,608 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7857.7860.3Nuclei_fractions

APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 392-‐403 7,964 685,912 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7808.7811.2Nuclei_fractions
APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 392-‐403 7,162 685,911 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7648.7651.2Nuclei_fractions
APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 392-‐403 6,767 685,913 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7728.7731.2Nuclei_fractions
DGWPAMGIHGDK[iTRAQ_Nterm]DGWPAM[Oxidation_M]GIHGDK[iTRAQ_K]3 364-‐375 6,359 529,934 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4584.4587.3Nuclei_fractions
DWVLNEFK[iTRAQ_Nterm]DWVLNEFK[iTRAQ_K]2 381-‐388 4,75 669,869 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8908.8911.2Nuclei_fractions
GVEICIATPGR[iTRAQ_Nterm]GVEIC[Cys_CAM]IATPGR2 217-‐227 6,765 658,861 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6346.6349.2Nuclei_fractions
GVEICIATPGR[iTRAQ_Nterm]GVEIC[Cys_CAM]IATPGR2 217-‐227 4,859 658,853 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5761.5764.2Nuclei_fractions
LIDFLECGK[iTRAQ_Nterm]LIDFLEC[Cys_CAM]GK[iTRAQ_K]3 228-‐236 5,112 691,887 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10304.10307.2Nuclei_fractions
LLQLVEDR [iTRAQ_Nterm]LLQLVEDR1 471-‐478 5,849 565,341 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8890.8893.2Nuclei_fractions
NFYQEHPDLAR[iTRAQ_Nterm]NFYQEHPDLAR1 57-‐67 6,479 511,925 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4898.4901.3Nuclei_fractions
QVSDLISVLR[iTRAQ_Nterm]QVSDLISVLR1 452-‐461 7,533 637,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9488.9491.2Nuclei_fractions
QVSDLISVLR[iTRAQ_Nterm]QVSDLISVLR1 452-‐461 6,818 637,384 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9469.9472.2Nuclei_fractions
QVSDLISVLR[iTRAQ_Nterm]QVSDLISVLR1 452-‐461 6,815 637,384 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9594.9597.2Nuclei_fractions

P48643 AVTIFIR [iTRAQ_Nterm]AVTIFIR1 381-‐387 6,885 482,309 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7375.7378.2Nuclei_fractions
P48643 DVDFELIKVEGK[iTRAQ_Nterm]DVDFELIK[iTRAQ_K]VEGK[iTRAQ_K]3 202-‐213 6,246 608,688 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7370.7373.3Nuclei_fractions
P48643 EMNPALGIDCLHK[iTRAQ_Nterm]EM[Oxidation_M]NPALGIDC[Cys_CAM]LHK[iTRAQ_K]4 483-‐495 7,365 601,314 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5782.5785.3Nuclei_fractions
P48643 IAILTCPFEPPKPK[iTRAQ_Nterm]IAILTC[Cys_CAM]PFEPPK[iTRAQ_K]PK[iTRAQ_K]4 247-‐260 6,649 681,742 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8697.8700.3Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 9,285 978,558 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11939.11942.2Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 9,254 978,557 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11982.11985.2Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 8,363 652,707 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12022.12025.3Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 7,787 652,707 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11961.11964.3Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 7,42 652,708 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11910.11913.3Nuclei_fractions
P48643 LGFAGLVQEISFGTTK[iTRAQ_Nterm]LGFAGLVQEISFGTTK[iTRAQ_K]2 352-‐367 7,394 652,708 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11958.11961.3Nuclei_fractions
P48643 QQHVIETLIGK[iTRAQ_Nterm]QQHVIETLIGK[iTRAQ_K]2 502-‐512 5,876 518,648 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6888.6891.3Nuclei_fractions
P48643 QQHVIETLIGK[iTRAQ_Nterm]QQHVIETLIGK[iTRAQ_K]2 502-‐512 4,851 518,648 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6918.6921.3Nuclei_fractions
P48643 SLHDALCVIR[iTRAQ_Nterm]SLHDALC[Cys_CAM]VIR2 400-‐409 7,409 443,248 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6650.6653.3Nuclei_fractions
P48643 SLHDALCVIR[iTRAQ_Nterm]SLHDALC[Cys_CAM]VIR2 400-‐409 7,083 443,247 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6433.6436.3Nuclei_fractions

Q01518,Q01518_ISOFORM_2AGAAPYVQAFDSLLAGPVAEYLK[iTRAQ_Nterm]AGAAPYVQAFDSLLAGPVAEYLK[iTRAQ_K]2 37-‐59 6,522 880,481 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12895.12898.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2ALLVTASQCQQPAENK[iTRAQ_Nterm]ALLVTASQC[Cys_CAM]QQPAENK[iTRAQ_K]3 84-‐99 11,519 682,702 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5079.5082.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2ALLVTASQCQQPAENK[iTRAQ_Nterm]ALLVTASQC[Cys_CAM]QQPAENK[iTRAQ_K]3 84-‐99 10,665 682,702 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4967.4970.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2ALLVTASQCQQPAENK[iTRAQ_Nterm]ALLVTASQC[Cys_CAM]QQPAENK[iTRAQ_K]3 84-‐99 10,194 682,702 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5127.5130.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2ALLVTASQCQQPAENK[iTRAQ_Nterm]ALLVTASQC[Cys_CAM]QQPAENK[iTRAQ_K]3 84-‐99 10,187 682,703 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5105.5108.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2INSITVDNCK[iTRAQ_Nterm]INSITVDNC[Cys_CAM]K[iTRAQ_K]3 366-‐375 6,994 484,598 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4667.4670.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2KEPAVLELEGK[iTRAQ_Nterm]K[iTRAQ_K]EPAVLELEGK[iTRAQ_K]3 316-‐326 5,875 549,001 2012_02_21_FRF_OT_70_ANF_TMT_N_03.5969.5972.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2KEPAVLELEGK[iTRAQ_Nterm]K[iTRAQ_K]EPAVLELEGK[iTRAQ_K]3 316-‐326 4,726 549,001 2012_02_21_FRF_OT_70_ANF_TMT_N_03.5983.5986.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2LGLVFDDVVGIVEIINSK[iTRAQ_Nterm]LGLVFDDVVGIVEIINSK[iTRAQ_K]2 377-‐394 6,673 740,103 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13843.13846.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2LSDLLAPISEQIK[iTRAQ_Nterm]LSDLLAPISEQIK[iTRAQ_K]2 100-‐112 5,936 572,344 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10701.10704.3Nuclei_fractions
Q01518,Q01518_ISOFORM_2VPTISINK [iTRAQ_Nterm]VPTISINK[iTRAQ_K]2 404-‐411 6,134 580,368 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6246.6249.2Nuclei_fractions
Q01518,Q01518_ISOFORM_2VPTISINK [iTRAQ_Nterm]VPTISINK[iTRAQ_K]2 404-‐411 5,837 580,369 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6205.6208.2Nuclei_fractions

KVPVSVNLLSK[iTRAQ_Nterm]K[iTRAQ_K]VPVSVNLLSK[iTRAQ_K]3 178-‐188 7,335 539,354 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6071.6074.3Nuclei_fractions
KVPVSVNLLSK[iTRAQ_Nterm]K[iTRAQ_K]VPVSVNLLSK[iTRAQ_K]3 178-‐188 5,808 539,355 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6050.6053.3Nuclei_fractions
LLPSLIGR [iTRAQ_Nterm]LLPSLIGR1 164-‐171 6,448 506,837 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8376.8379.2Nuclei_fractions
LLSSFDFFLTDAR[iTRAQ_Nterm]LLSSFDFFLTDAR1 148-‐160 10,914 838,445 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13207.13210.2Nuclei_fractions
SAALPIFSSFVSNWDEATKR[iTRAQ_Nterm]SAALPIFSSFVSNWDEATK[iTRAQ_K]R2 258-‐277 9,167 838,778 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12021.12024.3Nuclei_fractions
TVSQIISLQTLK[iTRAQ_Nterm]TVSQIISLQTLK[iTRAQ_K]2 125-‐136 6,369 540,338 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9111.9114.3Nuclei_fractions



TVSQIISLQTLKK[iTRAQ_Nterm]TVSQIISLQTLK[iTRAQ_K]K[iTRAQ_K]3 125-‐137 9,106 631,072 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6937.6940.3Nuclei_fractions
TVSQIISLQTLKK[iTRAQ_Nterm]TVSQIISLQTLK[iTRAQ_K]K[iTRAQ_K]3 125-‐137 8,03 631,073 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6902.6905.3Nuclei_fractions

P15311 APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 263-‐272 7,147 663,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8809.8812.2Nuclei_fractions
P15311 APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 263-‐272 6,392 663,854 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8749.8752.2Nuclei_fractions
P15311 AQEEAERLEADR[iTRAQ_Nterm]AQEEAERLEADR1 381-‐392 8,496 780,892 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4255.4258.2Nuclei_fractions
P15311 AQEEAERLEADR[iTRAQ_Nterm]AQEEAERLEADR1 381-‐392 5,73 520,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4239.4242.3Nuclei_fractions
P15311 EVWYFGLHYVDNK[iTRAQ_Nterm]EVWYFGLHYVDNK[iTRAQ_K]2 40-‐52 6,989 653,339 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9499.9502.3Nuclei_fractions
P15311 IALLEEAR [iTRAQ_Nterm]IALLEEAR1 427-‐434 5,506 529,821 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7587.7590.2Nuclei_fractions
P15311 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,595 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10307.10310.2Nuclei_fractions
P15311 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,171 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10265.10268.2Nuclei_fractions
P15311 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,021 624,847 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9834.9837.2Nuclei_fractions
P15311 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 5,605 624,845 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10301.10304.2Nuclei_fractions
P15311 KAPDFVFYAPR[iTRAQ_Nterm]K[iTRAQ_K]APDFVFYAPR2 262-‐272 4,995 533,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7599.7602.3Nuclei_fractions
P15311 QLLTLSSELSQAR[iTRAQ_Nterm]QLLTLSSELSQAR1 529-‐541 9,577 795,454 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8879.8882.2Nuclei_fractions

EIVHIQAGQCGNQIGTK[iTRAQ_Nterm]EIVHIQAGQC[Cys_CAM]GNQIGTK[iTRAQ_K]3 3-‐19 8,759 714,385 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4893.4896.3Nuclei_fractions
FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 6,113 637,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7142.7145.2Nuclei_fractions
FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,592 637,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6795.6798.2Nuclei_fractions
FPGQLNADLR[iTRAQ_Nterm]FPGQLNADLR1 242-‐251 5,557 637,854 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6997.7000.2Nuclei_fractions
LAVNMVPFPR[iTRAQ_Nterm]LAVNM[Oxidation_M]VPFPR2 253-‐262 6,896 652,37 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7234.7237.2Nuclei_fractions
LAVNMVPFPR[iTRAQ_Nterm]LAVNMVPFPR1 253-‐262 6,297 644,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8599.8602.2Nuclei_fractions
LHFFMPGFAPLTSR[iTRAQ_Nterm]LHFFM[Oxidation_M]PGFAPLTSR2 263-‐276 5,964 594,316 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8921.8924.3Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 8,31 993,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9900.9903.2Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 7,863 993,024 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9805.9808.2Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,527 662,353 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9784.9787.3Nuclei_fractions
NSSYFVEWIPNNVK[iTRAQ_Nterm]NSSYFVEWIPNNVK[iTRAQ_K]2 337-‐350 5,515 662,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9887.9890.3Nuclei_fractions
VAVCDIPPR[iTRAQ_Nterm]VAVC[Cys_CAM]DIPPR2 351-‐359 5,11 585,826 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4616.4619.2Nuclei_fractions
YLTVATVFR[iTRAQ_Nterm]YLTVATVFR1 310-‐318 8,111 607,358 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8809.8812.2Nuclei_fractions

AGNFYVPAEPK[iTRAQ_Nterm]AGNFYVPAEPK[iTRAQ_K]2 78-‐88 7,296 740,908 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5861.5864.2Nuclei_fractions
EANNFLWPFK[iTRAQ_Nterm]EANNFLWPFK[iTRAQ_K]2 203-‐212 6,082 777,423 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10797.10800.2Nuclei_fractions
EANNFLWPFK[iTRAQ_Nterm]EANNFLWPFK[iTRAQ_K]2 203-‐212 5,948 777,427 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10838.10841.2Nuclei_fractions
FKEANNFLWPFK[iTRAQ_Nterm]FK[iTRAQ_K]EANNFLWPFK[iTRAQ_K]3 201-‐212 5,69 658,371 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10342.10345.3Nuclei_fractions
IALTDNALIAR[iTRAQ_Nterm]IALTDNALIAR1 167-‐177 9,558 657,899 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7709.7712.2Nuclei_fractions
IALTDNALIAR[iTRAQ_Nterm]IALTDNALIAR1 167-‐177 9,038 657,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7609.7612.2Nuclei_fractions
IALTDNALIAR[iTRAQ_Nterm]IALTDNALIAR1 167-‐177 5,829 657,898 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7669.7672.2Nuclei_fractions
KAGNFYVPAEPK[iTRAQ_Nterm]K[iTRAQ_K]AGNFYVPAEPK[iTRAQ_K]3 77-‐88 6,338 585,006 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4943.4946.3Nuclei_fractions
KAGNFYVPAEPK[iTRAQ_Nterm]K[iTRAQ_K]AGNFYVPAEPK[iTRAQ_K]3 77-‐88 5,973 585,006 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5006.5009.3Nuclei_fractions
LAFVIR [iTRAQ_Nterm]LAFVIR1 89-‐94 5,421 431,785 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7809.7812.2Nuclei_fractions
RIALTDNALIAR[iTRAQ_Nterm]RIALTDNALIAR1 166-‐177 8,604 490,968 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6171.6174.3Nuclei_fractions

P23284 DFMIQGGDFTR[iTRAQ_Nterm]DFM[Oxidation_M]IQGGDFTR2 66-‐76 7,363 723,844 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6446.6449.2Nuclei_fractions
P23284 DFMIQGGDFTR[iTRAQ_Nterm]DFMIQGGDFTR1 66-‐76 6,352 715,845 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7510.7513.2Nuclei_fractions
P23284 HYGPGWVSMANAGK[iTRAQ_Nterm]HYGPGWVSM[Oxidation_M]ANAGK[iTRAQ_K]3 99-‐112 6,721 593,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4805.4808.3Nuclei_fractions
P23284 SIYGERFPDENFK[iTRAQ_Nterm]SIYGERFPDENFK[iTRAQ_K]2 84-‐96 6,8 630,66 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6567.6570.3Nuclei_fractions
P23284 SIYGERFPDENFK[iTRAQ_Nterm]SIYGERFPDENFK[iTRAQ_K]2 84-‐96 6,697 630,66 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6636.6639.3Nuclei_fractions
P23284 SIYGERFPDENFK[iTRAQ_Nterm]SIYGERFPDENFK[iTRAQ_K]2 84-‐96 6,387 630,66 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6608.6611.3Nuclei_fractions
P23284 TVDNFVALATGEK[iTRAQ_Nterm]TVDNFVALATGEK[iTRAQ_K]2 39-‐51 9,479 826,959 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8931.8934.2Nuclei_fractions
P23284 TVDNFVALATGEK[iTRAQ_Nterm]TVDNFVALATGEK[iTRAQ_K]2 39-‐51 6,9 551,641 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8929.8932.3Nuclei_fractions
P23284 TVDNFVALATGEK[iTRAQ_Nterm]TVDNFVALATGEK[iTRAQ_K]2 39-‐51 5,677 551,642 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9034.9037.3Nuclei_fractions
P23284 VIFGLFGK [iTRAQ_Nterm]VIFGLFGK[iTRAQ_K]2 27-‐34 5,844 584,87 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8525.8526.2Nuclei_fractions



P23284 VIFGLFGK [iTRAQ_Nterm]VIFGLFGK[iTRAQ_K]2 27-‐34 5,384 584,87 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10572.10575.2Nuclei_fractions
P23284 VIKDFMIQGGDFTR[iTRAQ_Nterm]VIK[iTRAQ_K]DFMIQGGDFTR2 63-‐76 7,243 639,015 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8818.8821.3Nuclei_fractions
P23284 VIKDFMIQGGDFTR[iTRAQ_Nterm]VIK[iTRAQ_K]DFM[Oxidation_M]IQGGDFTR3 63-‐76 5,905 644,347 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7410.7413.3Nuclei_fractions
P23284 VLEGMEVVR[iTRAQ_Nterm]VLEGMEVVR1 139-‐147 5,152 588,335 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6915.6918.2Nuclei_fractions

Q9NR30 GAVEALAAALAHISGATSVDQR[iTRAQ_Nterm]GAVEALAAALAHISGATSVDQR1 538-‐559 12,318 1126,614 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11503.11505.2Nuclei_fractions
Q9NR30 GAVEALAAALAHISGATSVDQR[iTRAQ_Nterm]GAVEALAAALAHISGATSVDQR1 538-‐559 9,801 751,415 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11483.11485.3Nuclei_fractions
Q9NR30 GAVEALAAALAHISGATSVDQR[iTRAQ_Nterm]GAVEALAAALAHISGATSVDQR1 538-‐559 4,861 563,811 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11488.11491.4Nuclei_fractions
Q9NR30 LLDSVPPTAISHFK[iTRAQ_Nterm]LLDSVPPTAISHFK[iTRAQ_K]2 514-‐527 8,856 605,023 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8143.8146.3Nuclei_fractions
Q9NR30 QDAQSLHGDIPQK[iTRAQ_Nterm]QDAQSLHGDIPQK[iTRAQ_K]2 394-‐406 6,623 575,646 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4024.4027.3Nuclei_fractions
Q9NR30 QDAQSLHGDIPQK[iTRAQ_Nterm]QDAQSLHGDIPQK[iTRAQ_K]2 394-‐406 6,537 575,646 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3997.4000.3Nuclei_fractions
Q9NR30 RWQLSVATEQPELEGPR[iTRAQ_Nterm]RWQLSVATEQPELEGPR1 634-‐650 9,201 714,049 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7328.7331.3Nuclei_fractions
Q9NR30 TAITVEHLAIK[iTRAQ_Nterm]TAITVEHLAIK[iTRAQ_K]2 339-‐349 5,223 495,31 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6238.6241.3Nuclei_fractions
Q9NR30 TFSFAIPLIEK[iTRAQ_Nterm]TFSFAIPLIEK[iTRAQ_K]2 169-‐179 6,366 777,469 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11083.11086.2Nuclei_fractions
Q9NR30 TFSFAIPLIEK[iTRAQ_Nterm]TFSFAIPLIEK[iTRAQ_K]2 169-‐179 4,763 518,647 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11120.11123.3Nuclei_fractions

ACAELHQNVNVK[iTRAQ_Nterm]AC[Cys_CAM]AELHQNVNVK[iTRAQ_K]3 285-‐296 5,898 557,634 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3745.3748.3Nuclei_fractions
ACAELHQNVNVK[iTRAQ_Nterm]AC[Cys_CAM]AELHQNVNVK[iTRAQ_K]3 285-‐296 5,569 557,633 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3732.3735.3Nuclei_fractions
AQLAAITLIIGTFER[iTRAQ_Nterm]AQLAAITLIIGTFER1 623-‐637 7,254 881,03 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12498.12500.2Nuclei_fractions
ILVGTNLVR[iTRAQ_Nterm]ILVGTNLVR1 218-‐226 5,453 564,864 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7121.7124.2Nuclei_fractions
ILVGTNLVR[iTRAQ_Nterm]ILVGTNLVR1 218-‐226 5,415 564,864 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7100.7103.2Nuclei_fractions
ILVGTNLVR[iTRAQ_Nterm]ILVGTNLVR1 218-‐226 5,017 564,865 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7073.7076.2Nuclei_fractions
IPVDTYNNILTVLK[iTRAQ_Nterm]IPVDTYNNILTVLK[iTRAQ_K]2 404-‐417 4,951 631,043 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10973.10976.3Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 10,982 998,555 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12463.12466.2Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 10,753 998,555 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11767.11770.2Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 10,582 666,038 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12332.12335.3Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 9,864 666,04 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11766.11769.3Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 9,476 998,556 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12339.12342.2Nuclei_fractions
LFDIFSQQVATVIQSR[iTRAQ_Nterm]LFDIFSQQVATVIQSR1 324-‐339 7,853 666,04 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12456.12459.3Nuclei_fractions
LNLEHIATSSAVSK[iTRAQ_Nterm]LNLEHIATSSAVSK[iTRAQ_K]2 383-‐396 6,374 586,671 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6573.6576.3Nuclei_fractions
QIVLTGILEQVVNCR[iTRAQ_Nterm]QIVLTGILEQVVNC[Cys_CAM]R2 240-‐254 7,605 629,359 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11763.11766.3Nuclei_fractions

O60814_CHAIN_0AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIMNSFVNDIFER2 59-‐73 7,656 952,463 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12173.12176.2Nuclei_fractions
O60814_CHAIN_0AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIM[Oxidation_M]NSFVNDIFER3 59-‐73 7,066 960,456 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10325.10328.2Nuclei_fractions
O60814_CHAIN_0AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIMNSFVNDIFER2 59-‐73 5,875 635,312 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12166.12169.3Nuclei_fractions
O60814_CHAIN_0EIQTAVR [iTRAQ_Nterm]EIQTAVR1 94-‐100 6,58 480,785 2012_02_21_FRF_OT_75_ANF_TMT_N_07.347.350.2Nuclei_fractions
O60814_CHAIN_0EIQTAVR [iTRAQ_Nterm]EIQTAVR1 94-‐100 6,341 480,784 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3405.3408.2Nuclei_fractions
O60814_CHAIN_0EIQTAVR [iTRAQ_Nterm]EIQTAVR1 94-‐100 5,811 480,785 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3399.3402.2Nuclei_fractions
O60814_CHAIN_0EIQTAVR [iTRAQ_Nterm]EIQTAVR1 94-‐100 5,504 480,785 2012_02_21_FRF_OT_72_ANF_TMT_N_05.362.365.2Nuclei_fractions
O60814_CHAIN_0EIQTAVR [iTRAQ_Nterm]EIQTAVR1 94-‐100 4,736 480,785 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13842.13843.2Nuclei_fractions
O60814_CHAIN_0EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 94-‐109 7,523 680,423 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10383.10386.3Nuclei_fractions
O60814_CHAIN_0EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 94-‐109 6,557 680,424 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10266.10269.3Nuclei_fractions
O60814_CHAIN_0EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 94-‐109 6,034 680,424 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10349.10352.3Nuclei_fractions
O60814_CHAIN_0ESYSVYVYK[iTRAQ_Nterm]ESYSVYVYK[iTRAQ_K]2 36-‐44 7,338 713,38 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6072.6075.2Nuclei_fractions
O60814_CHAIN_0ESYSVYVYK[iTRAQ_Nterm]ESYSVYVYK[iTRAQ_K]2 36-‐44 7,31 713,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6059.6062.2Nuclei_fractions
O60814_CHAIN_0ESYSVYVYK[iTRAQ_Nterm]ESYSVYVYK[iTRAQ_K]2 36-‐44 6,508 713,378 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6254.6257.2Nuclei_fractions
O60814_CHAIN_0KESYSVYVYK[iTRAQ_Nterm]K[iTRAQ_K]ESYSVYVYK[iTRAQ_K]3 35-‐44 5,958 566,654 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5223.5226.3Nuclei_fractions
O60814_CHAIN_0KESYSVYVYK[iTRAQ_Nterm]K[iTRAQ_K]ESYSVYVYK[iTRAQ_K]3 35-‐44 5,575 566,653 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5265.5268.3Nuclei_fractions
O60814_CHAIN_0LLLPGELAK[iTRAQ_Nterm]LLLPGELAK[iTRAQ_K]2 101-‐109 5,141 414,608 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8416.8419.3Nuclei_fractions
O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 8,04 486,273 2012_02_21_FRF_OT_76_ANF_TMT_N_08.335.338.3Nuclei_fractions
O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 7,228 486,273 2012_02_21_FRF_OT_77_ANF_TMT_N_09.330.333.3Nuclei_fractions
O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 6,686 486,272 2012_02_21_FRF_OT_76_ANF_TMT_N_08.2872.2875.3Nuclei_fractions



O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 5,83 486,272 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3074.3077.3Nuclei_fractions
O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 5,215 486,271 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12699.12702.3Nuclei_fractions
O60814_CHAIN_0QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 48-‐58 4,736 728,906 2012_02_21_FRF_OT_76_ANF_TMT_N_08.396.399.2Nuclei_fractions

P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIMNSFVNDIFER2 58-‐72 7,656 952,463 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12173.12176.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIM[Oxidation_M]NSFVNDIFER3 58-‐72 7,066 960,456 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10325.10328.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03AMGIMNSFVNDIFER[iTRAQ_Nterm]AM[Oxidation_M]GIMNSFVNDIFER2 58-‐72 5,875 635,312 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12166.12169.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVR [iTRAQ_Nterm]EIQTAVR1 93-‐99 6,58 480,785 2012_02_21_FRF_OT_75_ANF_TMT_N_07.347.350.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVR [iTRAQ_Nterm]EIQTAVR1 93-‐99 6,341 480,784 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3405.3408.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVR [iTRAQ_Nterm]EIQTAVR1 93-‐99 5,811 480,785 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3399.3402.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVR [iTRAQ_Nterm]EIQTAVR1 93-‐99 5,504 480,785 2012_02_21_FRF_OT_72_ANF_TMT_N_05.362.365.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVR [iTRAQ_Nterm]EIQTAVR1 93-‐99 4,736 480,785 2012_02_21_FRF_OT_73_ANF_TMT_N_06.13842.13843.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 93-‐108 7,523 680,423 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10383.10386.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 93-‐108 6,557 680,424 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10266.10269.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03EIQTAVRLLLPGELAK[iTRAQ_Nterm]EIQTAVRLLLPGELAK[iTRAQ_K]2 93-‐108 6,034 680,424 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10349.10352.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03ESYSIYVYK[iTRAQ_Nterm]ESYSIYVYK[iTRAQ_K]2 35-‐43 6,854 720,388 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6732.6735.2Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03KESYSIYVYK[iTRAQ_Nterm]K[iTRAQ_K]ESYSIYVYK[iTRAQ_K]3 34-‐43 6,371 571,325 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5749.5752.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03KESYSIYVYK[iTRAQ_Nterm]K[iTRAQ_K]ESYSIYVYK[iTRAQ_K]3 34-‐43 5,132 571,326 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5727.5730.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03LLLPGELAK[iTRAQ_Nterm]LLLPGELAK[iTRAQ_K]2 100-‐108 5,141 414,608 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8416.8419.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 8,04 486,273 2012_02_21_FRF_OT_76_ANF_TMT_N_08.335.338.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 7,228 486,273 2012_02_21_FRF_OT_77_ANF_TMT_N_09.330.333.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 6,686 486,272 2012_02_21_FRF_OT_76_ANF_TMT_N_08.2872.2875.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 5,83 486,272 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3074.3077.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 5,215 486,271 2012_02_21_FRF_OT_76_ANF_TMT_N_08.12699.12702.3Nuclei_fractions
P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03QVHPDTGISSK[iTRAQ_Nterm]QVHPDTGISSK[iTRAQ_K]2 47-‐57 4,736 728,906 2012_02_21_FRF_OT_76_ANF_TMT_N_08.396.399.2Nuclei_fractions

O75643_ISOFORM_2AIFEIVLNR [iTRAQ_Nterm]AIFEIVLNR1 1094-‐1102 7,896 609,873 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10532.10535.2Nuclei_fractions
O75643_ISOFORM_2AIFEIVLNR [iTRAQ_Nterm]AIFEIVLNR1 1094-‐1102 6,552 609,872 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10510.10513.2Nuclei_fractions
O75643_ISOFORM_2DILCGAADEVLAVLK[iTRAQ_Nterm]DILC[Cys_CAM]GAADEVLAVLK[iTRAQ_K]3 130-‐144 6,931 625,689 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13199.13202.3Nuclei_fractions
O75643_ISOFORM_2ETYEVLLSFIQAALGDQPR[iTRAQ_Nterm]ETYEVLLSFIQAALGDQPR1 111-‐129 8,204 765,41 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13705.13708.3Nuclei_fractions
O75643_ISOFORM_2IIYIAPMR [iTRAQ_Nterm]IIYIAPM[Oxidation_M]R2 538-‐545 5,91 568,839 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6192.6195.2Nuclei_fractions
O75643_ISOFORM_2LELSVHLQPITR[iTRAQ_Nterm]LELSVHLQPITR1 1184-‐1195 5,758 517,312 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7896.7899.3Nuclei_fractions
O75643_ISOFORM_2LTAIDILTTCAADIQR[iTRAQ_Nterm]LTAIDILTTC[Cys_CAM]AADIQR2 1571-‐1586 7,985 640,352 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11444.11447.3Nuclei_fractions
O75643_ISOFORM_2TYTQLVR [iTRAQ_Nterm]TYTQLVR1 604-‐610 5,456 512,799 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4658.4661.2Nuclei_fractions

P40926 ANTFVAELK[iTRAQ_Nterm]ANTFVAELK[iTRAQ_K]2 153-‐161 6,683 640,875 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7081.7084.2Nuclei_fractions
P40926 IFGVTTLDIVR[iTRAQ_Nterm]IFGVTTLDIVR1 142-‐152 7,983 689,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10120.10123.2Nuclei_fractions
P40926 IFGVTTLDIVR[iTRAQ_Nterm]IFGVTTLDIVR1 142-‐152 7,764 689,417 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10182.10185.2Nuclei_fractions
P40926 IFGVTTLDIVR[iTRAQ_Nterm]IFGVTTLDIVR1 142-‐152 7,32 689,414 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9910.9913.2Nuclei_fractions
P40926 IFGVTTLDIVR[iTRAQ_Nterm]IFGVTTLDIVR1 142-‐152 5,681 459,946 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10148.10151.3Nuclei_fractions
P40926 LTLYDIAHTPGVAADLSHIETK[iTRAQ_Nterm]LTLYDIAHTPGVAADLSHIETK[iTRAQ_K]2 29-‐50 7,814 885,158 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9511.9514.3Nuclei_fractions
P40926 LTLYDIAHTPGVAADLSHIETK[iTRAQ_Nterm]LTLYDIAHTPGVAADLSHIETK[iTRAQ_K]2 29-‐50 6,635 664,118 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9555.9558.4Nuclei_fractions
P40926 LTLYDIAHTPGVAADLSHIETK[iTRAQ_Nterm]LTLYDIAHTPGVAADLSHIETK[iTRAQ_K]2 29-‐50 5,992 664,118 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9518.9521.4Nuclei_fractions
P40926 TIIPLISQCTPK[iTRAQ_Nterm]TIIPLISQC[Cys_CAM]TPK[iTRAQ_K]3 180-‐191 10,332 829,99 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8579.8582.2Nuclei_fractions
P40926 TIIPLISQCTPK[iTRAQ_Nterm]TIIPLISQC[Cys_CAM]TPK[iTRAQ_K]3 180-‐191 6,274 553,664 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8530.8533.3Nuclei_fractions
P40926 VAVLGASGGIGQPLSLLLK[iTRAQ_Nterm]VAVLGASGGIGQPLSLLLK[iTRAQ_K]2 3-‐21 9,3 694,437 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11389.11392.3Nuclei_fractions
P40926 VAVLGASGGIGQPLSLLLK[iTRAQ_Nterm]VAVLGASGGIGQPLSLLLK[iTRAQ_K]2 3-‐21 9,068 1041,149 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11356.11359.2Nuclei_fractions
P40926 VAVLGASGGIGQPLSLLLK[iTRAQ_Nterm]VAVLGASGGIGQPLSLLLK[iTRAQ_K]2 3-‐21 8,806 694,435 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11326.11329.3Nuclei_fractions
P40926 VNVPVIGGHAGK[iTRAQ_Nterm]VNVPVIGGHAGK[iTRAQ_K]2 168-‐179 6,026 479,292 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5282.5285.3Nuclei_fractions

Q9BQG0_ISOFORM_2AQHQQALSSLELLNVLFR[iTRAQ_Nterm]AQHQQALSSLELLNVLFR1 1077-‐1094 7,607 737,75 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11130.11133.3Nuclei_fractions
Q9BQG0_ISOFORM_2KLPAIALDLLR[iTRAQ_Nterm]K[iTRAQ_K]LPAIALDLLR2 263-‐273 5,681 504,338 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10321.10324.3Nuclei_fractions



Q9BQG0_ISOFORM_2LITGLGVGR[iTRAQ_Nterm]LITGLGVGR1 77-‐85 4,805 515,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6836.6839.2Nuclei_fractions
Q9BQG0_ISOFORM_2LLEYLR [iTRAQ_Nterm]LLEYLR1 57-‐62 5,768 475,795 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8788.8791.2Nuclei_fractions
Q9BQG0_ISOFORM_2LLGAALPLLTK[iTRAQ_Nterm]LLGAALPLLTK[iTRAQ_K]2 308-‐318 6,691 699,472 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10706.10709.2Nuclei_fractions
Q9BQG0_ISOFORM_2LLQALAQYQNHLQEQPR[iTRAQ_Nterm]LLQALAQYQNHLQEQPR1 162-‐178 9,164 732,068 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9387.9390.3Nuclei_fractions
Q9BQG0_ISOFORM_2VYSTALSSFLTK[iTRAQ_Nterm]VYSTALSSFLTK[iTRAQ_K]2 977-‐988 8,375 802,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10035.10038.2Nuclei_fractions

AGTQIENIEEDFR[iTRAQ_Nterm]AGTQIENIEEDFR1 55-‐67 7,829 833,414 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8329.8332.2Nuclei_fractions
AGTQIENIEEDFRNGLK[iTRAQ_Nterm]AGTQIENIEEDFRNGLK[iTRAQ_K]2 55-‐71 5,032 741,39 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9449.9452.3Nuclei_fractions
CQLEINFNTLQTK[iTRAQ_Nterm]C[Cys_CAM]QLEINFNTLQTK[iTRAQ_K]3 339-‐351 7,515 633,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8272.8275.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 141-‐154 7,428 609,332 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7544.7547.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 141-‐154 7,153 913,495 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7566.7569.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 384-‐394 7,607 783,408 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11072.11075.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 384-‐394 7,41 783,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11022.11025.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 384-‐394 6,589 783,406 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10987.10990.2Nuclei_fractions
GYEEWLLNEIR[iTRAQ_Nterm]GYEEWLLNEIR1 384-‐394 5,258 522,608 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11017.11020.3Nuclei_fractions
ISNRPAFMPSEGK[iTRAQ_Nterm]ISNRPAFM[Oxidation_M]PSEGK[iTRAQ_K]3 354-‐366 5,036 579,979 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4322.4325.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 72-‐83 7,637 511,634 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12782.12785.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LMLLLEVISGER1 72-‐83 7,344 758,951 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13021.13024.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 72-‐83 7,344 766,947 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12795.12798.2Nuclei_fractions

P12236 AAYFGVYDTAK[iTRAQ_Nterm]AAYFGVYDTAK[iTRAQ_K]2 188-‐198 6,501 747,399 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6781.6784.2Nuclei_fractions
P12236 DFLAGGIAAAISK[iTRAQ_Nterm]DFLAGGIAAAISK[iTRAQ_K]2 10-‐22 8,023 761,445 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9617.9620.2Nuclei_fractions
P12236 DFLAGGIAAAISK[iTRAQ_Nterm]DFLAGGIAAAISK[iTRAQ_K]2 10-‐22 7,86 761,439 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9770.9773.2Nuclei_fractions
P12236 DFLAGGIAAAISK[iTRAQ_Nterm]DFLAGGIAAAISK[iTRAQ_K]2 10-‐22 7,581 761,45 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9880.9883.2Nuclei_fractions
P12236 GAWSNVLR[iTRAQ_Nterm]GAWSNVLR1 272-‐279 5,688 523,797 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6771.6774.2Nuclei_fractions
P12236 GMGGAFVLVLYDELK[iTRAQ_Nterm]GM[Oxidation_M]GGAFVLVLYDELK[iTRAQ_K]3 280-‐294 5,524 639,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12375.12378.3Nuclei_fractions
P12236 KGADIMYTGTVDCWR[iTRAQ_Nterm]K[iTRAQ_K]GADIM[Oxidation_M]YTGTVDC[Cys_CAM]WR4 244-‐258 7,5 693,009 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5815.5818.3Nuclei_fractions
P12236 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 6,599 475,633 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5700.5703.3Nuclei_fractions
P12236 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,547 475,634 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5529.5532.3Nuclei_fractions
P12236 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,039 712,947 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5716.5719.2Nuclei_fractions
P12236 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 8,222 867,976 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10754.10757.2Nuclei_fractions
P12236 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 6,07 578,987 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10734.10737.3Nuclei_fractions

ALEIIPR [iTRAQ_Nterm]ALEIIPR1 441-‐447 6,121 478,307 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6724.6727.2Nuclei_fractions
ALEIIPR [iTRAQ_Nterm]ALEIIPR1 441-‐447 5,131 478,306 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6599.6602.2Nuclei_fractions
ATISNDGATILK[iTRAQ_Nterm]ATISNDGATILK[iTRAQ_K]2 56-‐67 8,12 746,436 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5415.5418.2Nuclei_fractions
IALLNVELELK[iTRAQ_Nterm]IALLNVELELK[iTRAQ_K]2 237-‐247 5,32 514,996 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11117.11120.3Nuclei_fractions
INALTAASEAACLIVSVDETIK[iTRAQ_Nterm]INALTAASEAAC[Cys_CAM]LIVSVDETIK[iTRAQ_K]3 500-‐521 5,996 859,807 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13558.13561.3Nuclei_fractions
INALTAASEAACLIVSVDETIKNPR[iTRAQ_Nterm]INALTAASEAAC[Cys_CAM]LIVSVDETIK[iTRAQ_K]NPR3 500-‐524 9,263 982,207 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12900.12903.3Nuclei_fractions
INALTAASEAACLIVSVDETIKNPR[iTRAQ_Nterm]INALTAASEAAC[Cys_CAM]LIVSVDETIK[iTRAQ_K]NPR3 500-‐524 6,119 736,909 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12894.12897.4Nuclei_fractions
SLHDAIMIVR[iTRAQ_Nterm]SLHDAIM[Oxidation_M]IVR2 388-‐397 6,773 438,916 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5972.5975.3Nuclei_fractions
YNFFTGCPK[iTRAQ_Nterm]YNFFTGC[Cys_CAM]PK[iTRAQ_K]3 358-‐366 6,098 711,36 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7745.7748.2Nuclei_fractions

DICNDVLSLLEK[iTRAQ_Nterm]DIC[Cys_CAM]NDVLSLLEK[iTRAQ_K]3 92-‐103 7,703 569,646 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11814.11817.3Nuclei_fractions
DICNDVLSLLEK[iTRAQ_Nterm]DIC[Cys_CAM]NDVLSLLEK[iTRAQ_K]3 92-‐103 7,167 853,965 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11821.11824.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 7,509 675,381 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10320.10323.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 7,419 667,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11105.11108.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 7,187 675,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10155.10158.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,717 675,383 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10454.10457.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,697 675,385 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9818.9821.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,558 675,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10245.10248.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 6,536 667,389 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10716.10719.2Nuclei_fractions



DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 6,27 667,387 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11160.11163.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,266 675,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10391.10394.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,92 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10350.10353.3Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,891 450,592 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10030.10033.3Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,792 675,385 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10008.10011.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,475 450,592 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10288.10291.3Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,303 450,591 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10426.10429.3Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,105 675,384 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10212.10215.2Nuclei_fractions
DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 4,863 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10490.10493.3Nuclei_fractions
EMQPTHPIR[iTRAQ_Nterm]EM[Oxidation_M]QPTHPIR2 159-‐167 4,76 423,557 2012_02_21_FRF_OT_76_ANF_TMT_N_08.284.286.3Nuclei_fractions
FLIPNASQAESK[iTRAQ_Nterm]FLIPNASQAESK[iTRAQ_K]2 104-‐115 5,735 796,949 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6863.6866.2Nuclei_fractions
GIVDQSQQAYQEAFEISKK[iTRAQ_Nterm]GIVDQSQQAYQEAFEISK[iTRAQ_K]K[iTRAQ_K]3 140-‐158 9,517 867,804 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8302.8305.3Nuclei_fractions
GIVDQSQQAYQEAFEISKK[iTRAQ_Nterm]GIVDQSQQAYQEAFEISK[iTRAQ_K]K[iTRAQ_K]3 140-‐158 5,927 651,105 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8359.8362.4Nuclei_fractions
NLLSVAYK[iTRAQ_Nterm]NLLSVAYK[iTRAQ_K]2 42-‐49 5,612 598,368 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7247.7250.2Nuclei_fractions
YLAEVAAGDDKK[iTRAQ_Nterm]YLAEVAAGDDK[iTRAQ_K]K[iTRAQ_K]3 128-‐139 6,228 571,326 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5370.5373.3Nuclei_fractions
YLAEVAAGDDKK[iTRAQ_Nterm]YLAEVAAGDDK[iTRAQ_K]K[iTRAQ_K]3 128-‐139 5,759 571,324 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5410.5413.3Nuclei_fractions

Q9BSJ8_ISOFORM_2ALTLGALTLPLAR[iTRAQ_Nterm]ALTLGALTLPLAR1 551-‐563 7,778 727,468 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9818.9821.2Nuclei_fractions
Q9BSJ8_ISOFORM_2ALTLGALTLPLAR[iTRAQ_Nterm]ALTLGALTLPLAR1 551-‐563 6,945 485,313 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9831.9834.3Nuclei_fractions
Q9BSJ8_ISOFORM_2IHVLEAQDLIAK[iTRAQ_Nterm]IHVLEAQDLIAK[iTRAQ_K]2 651-‐662 6,276 546,667 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7462.7465.3Nuclei_fractions
Q9BSJ8_ISOFORM_2LLAETVAPAVR[iTRAQ_Nterm]LLAETVAPAVR1 160-‐170 7,756 642,395 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7024.7027.2Nuclei_fractions
Q9BSJ8_ISOFORM_2LLVPLVPDLQDVAQLR[iTRAQ_Nterm]LLVPLVPDLQDVAQLR1 308-‐323 6,721 967,085 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12528.12531.2Nuclei_fractions
Q9BSJ8_ISOFORM_2LLVPLVPDLQDVAQLR[iTRAQ_Nterm]LLVPLVPDLQDVAQLR1 308-‐323 5,617 645,058 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12521.12524.3Nuclei_fractions
Q9BSJ8_ISOFORM_2VLQASVLDDWFPLQGGQGQVHLR[iTRAQ_Nterm]VLQASVLDDWFPLQGGQGQVHLR1 423-‐445 9,6 903,155 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10864.10867.3Nuclei_fractions
Q9BSJ8_ISOFORM_2WFTLSSGQGQVLLR[iTRAQ_Nterm]WFTLSSGQGQVLLR1 894-‐907 8,743 868,499 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9348.9351.2Nuclei_fractions

AQLGGPEAAKSDETAAK[iTRAQ_Nterm]AQLGGPEAAK[iTRAQ_K]SDETAAK[iTRAQ_K]3 189-‐205 6,256 692,721 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3655.3658.3Nuclei_fractions
KYTLPPGVDPTQVSSSLSPEGTLTVEAPMPK[iTRAQ_Nterm]K[iTRAQ_K]YTLPPGVDPTQVSSSLSPEGTLTVEAPM[Oxidation_M]PK[iTRAQ_K]4 141-‐171 5,893 919,498 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8408.8411.4Nuclei_fractions
LATQSNEITIPVTFESR[iTRAQ_Nterm]LATQSNEITIPVTFESR1 172-‐188 9,715 1025,554 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8868.8871.2Nuclei_fractions
LATQSNEITIPVTFESR[iTRAQ_Nterm]LATQSNEITIPVTFESR1 172-‐188 7,056 684,038 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8862.8865.3Nuclei_fractions
LFDQAFGLPR[iTRAQ_Nterm]LFDQAFGLPR1 28-‐37 6,254 654,366 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9819.9822.2Nuclei_fractions
LFDQAFGLPR[iTRAQ_Nterm]LFDQAFGLPR1 28-‐37 5,935 654,366 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9930.9933.2Nuclei_fractions
LFDQAFGLPR[iTRAQ_Nterm]LFDQAFGLPR1 28-‐37 5,654 654,365 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9693.9696.2Nuclei_fractions
TKDGVVEITGK[iTRAQ_Nterm]TK[iTRAQ_K]DGVVEITGK[iTRAQ_K]3 113-‐123 8,68 526,987 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4251.4254.3Nuclei_fractions
TKDGVVEITGK[iTRAQ_Nterm]TK[iTRAQ_K]DGVVEITGK[iTRAQ_K]3 113-‐123 8,128 789,978 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4266.4269.2Nuclei_fractions
TKDGVVEITGK[iTRAQ_Nterm]TK[iTRAQ_K]DGVVEITGK[iTRAQ_K]3 113-‐123 7,288 526,987 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4182.4185.3Nuclei_fractions
TKDGVVEITGK[iTRAQ_Nterm]TK[iTRAQ_K]DGVVEITGK[iTRAQ_K]3 113-‐123 6,573 526,987 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4147.4150.3Nuclei_fractions
VSLDVNHFAPDELTVK[iTRAQ_Nterm]VSLDVNHFAPDELTVK[iTRAQ_K]2 97-‐112 10,017 691,382 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8371.8374.3Nuclei_fractions
VSLDVNHFAPDELTVK[iTRAQ_Nterm]VSLDVNHFAPDELTVK[iTRAQ_K]2 97-‐112 8,994 691,382 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8309.8312.3Nuclei_fractions

Q8NHW5 AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_Nterm]AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_K]2 267-‐297 7,351 1014,232 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10133.10136.3Nuclei_fractions
Q8NHW5 AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_Nterm]AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_K]2 267-‐297 6,985 1014,231 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9883.9886.3Nuclei_fractions
Q8NHW5 AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_Nterm]AFLADPSAFVAAAPVAAATTAAPAAAAAPAK[iTRAQ_K]2 267-‐297 5,219 760,926 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9882.9885.4Nuclei_fractions
Q8NHW5 AGAIAPCEVTVPAQNTGLGPEK[iTRAQ_Nterm]AGAIAPC[Cys_CAM]EVTVPAQNTGLGPEK[iTRAQ_K]3 113-‐134 8,256 823,441 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6425.6428.3Nuclei_fractions
Q8NHW5 AGAIAPCEVTVPAQNTGLGPEK[iTRAQ_Nterm]AGAIAPC[Cys_CAM]EVTVPAQNTGLGPEK[iTRAQ_K]3 113-‐134 5,07 823,434 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6461.6464.3Nuclei_fractions
Q8NHW5 DMLLANKVPAAAR[iTRAQ_Nterm]DM[Oxidation_M]LLANK[iTRAQ_K]VPAAAR3 100-‐112 4,998 558,658 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5294.5297.3Nuclei_fractions
Q8NHW5 GTIEILSDVQLIK[iTRAQ_Nterm]GTIEILSDVQLIK[iTRAQ_K]2 150-‐162 5,937 859,016 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10379.10382.2Nuclei_fractions
Q8NHW5 GTIEILSDVQLIK[iTRAQ_Nterm]GTIEILSDVQLIK[iTRAQ_K]2 150-‐162 4,932 573,017 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10373.10376.3Nuclei_fractions
Q8NHW5 TSFFQALGITTK[iTRAQ_Nterm]TSFFQALGITTK[iTRAQ_K]2 135-‐146 9,043 801,459 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10427.10430.2Nuclei_fractions
Q8NHW5 VLALSVETDYTFPLAEK[iTRAQ_Nterm]VLALSVETDYTFPLAEK[iTRAQ_K]2 248-‐264 11,211 1092,605 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10842.10845.2Nuclei_fractions
Q8NHW5 VLALSVETDYTFPLAEK[iTRAQ_Nterm]VLALSVETDYTFPLAEK[iTRAQ_K]2 248-‐264 7,265 728,74 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10814.10817.3Nuclei_fractions



Q9UBF2 AIVDCIISIIEENSESK[iTRAQ_Nterm]AIVDC[Cys_CAM]IISIIEENSESK[iTRAQ_K]3 416-‐432 7,967 736,728 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13458.13461.3Nuclei_fractions
Q9UBF2 EMSCIAEDVIIVTSSLTK[iTRAQ_Nterm]EMSC[Cys_CAM]IAEDVIIVTSSLTK[iTRAQ_K]3 94-‐111 7,602 762,072 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13501.13504.3Nuclei_fractions
Q9UBF2 EMSCIAEDVIIVTSSLTK[iTRAQ_Nterm]EMSC[Cys_CAM]IAEDVIIVTSSLTK[iTRAQ_K]3 94-‐111 6,074 762,074 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13515.13518.3Nuclei_fractions
Q9UBF2 GLGPLFK [iTRAQ_Nterm]GLGPLFK[iTRAQ_K]2 625-‐631 4,962 510,328 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7955.7958.2Nuclei_fractions
Q9UBF2 ILHLLGQEGPK[iTRAQ_Nterm]ILHLLGQEGPK[iTRAQ_K]2 455-‐465 7,797 498,308 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7238.7241.3Nuclei_fractions
Q9UBF2 ILHLLGQEGPK[iTRAQ_Nterm]ILHLLGQEGPK[iTRAQ_K]2 455-‐465 7,166 498,309 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7301.7304.3Nuclei_fractions
Q9UBF2 SIATLAITTLLK[iTRAQ_Nterm]SIATLAITTLLK[iTRAQ_K]2 339-‐350 7,185 766,999 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11405.11408.2Nuclei_fractions
Q9UBF2 VFNETPINPR[iTRAQ_Nterm]VFNETPINPR1 33-‐42 5,352 665,866 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5757.5760.2Nuclei_fractions
Q9UBF2 VVVVQAISALCQK[iTRAQ_Nterm]VVVVQAISALC[Cys_CAM]QK[iTRAQ_K]3 377-‐389 5,927 568,344 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9418.9421.3Nuclei_fractions

P61019,Q8WUD1EHGLIFMETSAK[iTRAQ_Nterm]EHGLIFM[Oxidation_M]ETSAK[iTRAQ_K]3 139-‐150 4,84 556,297 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5382.5385.3Nuclei_fractions
P61019,Q8WUD1FQPVHDLTIGVEFGAR[iTRAQ_Nterm]FQPVHDLTIGVEFGAR1 30-‐45 8,067 644,016 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8889.8892.3Nuclei_fractions
P61019,Q8WUD1GAAGALLVYDITR[iTRAQ_Nterm]GAAGALLVYDITR1 77-‐89 6,599 732,428 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9823.9826.2Nuclei_fractions
P61019,Q8WUD1GAAGALLVYDITR[iTRAQ_Nterm]GAAGALLVYDITR1 77-‐89 6,21 732,422 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9707.9710.2Nuclei_fractions
P61019,Q8WUD1GAAGALLVYDITRR[iTRAQ_Nterm]GAAGALLVYDITRR1 77-‐90 6,871 540,651 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8543.8546.3Nuclei_fractions
P61019,Q8WUD1LQIWDTAGQESFR[iTRAQ_Nterm]LQIWDTAGQESFR1 56-‐68 9,691 847,935 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8642.8645.2Nuclei_fractions
P61019,Q8WUD1SCLLLQFTDKR[iTRAQ_Nterm]SC[Cys_CAM]LLLQFTDK[iTRAQ_K]R3 19-‐29 5,419 556,984 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8263.8266.3Nuclei_fractions
P61019,Q8WUD1SCLLLQFTDKR[iTRAQ_Nterm]SC[Cys_CAM]LLLQFTDK[iTRAQ_K]R3 19-‐29 4,768 556,983 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8186.8189.3Nuclei_fractions
P61019,Q8WUD1YIIIGDTGVGK[iTRAQ_Nterm]YIIIGDTGVGK[iTRAQ_K]2 8-‐18 5,277 712,425 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7396.7399.2Nuclei_fractions

P06396_CHAIN_0,P06396AGKEPGLQIWR[iTRAQ_Nterm]AGK[iTRAQ_K]EPGLQIWR2 11-‐21 7,347 514,971 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6540.6543.3Nuclei_fractions
P06396_CHAIN_0,P06396AGKEPGLQIWR[iTRAQ_Nterm]AGK[iTRAQ_K]EPGLQIWR2 11-‐21 6,111 514,971 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6492.6495.3Nuclei_fractions
P06396_CHAIN_0,P06396AQPVQVAEGSEPDGFWEALGGK[iTRAQ_Nterm]AQPVQVAEGSEPDGFWEALGGK[iTRAQ_K]2 576-‐597 7,378 854,101 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9953.9956.3Nuclei_fractions
P06396_CHAIN_0,P06396DSQEEEKTEALTSAK[iTRAQ_Nterm]DSQEEEK[iTRAQ_K]TEALTSAK[iTRAQ_K]3 663-‐677 6,897 700,033 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4304.4307.3Nuclei_fractions
P06396_CHAIN_0,P06396HVVPNEVVVQR[iTRAQ_Nterm]HVVPNEVVVQR1 127-‐137 7,377 473,944 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4111.4114.3Nuclei_fractions
P06396_CHAIN_0,P06396NWRDPDQTDGLGLSYLSSHIANVER[iTRAQ_Nterm]NWRDPDQTDGLGLSYLSSHIANVER1 344-‐368 4,797 747,624 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9268.9271.4Nuclei_fractions
P06396_CHAIN_0,P06396QTQVSVLPEGGETPLFK[iTRAQ_Nterm]QTQVSVLPEGGETPLFK[iTRAQ_K]2 323-‐339 7,433 706,729 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8597.8600.3Nuclei_fractions
P06396_CHAIN_0,P06396QTQVSVLPEGGETPLFK[iTRAQ_Nterm]QTQVSVLPEGGETPLFK[iTRAQ_K]2 323-‐339 6,73 706,728 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8575.8578.3Nuclei_fractions
P06396_CHAIN_0,P06396TASDFITK [iTRAQ_Nterm]TASDFITK[iTRAQ_K]2 310-‐317 5,13 585,834 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4924.4927.2Nuclei_fractions

P37802 DGTVLCELINALYPEGQAPVK[iTRAQ_Nterm]DGTVLC[Cys_CAM]ELINALYPEGQAPVK[iTRAQ_K]3 57-‐77 7,369 859,128 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13297.13300.3Nuclei_fractions
P37802 DGTVLCELINALYPEGQAPVK[iTRAQ_Nterm]DGTVLC[Cys_CAM]ELINALYPEGQAPVK[iTRAQ_K]3 57-‐77 5,148 644,596 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13318.13321.4Nuclei_fractions
P37802 DGTVLCELINALYPEGQAPVKK[iTRAQ_Nterm]DGTVLC[Cys_CAM]ELINALYPEGQAPVK[iTRAQ_K]K[iTRAQ_K]4 57-‐78 9,018 949,869 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12482.12485.3Nuclei_fractions
P37802 DGTVLCELINALYPEGQAPVKK[iTRAQ_Nterm]DGTVLC[Cys_CAM]ELINALYPEGQAPVK[iTRAQ_K]K[iTRAQ_K]4 57-‐78 6,992 712,648 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12474.12477.4Nuclei_fractions
P37802 DGTVLCELINALYPEGQAPVKK[iTRAQ_Nterm]DGTVLC[Cys_CAM]ELINALYPEGQAPVK[iTRAQ_K]K[iTRAQ_K]4 57-‐78 6,707 712,647 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12453.12456.4Nuclei_fractions
P37802 ENFQNWLK[iTRAQ_Nterm]ENFQNWLK[iTRAQ_K]2 49-‐56 5,482 683,872 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8236.8239.2Nuclei_fractions
P37802 ENFQNWLK[iTRAQ_Nterm]ENFQNWLK[iTRAQ_K]2 49-‐56 5,001 456,25 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8067.8070.3Nuclei_fractions
P37802 KIQASTMAFK[iTRAQ_Nterm]K[iTRAQ_K]IQASTM[Oxidation_M]AFK[iTRAQ_K]4 78-‐87 5,88 524,975 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4101.4104.3Nuclei_fractions
P37802 TLMNLGGLAVAR[iTRAQ_Nterm]TLM[Oxidation_M]NLGGLAVAR2 127-‐138 8,687 688,396 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6974.6977.2Nuclei_fractions
P37802 TLMNLGGLAVAR[iTRAQ_Nterm]TLM[Oxidation_M]NLGGLAVAR2 127-‐138 6,455 459,268 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6988.6991.3Nuclei_fractions
P37802 YGINTTDIFQTVDLWEGK[iTRAQ_Nterm]YGINTTDIFQTVDLWEGK[iTRAQ_K]2 102-‐119 9,847 1194,623 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12451.12454.2Nuclei_fractions
P37802 YGINTTDIFQTVDLWEGK[iTRAQ_Nterm]YGINTTDIFQTVDLWEGK[iTRAQ_K]2 102-‐119 8,036 796,75 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12464.12467.3Nuclei_fractions
P37802 YGINTTDIFQTVDLWEGK[iTRAQ_Nterm]YGINTTDIFQTVDLWEGK[iTRAQ_K]2 102-‐119 7,062 796,749 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12429.12432.3Nuclei_fractions

P38646 AQFEGIVTDLIR[iTRAQ_Nterm]AQFEGIVTDLIR1 303-‐314 8,863 753,431 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10904.10907.2Nuclei_fractions
P38646 AQFEGIVTDLIR[iTRAQ_Nterm]AQFEGIVTDLIR1 303-‐314 5,982 502,62 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10918.10921.3Nuclei_fractions
P38646 DAGQISGLNVLR[iTRAQ_Nterm]DAGQISGLNVLR1 161-‐172 9,156 693,895 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7109.7112.2Nuclei_fractions
P38646 DAGQISGLNVLR[iTRAQ_Nterm]DAGQISGLNVLR1 161-‐172 8,478 693,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7188.7191.2Nuclei_fractions
P38646 DAGQISGLNVLR[iTRAQ_Nterm]DAGQISGLNVLR1 161-‐172 7,963 693,896 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7262.7265.2Nuclei_fractions
P38646 DAGQISGLNVLR[iTRAQ_Nterm]DAGQISGLNVLR1 161-‐172 7,097 462,934 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7217.7220.3Nuclei_fractions
P38646 DAGQISGLNVLR[iTRAQ_Nterm]DAGQISGLNVLR1 161-‐172 6,405 462,932 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7284.7287.3Nuclei_fractions
P38646 ETAENYLGHTAK[iTRAQ_Nterm]ETAENYLGHTAK[iTRAQ_K]2 130-‐141 8,442 541,287 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4261.4264.3Nuclei_fractions



P38646 LLGQFTLIGIPPAPR[iTRAQ_Nterm]LLGQFTLIGIPPAPR1 453-‐467 8,805 869,033 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9974.9976.2Nuclei_fractions
P38646 LLGQFTLIGIPPAPR[iTRAQ_Nterm]LLGQFTLIGIPPAPR1 453-‐467 7,111 869,036 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10261.10262.2Nuclei_fractions
P38646 LLGQFTLIGIPPAPR[iTRAQ_Nterm]LLGQFTLIGIPPAPR1 453-‐467 7,073 579,691 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9969.9972.3Nuclei_fractions
P38646 VQQTVQDLFGR[iTRAQ_Nterm]VQQTVQDLFGR1 349-‐359 10,984 717,896 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9019.9022.2Nuclei_fractions
P38646 VQQTVQDLFGR[iTRAQ_Nterm]VQQTVQDLFGR1 349-‐359 9,029 717,897 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8827.8830.2Nuclei_fractions
P38646 VQQTVQDLFGR[iTRAQ_Nterm]VQQTVQDLFGR1 349-‐359 8,144 717,896 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8867.8870.2Nuclei_fractions

Q9UHB6 ELSVEEQIK[iTRAQ_Nterm]ELSVEEQIK[iTRAQ_K]2 579-‐587 5,418 681,892 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5276.5279.2Nuclei_fractions
Q9UHB6 ELSVEEQIKR[iTRAQ_Nterm]ELSVEEQIK[iTRAQ_K]R2 579-‐588 6,89 506,965 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4808.4811.3Nuclei_fractions
Q9UHB6 ELSVEEQIKR[iTRAQ_Nterm]ELSVEEQIK[iTRAQ_K]R2 579-‐588 6,509 759,943 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4816.4819.2Nuclei_fractions
Q9UHB6 ELSVEEQIKR[iTRAQ_Nterm]ELSVEEQIK[iTRAQ_K]R2 579-‐588 6,307 506,964 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4781.4784.3Nuclei_fractions
Q9UHB6 ETPHSPGVEDAPIAK[iTRAQ_Nterm]ET[PHOS]PHSPGVEDAPIAK[iTRAQ_K]3 326-‐340 5,555 639,321 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4220.4223.3Nuclei_fractions
Q9UHB6 IYCKPHFNQLFK[iTRAQ_Nterm]IYC[Cys_CAM]K[iTRAQ_K]PHFNQLFK[iTRAQ_K]4 276-‐287 5,72 676,38 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6338.6341.3Nuclei_fractions
Q9UHB6 KGWSMSEQSEESVGGR[iTRAQ_Nterm]K[iTRAQ_K]GWSM[Oxidation_M]SEQSEESVGGR3 454-‐469 6,271 686,67 2012_02_21_FRF_OT_70_ANF_TMT_N_03.3653.3656.3Nuclei_fractions
Q9UHB6 SEVQQPVHPKPLSPDSR[iTRAQ_Nterm]SEVQQPVHPK[iTRAQ_K]PLSPDSR2 190-‐206 5,053 548,055 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3535.3538.4Nuclei_fractions
Q9UHB6 SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_Nterm]SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_K]2 544-‐565 5,816 721,101 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12282.12285.4Nuclei_fractions
Q9UHB6 SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_Nterm]SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_K]2 544-‐565 5,635 721,101 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12310.12313.4Nuclei_fractions
Q9UHB6 SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_Nterm]SLNWSSFVDNTFAEEFTTQNQK[iTRAQ_K]2 544-‐565 5,471 721,103 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12326.12329.4Nuclei_fractions
Q9UHB6 YNVPLNR [iTRAQ_Nterm]YNVPLNR1 30-‐36 5,41 510,293 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4545.4548.2Nuclei_fractions

Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 8,317 544,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6351.6354.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 8,193 544,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6526.6529.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 5,536 544,819 2012_02_21_FRF_OT_80_ANF_TMT_N_12.11759.11762.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 5,077 544,821 2012_02_21_FRF_OT_80_ANF_TMT_N_12.11847.11850.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9HLQLAIR [iTRAQ_Nterm]HLQLAIR1 82-‐88 8,921 497,818 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4707.4710.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9LLGRVTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]LLGRVTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 96-‐118 7,904 886,885 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10148.10151.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9NDEELNK [iTRAQ_Nterm]NDEELNK[iTRAQ_K]2 89-‐95 4,796 575,303 2012_02_21_FRF_OT_68_ANF_TMT_N_01.2980.2983.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 9,875 1110,199 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8754.8756.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 8,605 740,464 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10985.10988.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 8,547 740,464 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10894.10897.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 8,156 1110,189 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11064.11067.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 8,121 740,464 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10922.10925.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,974 1110,191 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10852.10855.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,506 740,465 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8822.8823.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,352 740,464 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10880.10883.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,315 740,465 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11048.11051.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,172 740,468 2012_02_21_FRF_OT_78_ANF_TMT_N_10.12881.12882.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,083 740,464 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9878.9881.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 7,013 740,465 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11277.11278.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,666 740,462 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11175.11178.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,631 740,461 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10805.10808.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,458 740,461 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11370.11373.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,266 740,462 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8725.8728.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,17 1110,191 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10923.10926.2Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 6,153 740,467 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11767.11769.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,79 740,47 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11849.11852.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,775 740,466 2012_02_21_FRF_OT_78_ANF_TMT_N_10.12801.12803.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,542 740,463 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11672.11675.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,503 555,599 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10908.10911.4Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,38 555,599 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10964.10967.4Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,347 740,469 2012_02_21_FRF_OT_78_ANF_TMT_N_10.13023.13026.3Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 5,053 555,599 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10846.10849.4Nuclei_fractions



Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 100-‐118 4,891 555,599 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11013.11016.4Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPKK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]K[iTRAQ_K]3 100-‐119 6,095 623,656 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8558.8561.4Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPKK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]K[iTRAQ_K]3 100-‐119 5,753 623,657 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8605.8608.4Nuclei_fractions
Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9VTIAQGGVLPNIQAVLLPKK[iTRAQ_Nterm]VTIAQGGVLPNIQAVLLPK[iTRAQ_K]K[iTRAQ_K]3 100-‐119 5,702 623,657 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8592.8595.4Nuclei_fractions

AITIAGVPQSVTECVK[iTRAQ_Nterm]AITIAGVPQSVTEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 7,866 654,372 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7724.7727.3Nuclei_fractions
AITIAGVPQSVTECVK[iTRAQ_Nterm]AITIAGVPQSVTEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 7,305 654,373 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7703.7706.3Nuclei_fractions
AITIAGVPQSVTECVK[iTRAQ_Nterm]AITIAGVPQSVTEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 5,939 654,374 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7752.7755.3Nuclei_fractions
EVGSIIGK [iTRAQ_Nterm]EVGSIIGK[iTRAQ_K]2 24-‐31 5,709 545,84 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5253.5256.2Nuclei_fractions
EVGSIIGK [iTRAQ_Nterm]EVGSIIGK[iTRAQ_K]2 24-‐31 5,624 545,84 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5092.5095.2Nuclei_fractions
IITLTGPTNAIFK[iTRAQ_Nterm]IITLTGPTNAIFK[iTRAQ_K]2 58-‐70 7,155 839,016 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9734.9737.2Nuclei_fractions
IITLTGPTNAIFK[iTRAQ_Nterm]IITLTGPTNAIFK[iTRAQ_K]2 58-‐70 6,48 559,678 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9760.9763.3Nuclei_fractions
IITLTGPTNAIFK[iTRAQ_Nterm]IITLTGPTNAIFK[iTRAQ_K]2 58-‐70 5,287 559,678 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9746.9749.3Nuclei_fractions
IITLTGPTNAIFK[iTRAQ_Nterm]IITLTGPTNAIFK[iTRAQ_K]2 58-‐70 4,855 559,679 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9788.9791.3Nuclei_fractions
INISEGNCPER[iTRAQ_Nterm]INISEGNC[Cys_CAM]PER2 47-‐57 6,071 716,853 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4453.4456.2Nuclei_fractions
LVVPATQCGSLIGK[iTRAQ_Nterm]LVVPATQC[Cys_CAM]GSLIGK[iTRAQ_K]3 102-‐115 8,875 866,008 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7492.7495.2Nuclei_fractions
LVVPATQCGSLIGK[iTRAQ_Nterm]LVVPATQC[Cys_CAM]GSLIGK[iTRAQ_K]3 102-‐115 7,896 577,674 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7486.7489.3Nuclei_fractions
LVVPATQCGSLIGK[iTRAQ_Nterm]LVVPATQC[Cys_CAM]GSLIGK[iTRAQ_K]3 102-‐115 7,558 577,674 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7500.7503.3Nuclei_fractions
QVTITGSAASISLAQYLINAR[iTRAQ_Nterm]QVTITGSAASISLAQYLINAR1 326-‐346 10,154 774,44 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9980.9983.3Nuclei_fractions

ENVFQEHQTLK[iTRAQ_Nterm]ENVFQEHQTLK[iTRAQ_K]2 60-‐70 5,791 554,307 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4905.4908.3Nuclei_fractions
LRENVFQEHQTLK[iTRAQ_Nterm]LRENVFQEHQTLK[iTRAQ_K]2 58-‐70 5,65 483,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5187.5190.4Nuclei_fractions
LRENVFQEHQTLK[iTRAQ_Nterm]LRENVFQEHQTLK[iTRAQ_K]2 58-‐70 5,323 483,277 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5217.5220.4Nuclei_fractions
QDSAAVGFDYK[iTRAQ_Nterm]QDSAAVGFDYK[iTRAQ_K]2 280-‐290 4,881 744,892 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5263.5266.2Nuclei_fractions
TVPVEAVTSK[iTRAQ_Nterm]TVPVEAVTSK[iTRAQ_K]2 337-‐346 7,832 659,898 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4526.4529.2Nuclei_fractions
TVQGSGHQEHINIHK[iTRAQ_Nterm]TVQGSGHQEHINIHK[iTRAQ_K]2 43-‐57 5,091 494,022 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3181.3184.4Nuclei_fractions
YGLFPANYVELR[iTRAQ_Nterm]YGLFPANYVELR1 538-‐549 8,846 793,43 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10124.10127.2Nuclei_fractions
YGLFPANYVELRQ[iTRAQ_Nterm]YGLFPANYVELRQ1 538-‐550 7,74 857,458 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9733.9736.2Nuclei_fractions

AHLVAVFNEYQR[iTRAQ_Nterm]AHLVAVFNEYQR1 389-‐400 8,986 530,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6916.6919.3Nuclei_fractions
AHLVAVFNEYQR[iTRAQ_Nterm]AHLVAVFNEYQR1 389-‐400 8,66 795,929 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6911.6914.2Nuclei_fractions
GVGTDEACLIEILASR[iTRAQ_Nterm]GVGTDEAC[Cys_CAM]LIEILASR2 287-‐302 9,69 924,489 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11339.11342.2Nuclei_fractions
LLISLSQGNR[iTRAQ_Nterm]LLISLSQGNR1 337-‐346 8,113 622,879 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7640.7643.2Nuclei_fractions
NTPAFFAER[iTRAQ_Nterm]NTPAFFAER1 431-‐439 6,156 598,813 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6513.6516.2Nuclei_fractions
SETDLLDIR[iTRAQ_Nterm]SETDLLDIR1 462-‐470 5,825 603,327 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6978.6981.2Nuclei_fractions
TPVLFDIYEIK[iTRAQ_Nterm]TPVLFDIYEIK[iTRAQ_K]2 272-‐282 6,788 813,475 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11236.11239.2Nuclei_fractions
TPVLFDIYEIK[iTRAQ_Nterm]TPVLFDIYEIK[iTRAQ_K]2 272-‐282 6,002 542,651 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11235.11238.3Nuclei_fractions
TPVLFDIYEIK[iTRAQ_Nterm]TPVLFDIYEIK[iTRAQ_K]2 272-‐282 4,968 542,652 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11284.11287.3Nuclei_fractions

P29692,P29692_ISOFORM_2ATAPQTQHVSPMR[iTRAQ_Nterm]ATAPQTQHVSPM[Oxidation_M]R2 123-‐135 7,401 528,609 2012_02_21_FRF_OT_80_ANF_TMT_N_12.385.388.3Nuclei_fractions
P29692,P29692_ISOFORM_2GVVQELQQAISK[iTRAQ_Nterm]GVVQELQQAISK[iTRAQ_K]2 95-‐106 7,845 794,471 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9356.9359.2Nuclei_fractions
P29692,P29692_ISOFORM_2GVVQELQQAISK[iTRAQ_Nterm]GVVQELQQAISK[iTRAQ_K]2 95-‐106 7,671 794,477 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9467.9470.2Nuclei_fractions
P29692,P29692_ISOFORM_2GVVQELQQAISK[iTRAQ_Nterm]GVVQELQQAISK[iTRAQ_K]2 95-‐106 7,333 529,983 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9487.9490.3Nuclei_fractions
P29692,P29692_ISOFORM_2GVVQELQQAISK[iTRAQ_Nterm]GVVQELQQAISK[iTRAQ_K]2 95-‐106 5,702 529,984 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9355.9358.3Nuclei_fractions
P29692,P29692_ISOFORM_2IASLEVENQSLR[iTRAQ_Nterm]IASLEVENQSLR1 83-‐94 7,668 751,922 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6516.6519.2Nuclei_fractions
P29692,P29692_ISOFORM_2IASLEVENQSLR[iTRAQ_Nterm]IASLEVENQSLR1 83-‐94 7,15 501,617 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6524.6527.3Nuclei_fractions
P29692,P29692_ISOFORM_2SIQLDGLVWGASK[iTRAQ_Nterm]SIQLDGLVWGASK[iTRAQ_K]2 219-‐231 9,965 831,483 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9460.9463.2Nuclei_fractions
P29692,P29692_ISOFORM_2SIQLDGLVWGASK[iTRAQ_Nterm]SIQLDGLVWGASK[iTRAQ_K]2 219-‐231 9,732 831,482 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9509.9512.2Nuclei_fractions
P29692,P29692_ISOFORM_2SIQLDGLVWGASK[iTRAQ_Nterm]SIQLDGLVWGASK[iTRAQ_K]2 219-‐231 4,831 554,655 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9482.9485.3Nuclei_fractions
P29692,P29692_ISOFORM_2SLAGSSGPGASSGTSGDHGELVVR[iTRAQ_Nterm]SLAGSSGPGASSGTSGDHGELVVR1 59-‐82 12,464 777,057 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4406.4409.3Nuclei_fractions
P29692,P29692_ISOFORM_2SLAGSSGPGASSGTSGDHGELVVR[iTRAQ_Nterm]SLAGSSGPGASSGTSGDHGELVVR1 59-‐82 11,858 777,056 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4590.4593.3Nuclei_fractions
P29692,P29692_ISOFORM_2SLAGSSGPGASSGTSGDHGELVVR[iTRAQ_Nterm]SLAGSSGPGASSGTSGDHGELVVR1 59-‐82 11,568 777,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4529.4532.3Nuclei_fractions



P29692,P29692_ISOFORM_2SLAGSSGPGASSGTSGDHGELVVR[iTRAQ_Nterm]SLAGSSGPGASSGTSGDHGELVVR1 59-‐82 11,271 777,057 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4569.4572.3Nuclei_fractions

P60660,P60660_ISOFORM_Smoothmuscle,P14649ALGQNPTNAEVLK[iTRAQ_Nterm]ALGQNPTNAEVLK[iTRAQ_K]2 37-‐49 9,739 548,318 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5015.5018.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ALGQNPTNAEVLK[iTRAQ_Nterm]ALGQNPTNAEVLK[iTRAQ_K]2 37-‐49 8,624 821,972 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4989.4992.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ALGQNPTNAEVLK[iTRAQ_Nterm]ALGQNPTNAEVLK[iTRAQ_K]2 37-‐49 7,99 821,973 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5120.5123.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ALGQNPTNAEVLK[iTRAQ_Nterm]ALGQNPTNAEVLK[iTRAQ_K]2 37-‐49 7,693 821,973 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5043.5046.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649EAFQLFDR [iTRAQ_Nterm]EAFQLFDR1 13-‐20 5,64 585,308 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8189.8192.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649HVLVTLGEK[iTRAQ_Nterm]HVLVTLGEK[iTRAQ_K]2 110-‐118 6,465 642,401 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4968.4971.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649HVLVTLGEK[iTRAQ_Nterm]HVLVTLGEK[iTRAQ_K]2 110-‐118 4,968 428,603 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4954.4957.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ILYSQCGDVMR[iTRAQ_Nterm]ILYSQC[Cys_CAM]GDVM[Oxidation_M]R3 26-‐36 6,398 751,368 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5030.5033.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ILYSQCGDVMR[iTRAQ_Nterm]ILYSQC[Cys_CAM]GDVM[Oxidation_M]R3 26-‐36 6,067 501,248 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4889.4892.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ILYSQCGDVMR[iTRAQ_Nterm]ILYSQC[Cys_CAM]GDVM[Oxidation_M]R3 26-‐36 6,049 751,371 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5061.5064.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649ILYSQCGDVMR[iTRAQ_Nterm]ILYSQC[Cys_CAM]GDVM[Oxidation_M]R3 26-‐36 5,985 751,368 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4861.4864.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649NKDQGTYEDYVEGLR[iTRAQ_Nterm]NK[iTRAQ_K]DQGTYEDYVEGLR2 79-‐93 9,893 1038,02 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6150.6153.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649NKDQGTYEDYVEGLR[iTRAQ_Nterm]NK[iTRAQ_K]DQGTYEDYVEGLR2 79-‐93 9,751 1038,018 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6131.6134.2Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649NKDQGTYEDYVEGLR[iTRAQ_Nterm]NK[iTRAQ_K]DQGTYEDYVEGLR2 79-‐93 9,553 692,349 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6164.6167.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649NKDQGTYEDYVEGLR[iTRAQ_Nterm]NK[iTRAQ_K]DQGTYEDYVEGLR2 79-‐93 8,531 692,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6192.6195.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649NKDQGTYEDYVEGLR[iTRAQ_Nterm]NK[iTRAQ_K]DQGTYEDYVEGLR2 79-‐93 8,027 692,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6122.6125.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649VLDFEHFLPMLQTVAK[iTRAQ_Nterm]VLDFEHFLPM[Oxidation_M]LQTVAK[iTRAQ_K]3 63-‐78 7,206 731,409 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10828.10831.3Nuclei_fractions
P60660,P60660_ISOFORM_Smoothmuscle,P14649VLDFEHFLPMLQTVAK[iTRAQ_Nterm]VLDFEHFLPM[Oxidation_M]LQTVAK[iTRAQ_K]3 63-‐78 7,04 731,408 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11217.11220.3Nuclei_fractions

O75083,O75083_ISOFORM_2FGAVFLWDSGSSVGEITGHNK[iTRAQ_Nterm]FGAVFLWDSGSSVGEITGHNK[iTRAQ_K]2 126-‐146 11,287 832,764 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10115.10118.3Nuclei_fractions
O75083,O75083_ISOFORM_2LYSILGTTLKDEGK[iTRAQ_Nterm]LYSILGTTLK[iTRAQ_K]DEGK[iTRAQ_K]3 470-‐483 6,407 657,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9018.9021.3Nuclei_fractions
O75083,O75083_ISOFORM_2LYSILGTTLKDEGK[iTRAQ_Nterm]LYSILGTTLK[iTRAQ_K]DEGK[iTRAQ_K]3 470-‐483 6,15 657,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9067.9070.3Nuclei_fractions
O75083,O75083_ISOFORM_2NIDNPALADIYTEHAHQVVVAK[iTRAQ_Nterm]NIDNPALADIYTEHAHQVVVAK[iTRAQ_K]2 43-‐64 5,526 677,367 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7208.7211.4Nuclei_fractions
O75083,O75083_ISOFORM_2SIQCLTVHK[iTRAQ_Nterm]SIQC[Cys_CAM]LTVHK[iTRAQ_K]3 321-‐329 5,782 458,599 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4750.4753.3Nuclei_fractions
O75083,O75083_ISOFORM_2VFASLPQVER[iTRAQ_Nterm]VFASLPQVER1 7-‐16 5,666 645,372 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7501.7504.2Nuclei_fractions
O75083,O75083_ISOFORM_2VINSVDIK [iTRAQ_Nterm]VINSVDIK[iTRAQ_K]2 147-‐154 4,851 588,367 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5212.5215.2Nuclei_fractions
O75083,O75083_ISOFORM_2YTSLMLR [iTRAQ_Nterm]YTSLM[Oxidation_M]LR2 389-‐395 5,577 522,287 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5743.5746.2Nuclei_fractions

Q8NBS9 ALAPTWEQLALGLEHSETVK[iTRAQ_Nterm]ALAPTWEQLALGLEHSETVK[iTRAQ_K]2 190-‐209 11,157 827,793 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11206.11209.3Nuclei_fractions
Q8NBS9 ALAPTWEQLALGLEHSETVK[iTRAQ_Nterm]ALAPTWEQLALGLEHSETVK[iTRAQ_K]2 190-‐209 10,403 827,796 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11186.11189.3Nuclei_fractions
Q8NBS9 ALAPTWEQLALGLEHSETVK[iTRAQ_Nterm]ALAPTWEQLALGLEHSETVK[iTRAQ_K]2 190-‐209 10,046 827,793 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11234.11237.3Nuclei_fractions
Q8NBS9 EFPGLAGVK[iTRAQ_Nterm]EFPGLAGVK[iTRAQ_K]2 335-‐343 5,318 603,36 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6878.6881.2Nuclei_fractions
Q8NBS9 EFPGLAGVK[iTRAQ_Nterm]EFPGLAGVK[iTRAQ_K]2 335-‐343 4,847 603,361 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7017.7020.2Nuclei_fractions
Q8NBS9 FVLSQAKDEL[iTRAQ_Nterm]FVLSQAK[iTRAQ_K]DEL2 391-‐400 4,752 479,945 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8324.8327.3Nuclei_fractions
Q8NBS9 IGKVDCTQHYELCSGNQVR[iTRAQ_Nterm]IGK[iTRAQ_K]VDC[Cys_CAM]TQHYELC[Cys_CAM]SGNQVR4 210-‐228 7,359 638,821 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4809.4812.4Nuclei_fractions
Q8NBS9 VDCTAHSDVCSAQGVR[iTRAQ_Nterm]VDC[Cys_CAM]TAHSDVC[Cys_CAM]SAQGVR3 87-‐102 9,563 953,44 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3395.3398.2Nuclei_fractions
Q8NBS9 VDCTAHSDVCSAQGVR[iTRAQ_Nterm]VDC[Cys_CAM]TAHSDVC[Cys_CAM]SAQGVR3 87-‐102 7,525 635,962 2012_02_21_FRF_OT_72_ANF_TMT_N_05.347.350.3Nuclei_fractions
Q8NBS9 VDCTAHSDVCSAQGVR[iTRAQ_Nterm]VDC[Cys_CAM]TAHSDVC[Cys_CAM]SAQGVR3 87-‐102 7,352 635,962 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3400.3403.3Nuclei_fractions
Q8NBS9 VDCTQHYELCSGNQVR[iTRAQ_Nterm]VDC[Cys_CAM]TQHYELC[Cys_CAM]SGNQVR3 213-‐228 6,815 703,992 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4408.4411.3Nuclei_fractions

P00338,P00338_ISOFORM_2DLADELALVDVIEDKLK[iTRAQ_Nterm]DLADELALVDVIEDK[iTRAQ_K]LK[iTRAQ_K]3 42-‐58 5,407 583,59 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12900.12903.4Nuclei_fractions
P00338,P00338_ISOFORM_2KSADTLWGIQK[iTRAQ_Nterm]K[iTRAQ_K]SADTLWGIQK[iTRAQ_K]3 317-‐327 5,542 560,333 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6105.6108.3Nuclei_fractions
P00338,P00338_ISOFORM_2LLIVSNPVDILTYVAWK[iTRAQ_Nterm]LLIVSNPVDILTYVAWK[iTRAQ_K]2 132-‐148 6,227 744,783 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12625.12628.3Nuclei_fractions
P00338,P00338_ISOFORM_2LVIITAGAR[iTRAQ_Nterm]LVIITAGAR1 90-‐98 5,232 529,346 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6570.6573.2Nuclei_fractions
P00338,P00338_ISOFORM_2QVVESAYEVIK[iTRAQ_Nterm]QVVESAYEVIK[iTRAQ_K]2 232-‐242 5,583 518,3 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6986.6989.3Nuclei_fractions
P00338,P00338_ISOFORM_2SADTLWGIQK[iTRAQ_Nterm]SADTLWGIQK[iTRAQ_K]2 318-‐327 6,674 703,898 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7255.7258.2Nuclei_fractions
P00338,P00338_ISOFORM_2SADTLWGIQK[iTRAQ_Nterm]SADTLWGIQK[iTRAQ_K]2 318-‐327 5,158 469,601 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7243.7246.3Nuclei_fractions
P00338,P00338_ISOFORM_2VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 157-‐168 10,114 696,856 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4482.4485.2Nuclei_fractions
P00338,P00338_ISOFORM_2VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 157-‐168 9,184 696,856 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4485.4488.2Nuclei_fractions
P00338,P00338_ISOFORM_2VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 157-‐168 7,849 696,855 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4484.4487.2Nuclei_fractions



P00338,P00338_ISOFORM_2VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 157-‐168 7,487 464,906 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4513.4516.3Nuclei_fractions

P26038 AKFYPEDVSEELIQDITQR[iTRAQ_Nterm]AK[iTRAQ_K]FYPEDVSEELIQDITQR2 81-‐99 5,712 857,122 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11752.11755.3Nuclei_fractions
P26038 ALTSELANAR[iTRAQ_Nterm]ALTSELANAR1 523-‐532 7,574 595,338 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5170.5173.2Nuclei_fractions
P26038 ALTSELANAR[iTRAQ_Nterm]ALTSELANAR1 523-‐532 7,122 595,337 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5350.5353.2Nuclei_fractions
P26038 APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 263-‐272 7,147 663,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8809.8812.2Nuclei_fractions
P26038 APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 263-‐272 6,392 663,854 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8749.8752.2Nuclei_fractions
P26038 AQMVQEDLEK[iTRAQ_Nterm]AQMVQEDLEK[iTRAQ_K]2 448-‐457 6,972 739,893 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4932.4935.2Nuclei_fractions
P26038 ESEAVEWQQK[iTRAQ_Nterm]ESEAVEWQQK[iTRAQ_K]2 438-‐447 5,639 507,932 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4604.4607.3Nuclei_fractions
P26038 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,595 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10307.10310.2Nuclei_fractions
P26038 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,171 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10265.10268.2Nuclei_fractions
P26038 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 6,021 624,847 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9834.9837.2Nuclei_fractions
P26038 IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 237-‐245 5,605 624,845 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10301.10304.2Nuclei_fractions
P26038 KAPDFVFYAPR[iTRAQ_Nterm]K[iTRAQ_K]APDFVFYAPR2 262-‐272 4,995 533,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7599.7602.3Nuclei_fractions

P00387_ISOFORM_2,P00387_CHAIN_0,P00387DILLRPELEELR[iTRAQ_Nterm]DILLRPELEELR1 189-‐200 7,911 547,321 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8132.8135.3Nuclei_fractions
P00387_ISOFORM_2,P00387_CHAIN_0,P00387GFVDLVIK [iTRAQ_Nterm]GFVDLVIK[iTRAQ_K]2 78-‐85 5,226 589,874 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8970.8973.2Nuclei_fractions
P00387_ISOFORM_2,P00387_CHAIN_0,P00387GPSGLLVYQGK[iTRAQ_Nterm]GPSGLLVYQGK[iTRAQ_K]2 118-‐128 9,094 703,917 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6675.6678.2Nuclei_fractions
P00387_ISOFORM_2,P00387_CHAIN_0,P00387LIDREIISHDTR[iTRAQ_Nterm]LIDREIISHDTR1 21-‐32 5,78 403,729 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4876.4879.4Nuclei_fractions
P00387_ISOFORM_2,P00387_CHAIN_0,P00387STPAITLESPDIKYPLR[iTRAQ_Nterm]STPAITLESPDIK[iTRAQ_K]YPLR2 4-‐20 7,424 730,422 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7928.7931.3Nuclei_fractions
P00387_ISOFORM_2,P00387_CHAIN_0,P00387SVGMIAGGTGITPMLQVIR[iTRAQ_Nterm]SVGM[Oxidation_M]IAGGTGITPM[Oxidation_M]LQVIR3 148-‐166 9,068 693,047 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7695.7698.3Nuclei_fractions

P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47ECLPLIIFLR[iTRAQ_Nterm]EC[Cys_CAM]LPLIIFLR2 39-‐48 8,117 709,423 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12234.12237.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47ECLPLIIFLR[iTRAQ_Nterm]EC[Cys_CAM]LPLIIFLR2 39-‐48 7,902 709,428 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11165.11167.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47ECLPLIIFLR[iTRAQ_Nterm]EC[Cys_CAM]LPLIIFLR2 39-‐48 7,732 709,42 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12288.12291.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47ECLPLIIFLR[iTRAQ_Nterm]EC[Cys_CAM]LPLIIFLR2 39-‐48 6,898 709,419 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11654.11657.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47ECLPLIIFLR[iTRAQ_Nterm]EC[Cys_CAM]LPLIIFLR2 39-‐48 4,821 473,284 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12206.12209.3Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47FDTGNLCMVTGGANLGR[iTRAQ_Nterm]FDTGNLC[Cys_CAM]M[Oxidation_M]VTGGANLGR3 174-‐190 5,992 648,31 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7154.7157.3Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47GIPHLVTHDAR[iTRAQ_Nterm]GIPHLVTHDAR1 134-‐144 9,1 680,386 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3964.3967.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47GIPHLVTHDAR[iTRAQ_Nterm]GIPHLVTHDAR1 134-‐144 5,606 453,926 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3915.3918.3Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47LSNIFVIGK [iTRAQ_Nterm]LSNIFVIGK[iTRAQ_K]2 221-‐229 7,611 426,938 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9531.9534.3Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47LSNIFVIGK [iTRAQ_Nterm]LSNIFVIGK[iTRAQ_K]2 221-‐229 7,511 639,904 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9517.9520.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47LTGVFAPR [iTRAQ_Nterm]LTGVFAPR1 22-‐29 8,535 502,805 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6722.6725.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47LTGVFAPR [iTRAQ_Nterm]LTGVFAPR1 22-‐29 6,142 502,804 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6695.6698.2Nuclei_fractions
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47YALTGDEVKK[iTRAQ_Nterm]YALTGDEVK[iTRAQ_K]K[iTRAQ_K]3 53-‐62 4,916 519,307 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4316.4319.3Nuclei_fractions

O00148 DFLLKPELLR[iTRAQ_Nterm]DFLLK[iTRAQ_K]PELLR2 47-‐56 5,586 766,479 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9089.9092.2Nuclei_fractions
O00148 DFLLKPELLR[iTRAQ_Nterm]DFLLK[iTRAQ_K]PELLR2 47-‐56 4,998 766,478 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8930.8933.2Nuclei_fractions
O00148 DVQEIFR [iTRAQ_Nterm]DVQEIFR1 208-‐214 5,791 525,788 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6242.6245.2Nuclei_fractions
O00148 ELAFQISK [iTRAQ_Nterm]ELAFQISK[iTRAQ_K]2 122-‐129 4,96 408,579 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6949.6952.3Nuclei_fractions
O00148 GLAITFVSDENDAK[iTRAQ_Nterm]GLAITFVSDENDAK[iTRAQ_K]2 383-‐396 6,152 589,983 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7698.7701.3Nuclei_fractions
O00148 GSYVSIHSSGFR[iTRAQ_Nterm]GSYVSIHSSGFR1 35-‐46 6,401 480,917 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4748.4751.3Nuclei_fractions
O00148 ILVATNLFGR[iTRAQ_Nterm]ILVATNLFGR1 338-‐347 8,964 624,384 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9025.9028.2Nuclei_fractions
O00148 ILVATNLFGR[iTRAQ_Nterm]ILVATNLFGR1 338-‐347 7,381 416,592 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9046.9049.3Nuclei_fractions
O00148 VSVFFGGLSIK[iTRAQ_Nterm]VSVFFGGLSIK[iTRAQ_K]2 143-‐153 6,231 721,438 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10546.10549.2Nuclei_fractions
O00148 VSVFFGGLSIK[iTRAQ_Nterm]VSVFFGGLSIK[iTRAQ_K]2 143-‐153 5,725 481,295 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10552.10555.3Nuclei_fractions

P23246_ISOFORM_ShortFAQHGTFEYEYSQR[iTRAQ_Nterm]FAQHGTFEYEYSQR1 480-‐493 8,2 636,301 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5648.5651.3Nuclei_fractions
P23246_ISOFORM_ShortFATHAAALSVR[iTRAQ_Nterm]FATHAAALSVR1 366-‐376 5,771 429,915 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4722.4725.3Nuclei_fractions
P23246_ISOFORM_ShortFGQGGAGPVGGQGPR[iTRAQ_Nterm]FGQGGAGPVGGQGPR1 667-‐681 9,006 743,388 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4071.4074.2Nuclei_fractions
P23246_ISOFORM_ShortFGQGGAGPVGGQGPR[iTRAQ_Nterm]FGQGGAGPVGGQGPR1 667-‐681 7,5 495,927 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4070.4073.3Nuclei_fractions
P23246_ISOFORM_ShortGIVEFASKPAAR[iTRAQ_Nterm]GIVEFASK[iTRAQ_K]PAAR2 414-‐425 8,284 511,971 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5414.5417.3Nuclei_fractions



P23246_ISOFORM_ShortLFVGNLPADITEDEFK[iTRAQ_Nterm]LFVGNLPADITEDEFK[iTRAQ_K]2 299-‐314 5,6 699,376 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10744.10747.3Nuclei_fractions
P23246_ISOFORM_ShortLFVGNLPADITEDEFKR[iTRAQ_Nterm]LFVGNLPADITEDEFK[iTRAQ_K]R2 299-‐315 7,079 751,411 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9912.9915.3Nuclei_fractions

ATILDLSCNK[iTRAQ_Nterm]ATILDLSC[Cys_CAM]NK[iTRAQ_K]3 41-‐50 7,451 474,936 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6662.6665.3Nuclei_fractions
ATILDLSCNK[iTRAQ_Nterm]ATILDLSC[Cys_CAM]NK[iTRAQ_K]3 41-‐50 6,98 711,899 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6668.6671.2Nuclei_fractions
ATILDLSCNK[iTRAQ_Nterm]ATILDLSC[Cys_CAM]NK[iTRAQ_K]3 41-‐50 5,819 474,935 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6797.6800.3Nuclei_fractions
ATILDLSCNK[iTRAQ_Nterm]ATILDLSC[Cys_CAM]NK[iTRAQ_K]3 41-‐50 5,221 711,881 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6842.6845.2Nuclei_fractions
ATILDLSCNK[iTRAQ_Nterm]ATILDLSC[Cys_CAM]NK[iTRAQ_K]3 41-‐50 5,178 474,934 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6813.6816.3Nuclei_fractions
DNPLDPVLAK[iTRAQ_Nterm]DNPLDPVLAK[iTRAQ_K]2 117-‐126 5,786 685,4 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6528.6531.2Nuclei_fractions
DNPLDPVLAK[iTRAQ_Nterm]DNPLDPVLAK[iTRAQ_K]2 117-‐126 5,517 457,269 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6523.6526.3Nuclei_fractions
LQQLPADFGR[iTRAQ_Nterm]LQQLPADFGR1 74-‐83 6,915 644,861 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6961.6964.2Nuclei_fractions
LQQLPADFGR[iTRAQ_Nterm]LQQLPADFGR1 74-‐83 5,525 644,862 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7093.7096.2Nuclei_fractions
LTTLPSDFCGLTHLVK[iTRAQ_Nterm]LTTLPSDFC[Cys_CAM]GLTHLVK[iTRAQ_K]3 51-‐66 9,302 1045,584 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9723.9726.2Nuclei_fractions
LTTLPSDFCGLTHLVK[iTRAQ_Nterm]LTTLPSDFC[Cys_CAM]GLTHLVK[iTRAQ_K]3 51-‐66 8,483 697,391 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9688.9691.3Nuclei_fractions
LVNLQHLDLLNNK[iTRAQ_Nterm]LVNLQHLDLLNNK[iTRAQ_K]2 84-‐96 8,4 911,546 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8807.8810.2Nuclei_fractions
LVNLQHLDLLNNK[iTRAQ_Nterm]LVNLQHLDLLNNK[iTRAQ_K]2 84-‐96 7,788 608,031 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8806.8809.3Nuclei_fractions
LVNLQHLDLLNNK[iTRAQ_Nterm]LVNLQHLDLLNNK[iTRAQ_K]2 84-‐96 7,416 608,033 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8778.8781.3Nuclei_fractions
LVTLPVSFAQLK[iTRAQ_Nterm]LVTLPVSFAQLK[iTRAQ_K]2 97-‐108 5,91 802,506 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10551.10554.2Nuclei_fractions
LVTLPVSFAQLK[iTRAQ_Nterm]LVTLPVSFAQLK[iTRAQ_K]2 97-‐108 5,609 535,34 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10544.10547.3Nuclei_fractions
LVTLPVSFAQLK[iTRAQ_Nterm]LVTLPVSFAQLK[iTRAQ_K]2 97-‐108 4,887 535,341 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10630.10633.3Nuclei_fractions

AAAQCYIDLIIK[iTRAQ_Nterm]AAAQC[Cys_CAM]YIDLIIK[iTRAQ_K]3 280-‐291 8,496 833,979 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10077.10080.2Nuclei_fractions
AAAQCYIDLIIK[iTRAQ_Nterm]AAAQC[Cys_CAM]YIDLIIK[iTRAQ_K]3 280-‐291 4,92 556,32 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10064.10067.3Nuclei_fractions
DLQHPNEFIR[iTRAQ_Nterm]DLQHPNEFIR1 108-‐117 5,309 471,585 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5178.5181.3Nuclei_fractions
TLQLALDLVSSR[iTRAQ_Nterm]TLQLALDLVSSR1 340-‐351 8,459 487,293 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10903.10906.3Nuclei_fractions
TLQLALDLVSSR[iTRAQ_Nterm]TLQLALDLVSSR1 340-‐351 8,069 730,434 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10876.10879.2Nuclei_fractions
TLQLALDLVSSR[iTRAQ_Nterm]TLQLALDLVSSR1 340-‐351 7,254 730,434 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10542.10545.2Nuclei_fractions
TLQLALDLVSSR[iTRAQ_Nterm]TLQLALDLVSSR1 340-‐351 7,098 730,438 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10930.10933.2Nuclei_fractions
VLQDLVMDILR[iTRAQ_Nterm]VLQDLVM[Oxidation_M]DILR2 317-‐327 7,651 737,926 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13500.13503.2Nuclei_fractions
VLSTPDLEVR[iTRAQ_Nterm]VLSTPDLEVR1 328-‐337 5,914 636,866 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6507.6510.2Nuclei_fractions
YEAAGTLVTLSSAPTAIK[iTRAQ_Nterm]YEAAGTLVTLSSAPTAIK[iTRAQ_K]2 262-‐279 7,842 694,395 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8440.8443.3Nuclei_fractions
YEAAGTLVTLSSAPTAIK[iTRAQ_Nterm]YEAAGTLVTLSSAPTAIK[iTRAQ_K]2 262-‐279 6,398 694,4 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8579.8582.3Nuclei_fractions

P25398 DVIEEYFK [iTRAQ_Nterm]DVIEEYFK[iTRAQ_K]2 121-‐128 5,226 665,859 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8594.8597.2Nuclei_fractions
P25398 KLGEWVGLCK[iTRAQ_Nterm]K[iTRAQ_K]LGEWVGLC[Cys_CAM]K[iTRAQ_K]4 83-‐92 5,611 541,32 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6882.6885.3Nuclei_fractions
P25398 KVVGCSCVVVK[iTRAQ_Nterm]K[iTRAQ_K]VVGC[Cys_CAM]SC[Cys_CAM]VVVK[iTRAQ_K]5 101-‐111 6,464 556,328 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3974.3977.3Nuclei_fractions
P25398 KVVGCSCVVVK[iTRAQ_Nterm]K[iTRAQ_K]VVGC[Cys_CAM]SC[Cys_CAM]VVVK[iTRAQ_K]5 101-‐111 6,413 833,991 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4009.4012.2Nuclei_fractions
P25398 LGEWVGLCK[iTRAQ_Nterm]LGEWVGLC[Cys_CAM]K[iTRAQ_K]3 84-‐92 6,14 675,379 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8473.8476.2Nuclei_fractions
P25398 LGEWVGLCK[iTRAQ_Nterm]LGEWVGLC[Cys_CAM]K[iTRAQ_K]3 84-‐92 5,974 675,379 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8640.8643.2Nuclei_fractions
P25398 LVEALCAEHQINLIK[iTRAQ_Nterm]LVEALC[Cys_CAM]AEHQINLIK[iTRAQ_K]3 63-‐77 6,741 680,392 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8566.8569.3Nuclei_fractions
P25398 TALIHDGLAR[iTRAQ_Nterm]TALIHDGLAR1 23-‐32 6,919 404,239 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4627.4630.3Nuclei_fractions
P25398 TALIHDGLAR[iTRAQ_Nterm]TALIHDGLAR1 23-‐32 6,083 605,856 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4635.4638.2Nuclei_fractions
P25398 TALIHDGLAR[iTRAQ_Nterm]TALIHDGLAR1 23-‐32 5,314 404,24 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4636.4639.3Nuclei_fractions
P25398 VVGCSCVVVK[iTRAQ_Nterm]VVGC[Cys_CAM]SC[Cys_CAM]VVVK[iTRAQ_K]4 102-‐111 6,405 697,891 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4869.4872.2Nuclei_fractions

O43852,O43852_ISOFORM_2EEIVDKYDLFVGSQATDFGEALVR[iTRAQ_Nterm]EEIVDK[iTRAQ_K]YDLFVGSQATDFGEALVR2 269-‐292 7,887 997,184 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11310.11313.3Nuclei_fractions
O43852,O43852_ISOFORM_2EEIVDKYDLFVGSQATDFGEALVR[iTRAQ_Nterm]EEIVDK[iTRAQ_K]YDLFVGSQATDFGEALVR2 269-‐292 5,054 748,139 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11311.11314.4Nuclei_fractions
O43852,O43852_ISOFORM_2HLVYESDQNKDGK[iTRAQ_Nterm]HLVYESDQNK[iTRAQ_K]DGK[iTRAQ_K]3 253-‐265 5,694 492,017 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3191.3194.4Nuclei_fractions
O43852,O43852_ISOFORM_2IDGDKDGFVTVDELK[iTRAQ_Nterm]IDGDK[iTRAQ_K]DGFVTVDELK[iTRAQ_K]3 61-‐75 7,133 695,047 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6899.6902.3Nuclei_fractions
O43852,O43852_ISOFORM_2IDGDKDGFVTVDELK[iTRAQ_Nterm]IDGDK[iTRAQ_K]DGFVTVDELK[iTRAQ_K]3 61-‐75 6,55 695,048 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6873.6876.3Nuclei_fractions
O43852,O43852_ISOFORM_2TFDQLTPEESK[iTRAQ_Nterm]TFDQLTPEESK[iTRAQ_K]2 41-‐51 9,51 791,916 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5305.5308.2Nuclei_fractions
O43852,O43852_ISOFORM_2TFDQLTPEESKER[iTRAQ_Nterm]TFDQLTPEESK[iTRAQ_K]ER2 41-‐53 8,189 934,487 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4646.4649.2Nuclei_fractions



O43852,O43852_ISOFORM_2TFDQLTPEESKER[iTRAQ_Nterm]TFDQLTPEESK[iTRAQ_K]ER2 41-‐53 8 623,327 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4624.4627.3Nuclei_fractions
O43852,O43852_ISOFORM_2TFDQLTPEESKER[iTRAQ_Nterm]TFDQLTPEESK[iTRAQ_K]ER2 41-‐53 6,101 467,746 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4647.4650.4Nuclei_fractions
O43852,O43852_ISOFORM_2WIYEDVER [iTRAQ_Nterm]WIYEDVER1 85-‐92 5,072 627,316 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7293.7296.2Nuclei_fractions

P52272_CHAIN_0,P52272AFITNIPFDVK[iTRAQ_Nterm]AFITNIPFDVK[iTRAQ_K]2 73-‐83 6,421 776,953 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9916.9919.2Nuclei_fractions
P52272_CHAIN_0,P52272AFITNIPFDVK[iTRAQ_Nterm]AFITNIPFDVK[iTRAQ_K]2 73-‐83 5,954 776,954 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9810.9813.2Nuclei_fractions
P52272_CHAIN_0,P52272GCAVVEFK[iTRAQ_Nterm]GC[Cys_CAM]AVVEFK[iTRAQ_K]3 113-‐120 5,003 599,333 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5337.5340.2Nuclei_fractions
P52272_CHAIN_0,P52272GNFGGSFAGSFGGAGGHAPGVAR[iTRAQ_Nterm]GNFGGSFAGSFGGAGGHAPGVAR1 589-‐611 11,862 727,022 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6624.6627.3Nuclei_fractions
P52272_CHAIN_0,P52272INEILSNALK[iTRAQ_Nterm]INEILSNALK[iTRAQ_K]2 333-‐342 7,057 701,931 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8999.9002.2Nuclei_fractions
P52272_CHAIN_0,P52272INEILSNALK[iTRAQ_Nterm]INEILSNALK[iTRAQ_K]2 333-‐342 6,959 468,29 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9007.9010.3Nuclei_fractions
P52272_CHAIN_0,P52272INEILSNALK[iTRAQ_Nterm]INEILSNALK[iTRAQ_K]2 333-‐342 5,746 701,935 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9139.9142.2Nuclei_fractions
P52272_CHAIN_0,P52272INEILSNALK[iTRAQ_Nterm]INEILSNALK[iTRAQ_K]2 333-‐342 5,133 468,29 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9158.9161.3Nuclei_fractions
P52272_CHAIN_0,P52272LGSTVFVANLDYK[iTRAQ_Nterm]LGSTVFVANLDYK[iTRAQ_K]2 163-‐175 6,709 572,326 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8888.8891.3Nuclei_fractions
P52272_CHAIN_0,P52272NLPFDFTWK[iTRAQ_Nterm]NLPFDFTWK[iTRAQ_K]2 620-‐628 6,213 728,398 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10609.10612.2Nuclei_fractions
P52272_CHAIN_0,P52272NLPFDFTWK[iTRAQ_Nterm]NLPFDFTWK[iTRAQ_K]2 620-‐628 5,396 485,935 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10630.10633.3Nuclei_fractions

P21291 GFGFGQGAGALVHSE[iTRAQ_Nterm]GFGFGQGAGALVHSE1 178-‐192 9,652 526,6 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7784.7787.3Nuclei_fractions
P21291 GFGFGQGAGALVHSE[iTRAQ_Nterm]GFGFGQGAGALVHSE1 178-‐192 8,836 789,397 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7783.7786.2Nuclei_fractions
P21291 GLESTTLADKDGEIYCK[iTRAQ_Nterm]GLESTTLADK[iTRAQ_K]DGEIYC[Cys_CAM]K[iTRAQ_K]4 151-‐167 8,873 778,073 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5604.5607.3Nuclei_fractions
P21291 GLESTTLADKDGEIYCK[iTRAQ_Nterm]GLESTTLADK[iTRAQ_K]DGEIYC[Cys_CAM]K[iTRAQ_K]4 151-‐167 5,231 583,807 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5625.5628.4Nuclei_fractions
P21291 KNLDSTTVAVHGEEIYCK[iTRAQ_Nterm]K[iTRAQ_K]NLDSTTVAVHGEEIYC[Cys_CAM]K[iTRAQ_K]4 41-‐58 6,802 624,834 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4848.4851.4Nuclei_fractions
P21291 KNLDSTTVAVHGEEIYCK[iTRAQ_Nterm]K[iTRAQ_K]NLDSTTVAVHGEEIYC[Cys_CAM]K[iTRAQ_K]4 41-‐58 5,293 624,835 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4820.4823.4Nuclei_fractions
P21291 NLDSTTVAVHGEEIYCK[iTRAQ_Nterm]NLDSTTVAVHGEEIYC[Cys_CAM]K[iTRAQ_K]3 42-‐58 9,197 742,044 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5762.5765.3Nuclei_fractions
P21291 TVYFAEEVQCEGNSFHK[iTRAQ_Nterm]TVYFAEEVQC[Cys_CAM]EGNSFHK[iTRAQ_K]3 15-‐31 8,526 778,373 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7518.7521.3Nuclei_fractions
P21291 TVYFAEEVQCEGNSFHK[iTRAQ_Nterm]TVYFAEEVQC[Cys_CAM]EGNSFHK[iTRAQ_K]3 15-‐31 5,213 584,035 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7525.7528.4Nuclei_fractions

P13674,P13674_ISOFORM_2ATISNPITGDLETVHYR[iTRAQ_Nterm]ATISNPITGDLETVHYR1 346-‐362 7,12 677,693 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7573.7576.3Nuclei_fractions
P13674,P13674_ISOFORM_2DPEGFVGHPVNAFK[iTRAQ_Nterm]DPEGFVGHPVNAFK[iTRAQ_K]2 56-‐69 6,994 601,321 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6543.6546.3Nuclei_fractions
P13674,P13674_ISOFORM_2DPEGFVGHPVNAFK[iTRAQ_Nterm]DPEGFVGHPVNAFK[iTRAQ_K]2 56-‐69 6,764 601,321 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6508.6511.3Nuclei_fractions
P13674,P13674_ISOFORM_2LLELDPEHQR[iTRAQ_Nterm]LLELDPEHQR1 214-‐223 5,103 465,256 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6278.6281.3Nuclei_fractions
P13674,P13674_ISOFORM_2LNTEWSELENLVLK[iTRAQ_Nterm]LNTEWSELENLVLK[iTRAQ_K]2 74-‐87 7,574 659,369 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12487.12490.3Nuclei_fractions
P13674,P13674_ISOFORM_2LTSTATKDPEGFVGHPVNAFK[iTRAQ_Nterm]LTSTATK[iTRAQ_K]DPEGFVGHPVNAFK[iTRAQ_K]3 49-‐69 5,334 662,866 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6629.6632.4Nuclei_fractions
P13674,P13674_ISOFORM_2LTSTATKDPEGFVGHPVNAFK[iTRAQ_Nterm]LTSTATK[iTRAQ_K]DPEGFVGHPVNAFK[iTRAQ_K]3 49-‐69 5,021 662,866 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6615.6618.4Nuclei_fractions
P13674,P13674_ISOFORM_2SAWLSGYENPVVSR[iTRAQ_Nterm]SAWLSGYENPVVSR1 366-‐379 10,513 854,943 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8194.8197.2Nuclei_fractions
P13674,P13674_ISOFORM_2SAWLSGYENPVVSR[iTRAQ_Nterm]SAWLSGYENPVVSR1 366-‐379 5,189 570,293 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8083.8086.3Nuclei_fractions

P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492ALAAAGYDVEK[iTRAQ_Nterm]ALAAAGYDVEK[iTRAQ_K]2 64-‐74 6,41 698,392 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5286.5289.2Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492ALAAAGYDVEKNNSR[iTRAQ_Nterm]ALAAAGYDVEK[iTRAQ_K]NNSR2 64-‐78 7,344 623,003 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4567.4570.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492ALAAAGYDVEKNNSR[iTRAQ_Nterm]ALAAAGYDVEK[iTRAQ_K]NNSR2 64-‐78 7,338 623,002 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4553.4556.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492ASGPPVSELITK[iTRAQ_Nterm]ASGPPVSELITK[iTRAQ_K]2 34-‐45 5,577 743,943 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6535.6538.2Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492KALAAAGYDVEK[iTRAQ_Nterm]K[iTRAQ_K]ALAAAGYDVEK[iTRAQ_K]3 63-‐74 6,71 556,662 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4497.4500.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492KASGPPVSELITK[iTRAQ_Nterm]K[iTRAQ_K]ASGPPVSELITK[iTRAQ_K]3 33-‐45 5,298 587,027 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5637.5640.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492KASGPPVSELITK[iTRAQ_Nterm]K[iTRAQ_K]ASGPPVSELITK[iTRAQ_K]3 33-‐45 5,251 587,03 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5469.5472.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492SGVSLAALKK[iTRAQ_Nterm]SGVSLAALK[iTRAQ_K]K[iTRAQ_K]3 54-‐63 5,659 469,309 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5200.5203.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492SGVSLAALKK[iTRAQ_Nterm]SGVSLAALK[iTRAQ_K]K[iTRAQ_K]3 54-‐63 5,287 703,46 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5227.5230.2Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492SLVSKGTLVQTK[iTRAQ_Nterm]SLVSK[iTRAQ_K]GTLVQTK[iTRAQ_K]3 85-‐96 5,608 565,025 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4765.4768.3Nuclei_fractions
P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492SLVSKGTLVQTK[iTRAQ_Nterm]SLVSK[iTRAQ_K]GTLVQTK[iTRAQ_K]3 85-‐96 4,919 565,025 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4778.4781.3Nuclei_fractions

P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3EFADSLGIPFLETSAK[iTRAQ_Nterm]EFADSLGIPFLETSAK[iTRAQ_K]2 138-‐153 9,214 1007,045 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11332.11335.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3EFADSLGIPFLETSAK[iTRAQ_Nterm]EFADSLGIPFLETSAK[iTRAQ_K]2 138-‐153 9,202 1007,044 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11372.11375.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3EFADSLGIPFLETSAK[iTRAQ_Nterm]EFADSLGIPFLETSAK[iTRAQ_K]2 138-‐153 7,748 1007,046 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11394.11397.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3EFADSLGIPFLETSAK[iTRAQ_Nterm]EFADSLGIPFLETSAK[iTRAQ_K]2 138-‐153 6,958 671,699 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11309.11312.3Nuclei_fractions



P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 6,471 680,428 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8287.8290.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,985 680,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8236.8239.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,355 453,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8237.8240.3Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3LQIWDTAGQER[iTRAQ_Nterm]LQIWDTAGQER1 59-‐69 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3QWLQEIDR[iTRAQ_Nterm]QWLQEIDR1 101-‐108 7,138 616,333 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7644.7647.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3SCLLLR [iTRAQ_Nterm]SC[Cys_CAM]LLLR2 22-‐27 5,095 453,272 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5484.5487.2Nuclei_fractions
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3TITSSYYR [iTRAQ_Nterm]TITSSYYR1 72-‐79 6,974 567,8 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4365.4368.2Nuclei_fractions

Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3ALTLIAGSPLK[iTRAQ_Nterm]ALTLIAGSPLK[iTRAQ_K]2 630-‐640 6,804 457,966 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8584.8587.3Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3ALTLIAGSPLK[iTRAQ_Nterm]ALTLIAGSPLK[iTRAQ_K]2 630-‐640 5,449 686,445 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8593.8596.2Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3IDLRPVLGEGVPILASFLR[iTRAQ_Nterm]IDLRPVLGEGVPILASFLR1 641-‐659 6,928 737,113 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12388.12391.3Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3ISGSILNELIGLVR[iTRAQ_Nterm]ISGSILNELIGLVR1 729-‐742 7,349 814,499 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12589.12592.2Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3ISGSILNELIGLVR[iTRAQ_Nterm]ISGSILNELIGLVR1 729-‐742 7,223 814,499 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12443.12445.2Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3ITSEALLVTQQLVK[iTRAQ_Nterm]ITSEALLVTQQLVK[iTRAQ_K]2 534-‐547 6,631 611,044 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10119.10122.3Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3LGTLSALDILIK[iTRAQ_Nterm]LGTLSALDILIK[iTRAQ_K]2 667-‐678 6,196 772,999 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11651.11654.2Nuclei_fractions
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3TYIQCIAAISR[iTRAQ_Nterm]TYIQC[Cys_CAM]IAAISR2 232-‐242 8,238 720,394 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7907.7910.2Nuclei_fractions

CIESLIAVFQK[iTRAQ_Nterm]C[Cys_CAM]IESLIAVFQK[iTRAQ_K]3 13-‐23 7,891 798,462 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11258.11261.2Nuclei_fractions
CIESLIAVFQK[iTRAQ_Nterm]C[Cys_CAM]IESLIAVFQK[iTRAQ_K]3 13-‐23 6,874 798,462 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11175.11178.2Nuclei_fractions
CIESLIAVFQK[iTRAQ_Nterm]C[Cys_CAM]IESLIAVFQK[iTRAQ_K]3 13-‐23 6,375 532,645 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11246.11249.3Nuclei_fractions
CIESLIAVFQK[iTRAQ_Nterm]C[Cys_CAM]IESLIAVFQK[iTRAQ_K]3 13-‐23 6,365 532,642 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11168.11171.3Nuclei_fractions
DGYNYTLSK[iTRAQ_Nterm]DGYNYTLSK[iTRAQ_K]2 28-‐36 8,188 674,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4757.4760.2Nuclei_fractions
DGYNYTLSK[iTRAQ_Nterm]DGYNYTLSK[iTRAQ_K]2 28-‐36 7,914 674,855 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4934.4937.2Nuclei_fractions
DGYNYTLSK[iTRAQ_Nterm]DGYNYTLSK[iTRAQ_K]2 28-‐36 7,806 674,854 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4924.4927.2Nuclei_fractions
DGYNYTLSK[iTRAQ_Nterm]DGYNYTLSK[iTRAQ_K]2 28-‐36 5,368 450,238 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4954.4957.3Nuclei_fractions
ISSPTETER [iTRAQ_Nterm]ISSPTETER1 4-‐12 5,296 582,303 2012_02_21_FRF_OT_69_ANF_TMT_N_02.353.356.2Nuclei_fractions
ISSPTETER [iTRAQ_Nterm]ISSPTETER1 4-‐12 5,213 582,306 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3366.3369.2Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFMNTELAAFTK[iTRAQ_K]2 37-‐52 11,452 1069,558 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12860.12863.2Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFM[Oxidation_M]NTELAAFTK[iTRAQ_K]3 37-‐52 10,403 1077,556 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11039.11042.2Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFMNTELAAFTK[iTRAQ_K]2 37-‐52 8,999 713,375 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12858.12861.3Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFMNTELAAFTK[iTRAQ_K]2 37-‐52 7,06 535,283 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12867.12870.4Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFM[Oxidation_M]NTELAAFTK[iTRAQ_K]3 37-‐52 6,388 718,709 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11136.11139.3Nuclei_fractions
TEFLSFMNTELAAFTK[iTRAQ_Nterm]TEFLSFM[Oxidation_M]NTELAAFTK[iTRAQ_K]3 37-‐52 5,946 718,71 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11038.11041.3Nuclei_fractions
YAGKDGYNYTLSK[iTRAQ_Nterm]YAGK[iTRAQ_K]DGYNYTLSK[iTRAQ_K]3 24-‐36 9,292 638,011 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4908.4911.3Nuclei_fractions

P31943,P55795ATENDIYNFFSPLNPVR[iTRAQ_Nterm]ATENDIYNFFSPLNPVR1 299-‐315 7,53 714,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11764.11767.3Nuclei_fractions
P31943,P55795ATENDIYNFFSPLNPVR[iTRAQ_Nterm]ATENDIYNFFSPLNPVR1 299-‐315 6,867 1071,042 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11778.11781.2Nuclei_fractions
P31943,P55795DLNYCFSGMSDHR[iTRAQ_Nterm]DLNYC[Cys_CAM]FSGM[Oxidation_M]SDHR3 262-‐274 6,229 587,92 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5096.5099.3Nuclei_fractions
P31943,P55795STGEAFVQFASQEIAEK[iTRAQ_Nterm]STGEAFVQFASQEIAEK[iTRAQ_K]2 150-‐166 10,39 1065,549 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10098.10101.2Nuclei_fractions
P31943,P55795STGEAFVQFASQEIAEK[iTRAQ_Nterm]STGEAFVQFASQEIAEK[iTRAQ_K]2 150-‐166 8,43 710,704 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10084.10087.3Nuclei_fractions
P31943,P55795STGEAFVQFASQEIAEK[iTRAQ_Nterm]STGEAFVQFASQEIAEK[iTRAQ_K]2 150-‐166 7,639 710,705 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10134.10137.3Nuclei_fractions
P31943,P55795VHIEIGPDGR[iTRAQ_Nterm]VHIEIGPDGR1 316-‐325 7,215 412,899 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4989.4992.3Nuclei_fractions
P31943,P55795VHIEIGPDGR[iTRAQ_Nterm]VHIEIGPDGR1 316-‐325 5,478 618,846 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4997.5000.2Nuclei_fractions
P31943,P55795YVELFLNSTAGASGGAYEHR[iTRAQ_Nterm]YVELFLNSTAGASGGAYEHR1 355-‐374 10,392 762,715 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9705.9708.3Nuclei_fractions

GSIFVVFDSIESAK[iTRAQ_Nterm]GSIFVVFDSIESAK[iTRAQ_K]2 152-‐165 6,59 893,999 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11999.12002.2Nuclei_fractions
GSIFVVFDSIESAK[iTRAQ_Nterm]GSIFVVFDSIESAK[iTRAQ_K]2 152-‐165 6,413 596,333 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11957.11960.3Nuclei_fractions
GSIFVVFDSIESAKK[iTRAQ_Nterm]GSIFVVFDSIESAK[iTRAQ_K]K[iTRAQ_K]3 152-‐166 7,232 687,068 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10707.10710.3Nuclei_fractions
ICHQIEYYFGDFNLPR[iTRAQ_Nterm]IC[Cys_CAM]HQIEYYFGDFNLPR2 17-‐32 8,932 739,36 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10197.10200.3Nuclei_fractions
IIEDQQESLNK[iTRAQ_Nterm]IIEDQQESLNK[iTRAQ_K]2 318-‐328 7,014 802,94 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4680.4683.2Nuclei_fractions
KIIEDQQESLNK[iTRAQ_Nterm]K[iTRAQ_K]IIEDQQESLNK[iTRAQ_K]3 317-‐328 5,714 626,361 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4152.4155.3Nuclei_fractions
LTTDFNVIVEALSK[iTRAQ_Nterm]LTTDFNVIVEALSK[iTRAQ_K]2 61-‐74 5,991 613,355 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12989.12992.3Nuclei_fractions



Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2AVGFSSGTENPHGVK[iTRAQ_Nterm]AVGFSSGTENPHGVK[iTRAQ_K]2 626-‐640 8,01 592,316 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3997.4000.3Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2AVGFSSGTENPHGVK[iTRAQ_Nterm]AVGFSSGTENPHGVK[iTRAQ_K]2 626-‐640 7,436 592,315 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4011.4014.3Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2DLSFFGGLLR[iTRAQ_Nterm]DLSFFGGLLR1 84-‐93 9,068 634,859 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11017.11020.2Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2DLSFFGGLLR[iTRAQ_Nterm]DLSFFGGLLR1 84-‐93 8,638 634,86 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11504.11507.2Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2DLSFFGGLLR[iTRAQ_Nterm]DLSFFGGLLR1 84-‐93 8,455 634,858 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11510.11513.2Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2FYGVTVFK[iTRAQ_Nterm]FYGVTVFK[iTRAQ_K]2 491-‐498 5,184 624,865 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8733.8736.2Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2LTNVAATSGDGYR[iTRAQ_Nterm]LTNVAATSGDGYR1 467-‐479 10,379 734,881 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4618.4621.2Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2LTNVAATSGDGYR[iTRAQ_Nterm]LTNVAATSGDGYR1 467-‐479 5,166 490,256 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4625.4628.3Nuclei_fractions
Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2QNCVTELASHPSR[iTRAQ_Nterm]QNC[Cys_CAM]VTELASHPSR2 258-‐270 8,749 548,273 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4069.4072.3Nuclei_fractions

ATIGADFLTK[iTRAQ_Nterm]ATIGADFLTK[iTRAQ_K]2 39-‐48 8,141 662,89 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7486.7489.2Nuclei_fractions
ATIGADFLTK[iTRAQ_Nterm]ATIGADFLTK[iTRAQ_K]2 39-‐48 5,491 442,261 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7493.7496.3Nuclei_fractions
EAINVEQAFQTIAR[iTRAQ_Nterm]EAINVEQAFQTIAR1 158-‐171 9,237 867,473 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9862.9865.2Nuclei_fractions
EAINVEQAFQTIAR[iTRAQ_Nterm]EAINVEQAFQTIAR1 158-‐171 8,58 578,649 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9875.9878.3Nuclei_fractions
FQSLGVAFYR[iTRAQ_Nterm]FQSLGVAFYR1 70-‐79 7,256 666,366 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8529.8532.2Nuclei_fractions
FQSLGVAFYR[iTRAQ_Nterm]FQSLGVAFYR1 70-‐79 7,201 444,58 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8549.8552.3Nuclei_fractions
TLDSWRDEFLIQASPR[iTRAQ_Nterm]TLDSWRDEFLIQASPR1 98-‐113 8,676 693,366 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9800.9803.3Nuclei_fractions
VIILGDSGVGK[iTRAQ_Nterm]VIILGDSGVGK[iTRAQ_K]2 11-‐21 8,03 673,417 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6801.6804.2Nuclei_fractions

DIPGLTDTTVPR[iTRAQ_Nterm]DIPGLTDTTVPR1 120-‐131 8,61 714,896 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6458.6461.2Nuclei_fractions
GCIVDANLSVLNLVIVK[iTRAQ_Nterm]GC[Cys_CAM]IVDANLSVLNLVIVK[iTRAQ_K]3 99-‐115 5,466 705,752 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11158.11161.3Nuclei_fractions
GCIVDANLSVLNLVIVK[iTRAQ_Nterm]GC[Cys_CAM]IVDANLSVLNLVIVK[iTRAQ_K]3 99-‐115 5,365 705,755 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11673.11676.3Nuclei_fractions
GCIVDANLSVLNLVIVK[iTRAQ_Nterm]GC[Cys_CAM]IVDANLSVLNLVIVK[iTRAQ_K]3 99-‐115 5,029 705,755 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11659.11662.3Nuclei_fractions
KLNISFPATGCQK[iTRAQ_Nterm]K[iTRAQ_K]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]4 2-‐14 8,917 632,698 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5917.5920.3Nuclei_fractions
KLNISFPATGCQK[iTRAQ_Nterm]K[iTRAQ_K]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]4 2-‐14 8,628 632,698 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5897.5900.3Nuclei_fractions
KLNISFPATGCQK[iTRAQ_Nterm]K[iTRAQ_K]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]4 2-‐14 7,567 474,775 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5910.5913.4Nuclei_fractions
LNISFPATGCQK[iTRAQ_Nterm]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]3 3-‐14 10,35 541,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7653.7656.3Nuclei_fractions
LNISFPATGCQK[iTRAQ_Nterm]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]3 3-‐14 8,081 812,443 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7667.7670.2Nuclei_fractions
MKLNISFPATGCQK[iTRAQ_Nterm]M[Oxidation_M]K[iTRAQ_K]LNISFPATGC[Cys_CAM]QK[iTRAQ_K]5 1-‐14 7,979 681,709 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5829.5832.3Nuclei_fractions

P05141 DFLAGGVAAAISK[iTRAQ_Nterm]DFLAGGVAAAISK[iTRAQ_K]2 10-‐22 8,393 754,439 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8672.8675.2Nuclei_fractions
P05141 DFLAGGVAAAISK[iTRAQ_Nterm]DFLAGGVAAAISK[iTRAQ_K]2 10-‐22 7,452 754,442 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8740.8743.2Nuclei_fractions
P05141 DFLAGGVAAAISK[iTRAQ_Nterm]DFLAGGVAAAISK[iTRAQ_K]2 10-‐22 5,824 503,297 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8739.8742.3Nuclei_fractions
P05141 GAWSNVLR[iTRAQ_Nterm]GAWSNVLR1 272-‐279 5,688 523,797 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6771.6774.2Nuclei_fractions
P05141 GMGGAFVLVLYDEIK[iTRAQ_Nterm]GM[Oxidation_M]GGAFVLVLYDEIK[iTRAQ_K]3 280-‐294 5,524 639,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12375.12378.3Nuclei_fractions
P05141 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 6,599 475,633 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5700.5703.3Nuclei_fractions
P05141 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,547 475,634 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5529.5532.3Nuclei_fractions
P05141 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,039 712,947 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5716.5719.2Nuclei_fractions
P05141 QIFLGGVDKR[iTRAQ_Nterm]QIFLGGVDK[iTRAQ_K]R2 96-‐105 6,534 474,289 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5666.5669.3Nuclei_fractions
P05141 QIFLGGVDKR[iTRAQ_Nterm]QIFLGGVDK[iTRAQ_K]R2 96-‐105 6,281 474,29 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5652.5655.3Nuclei_fractions
P05141 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 8,222 867,976 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10754.10757.2Nuclei_fractions
P05141 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 6,07 578,987 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10734.10737.3Nuclei_fractions

O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716ALSAIADLLTNEHER[iTRAQ_Nterm]ALSAIADLLTNEHER1 382-‐396 11,16 599,66 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10865.10868.3Nuclei_fractions
O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716EVHLGACGALK[iTRAQ_Nterm]EVHLGAC[Cys_CAM]GALK[iTRAQ_K]3 100-‐110 5,249 481,605 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4755.4758.3Nuclei_fractions
O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716GIPVLVGLLDHPK[iTRAQ_Nterm]GIPVLVGLLDHPK[iTRAQ_K]2 86-‐98 7,631 549,347 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10095.10098.3Nuclei_fractions
O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716HIEWESVLTNTAGCLR[iTRAQ_Nterm]HIEWESVLTNTAGC[Cys_CAM]LR2 197-‐212 8,668 677,349 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9288.9291.3Nuclei_fractions
O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716TPAILEASAGAIQNLCAGR[iTRAQ_Nterm]TPAILEASAGAIQNLC[Cys_CAM]AGR2 348-‐366 8,123 686,371 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10285.10288.3Nuclei_fractions

AGTQIENIEEDFR[iTRAQ_Nterm]AGTQIENIEEDFR1 62-‐74 7,829 833,414 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8329.8332.2Nuclei_fractions
AGTQIENIEEDFRNGLK[iTRAQ_Nterm]AGTQIENIEEDFRNGLK[iTRAQ_K]2 62-‐78 5,032 741,39 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9449.9452.3Nuclei_fractions



ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 110-‐117 5,307 576,847 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7348.7351.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 110-‐117 5,273 576,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7228.7231.2Nuclei_fractions
ALDFIASK [iTRAQ_Nterm]ALDFIASK[iTRAQ_K]2 110-‐117 4,847 576,847 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7403.7406.2Nuclei_fractions
CQLEINFNTLQTK[iTRAQ_Nterm]C[Cys_CAM]QLEINFNTLQTK[iTRAQ_K]3 346-‐358 7,515 633,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8272.8275.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 148-‐161 7,428 609,332 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7544.7547.3Nuclei_fractions
FAIQDISVEETSAK[iTRAQ_Nterm]FAIQDISVEETSAK[iTRAQ_K]2 148-‐161 7,153 913,495 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7566.7569.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 79-‐90 7,637 511,634 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12782.12785.3Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LMLLLEVISGER1 79-‐90 7,344 758,951 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13021.13024.2Nuclei_fractions
LMLLLEVISGER[iTRAQ_Nterm]LM[Oxidation_M]LLLEVISGER2 79-‐90 7,344 766,947 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12795.12798.2Nuclei_fractions

LEGHGLPANLPR[iTRAQ_Nterm]LEGHGLPANLPR1 517-‐528 5,178 473,275 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5643.5646.3Nuclei_fractions
LFELEEQDLFR[iTRAQ_Nterm]LFELEEQDLFR1 270-‐280 6,293 791,915 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11183.11186.2Nuclei_fractions
LLPLEEHYR[iTRAQ_Nterm]LLPLEEHYR1 33-‐41 6,181 438,583 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6585.6588.3Nuclei_fractions
LNPFGNTFLNR[iTRAQ_Nterm]LNPFGNTFLNR1 125-‐135 7,308 718,893 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8934.8937.2Nuclei_fractions
TSFIQYLLEQEVPGSR[iTRAQ_Nterm]TSFIQYLLEQEVPGSR1 72-‐87 9,052 1006,029 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12431.12434.2Nuclei_fractions
TSFIQYLLEQEVPGSR[iTRAQ_Nterm]TSFIQYLLEQEVPGSR1 72-‐87 5,859 671,026 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12418.12421.3Nuclei_fractions
VVGTPEVLR[iTRAQ_Nterm]VVGTPEVLR1 243-‐251 6,673 557,342 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5616.5619.2Nuclei_fractions
VVGTPEVLR[iTRAQ_Nterm]VVGTPEVLR1 243-‐251 6,039 557,341 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5520.5523.2Nuclei_fractions

P27797 FYALSASFEPFSNK[iTRAQ_Nterm]FYALSASFEPFSNK[iTRAQ_K]2 57-‐70 10,238 948,494 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10460.10463.2Nuclei_fractions
P27797 FYALSASFEPFSNK[iTRAQ_Nterm]FYALSASFEPFSNK[iTRAQ_K]2 57-‐70 7,975 632,665 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10384.10387.3Nuclei_fractions
P27797 GQTLVVQFTVK[iTRAQ_Nterm]GQTLVVQFTVK[iTRAQ_K]2 71-‐81 9,492 754,458 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8040.8043.2Nuclei_fractions
P27797 GQTLVVQFTVK[iTRAQ_Nterm]GQTLVVQFTVK[iTRAQ_K]2 71-‐81 6,06 503,308 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8032.8035.3Nuclei_fractions
P27797 IDNSQVESGSLEDDWDFLPPKK[iTRAQ_Nterm]IDNSQVESGSLEDDWDFLPPK[iTRAQ_K]K[iTRAQ_K]3 169-‐190 9,924 984,507 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8832.8835.3Nuclei_fractions
P27797 IDNSQVESGSLEDDWDFLPPKK[iTRAQ_Nterm]IDNSQVESGSLEDDWDFLPPK[iTRAQ_K]K[iTRAQ_K]3 169-‐190 6,571 738,632 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8803.8806.4Nuclei_fractions
P27797 IDNSQVESGSLEDDWDFLPPKK[iTRAQ_Nterm]IDNSQVESGSLEDDWDFLPPK[iTRAQ_K]K[iTRAQ_K]3 169-‐190 6,127 738,631 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8846.8849.4Nuclei_fractions
P27797 KVHVIFNYK[iTRAQ_Nterm]K[iTRAQ_K]VHVIFNYK[iTRAQ_K]3 126-‐134 4,838 527,328 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5122.5125.3Nuclei_fractions
P27797 VHVIFNYK [iTRAQ_Nterm]VHVIFNYK[iTRAQ_K]2 127-‐134 6,166 436,595 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6345.6348.3Nuclei_fractions

P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4GQPIYIQFSNHK[iTRAQ_Nterm]GQPIYIQFSNHK[iTRAQ_K]2 123-‐134 7,091 573,985 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6374.6377.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4IAIPGLAGAGNSVLLVSNLNPER[iTRAQ_Nterm]IAIPGLAGAGNSVLLVSNLNPER1 326-‐348 8,54 1210,196 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11202.11205.2Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4IAIPGLAGAGNSVLLVSNLNPER[iTRAQ_Nterm]IAIPGLAGAGNSVLLVSNLNPER1 326-‐348 7,922 807,133 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11188.11191.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4IAIPGLAGAGNSVLLVSNLNPER[iTRAQ_Nterm]IAIPGLAGAGNSVLLVSNLNPER1 326-‐348 7,787 807,133 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11147.11150.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4IAIPGLAGAGNSVLLVSNLNPER[iTRAQ_Nterm]IAIPGLAGAGNSVLLVSNLNPER1 326-‐348 7,695 807,134 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11174.11177.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4IAIPGLAGAGNSVLLVSNLNPER[iTRAQ_Nterm]IAIPGLAGAGNSVLLVSNLNPER1 326-‐348 7,503 807,133 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10387.10390.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4KLPIDVTEGEVISLGLPFGK[iTRAQ_Nterm]K[iTRAQ_K]LPIDVTEGEVISLGLPFGK[iTRAQ_K]3 65-‐84 6,555 848,839 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11396.11399.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4LSLDGQNIYNACCTLR[iTRAQ_Nterm]LSLDGQNIYNAC[Cys_CAM]C[Cys_CAM]TLR3 239-‐254 6,912 681,332 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7936.7939.3Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4LTSLNVK [iTRAQ_Nterm]LTSLNVK[iTRAQ_K]2 260-‐266 5,476 531,842 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5539.5542.2Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4VTNLLMLK[iTRAQ_Nterm]VTNLLMLK[iTRAQ_K]2 85-‐92 6,042 610,388 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9188.9191.2Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4VTNLLMLK[iTRAQ_Nterm]VTNLLM[Oxidation_M]LK[iTRAQ_K]3 85-‐92 5,935 618,386 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8493.8496.2Nuclei_fractions
P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4VTNLLMLK[iTRAQ_Nterm]VTNLLM[Oxidation_M]LK[iTRAQ_K]3 85-‐92 4,962 618,387 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8460.8463.2Nuclei_fractions

O75947_CHAIN_0,O75947AGLVDDFEK[iTRAQ_Nterm]AGLVDDFEK[iTRAQ_K]2 64-‐72 5,576 641,354 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6257.6260.2Nuclei_fractions
O75947_CHAIN_0,O75947AGLVDDFEKK[iTRAQ_Nterm]AGLVDDFEK[iTRAQ_K]K[iTRAQ_K]3 64-‐73 5,452 518,638 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5718.5721.3Nuclei_fractions
O75947_CHAIN_0,O75947KYPYWPHQPIENL[iTRAQ_Nterm]K[iTRAQ_K]YPYWPHQPIENL2 125-‐137 6,743 658,357 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8072.8075.3Nuclei_fractions
O75947_CHAIN_0,O75947KYPYWPHQPIENL[iTRAQ_Nterm]K[iTRAQ_K]YPYWPHQPIENL2 125-‐137 6,729 658,357 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8015.8018.3Nuclei_fractions
O75947_CHAIN_0,O75947KYPYWPHQPIENL[iTRAQ_Nterm]K[iTRAQ_K]YPYWPHQPIENL2 125-‐137 5,686 658,357 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7982.7985.3Nuclei_fractions
O75947_CHAIN_0,O75947KYPYWPHQPIENL[iTRAQ_Nterm]K[iTRAQ_K]YPYWPHQPIENL2 125-‐137 5,336 658,359 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8106.8109.3Nuclei_fractions
O75947_CHAIN_0,O75947SCAEWVSLSK[iTRAQ_Nterm]SC[Cys_CAM]AEWVSLSK[iTRAQ_K]3 76-‐85 7,583 727,884 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6598.6601.2Nuclei_fractions
O75947_CHAIN_0,O75947SWNETLTSR[iTRAQ_Nterm]SWNETLTSR1 33-‐41 8,681 619,32 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5435.5438.2Nuclei_fractions
O75947_CHAIN_0,O75947TIDWVAFAEIIPQNQK[iTRAQ_Nterm]TIDWVAFAEIIPQNQK[iTRAQ_K]2 10-‐25 6,258 721,065 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11919.11922.3Nuclei_fractions



P62277 GLAPDLPEDLYHLIK[iTRAQ_Nterm]GLAPDLPEDLYHLIK[iTRAQ_K]2 78-‐92 7,32 661,379 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11290.11293.3Nuclei_fractions
P62277 GLSQSALPYR[iTRAQ_Nterm]GLSQSALPYR1 9-‐18 7,361 618,345 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5380.5383.2Nuclei_fractions
P62277 GLTPSQIGVILR[iTRAQ_Nterm]GLTPSQIGVILR1 43-‐54 7,839 699,434 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8430.8433.2Nuclei_fractions
P62277 GLTPSQIGVILR[iTRAQ_Nterm]GLTPSQIGVILR1 43-‐54 5,23 466,625 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8451.8454.3Nuclei_fractions
P62277 KGLTPSQIGVILR[iTRAQ_Nterm]K[iTRAQ_K]GLTPSQIGVILR2 42-‐54 7,81 557,356 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7193.7196.3Nuclei_fractions
P62277 KGLTPSQIGVILR[iTRAQ_Nterm]K[iTRAQ_K]GLTPSQIGVILR2 42-‐54 7,756 557,357 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7149.7152.3Nuclei_fractions
P62277 KGLTPSQIGVILR[iTRAQ_Nterm]K[iTRAQ_K]GLTPSQIGVILR2 42-‐54 6,832 557,356 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7177.7180.3Nuclei_fractions
P62277 LTSDDVKEQIYK[iTRAQ_Nterm]LTSDDVK[iTRAQ_K]EQIYK[iTRAQ_K]3 27-‐38 5,1 624,354 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5692.5695.3Nuclei_fractions
P62277 SVPTWLK [iTRAQ_Nterm]SVPTWLK[iTRAQ_K]2 20-‐26 4,737 559,844 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7254.7257.2Nuclei_fractions

P12235 AAYFGVYDTAK[iTRAQ_Nterm]AAYFGVYDTAK[iTRAQ_K]2 188-‐198 6,501 747,399 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6781.6784.2Nuclei_fractions
P12235 GAWSNVLR[iTRAQ_Nterm]GAWSNVLR1 272-‐279 5,688 523,797 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6771.6774.2Nuclei_fractions
P12235 GMGGAFVLVLYDEIK[iTRAQ_Nterm]GM[Oxidation_M]GGAFVLVLYDEIK[iTRAQ_K]3 280-‐294 5,524 639,358 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12375.12378.3Nuclei_fractions
P12235 KGADIMYTGTVDCWR[iTRAQ_Nterm]K[iTRAQ_K]GADIM[Oxidation_M]YTGTVDC[Cys_CAM]WR4 244-‐258 7,5 693,009 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5815.5818.3Nuclei_fractions
P12235 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 6,599 475,633 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5700.5703.3Nuclei_fractions
P12235 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,547 475,634 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5529.5532.3Nuclei_fractions
P12235 LLLQVQHASK[iTRAQ_Nterm]LLLQVQHASK[iTRAQ_K]2 33-‐42 5,039 712,947 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5716.5719.2Nuclei_fractions
P12235 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 8,222 867,976 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10754.10757.2Nuclei_fractions
P12235 YFPTQALNFAFK[iTRAQ_Nterm]YFPTQALNFAFK[iTRAQ_K]2 80-‐91 6,07 578,987 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10734.10737.3Nuclei_fractions

O15143 ASSEGGTAAGAGLDSLHK[iTRAQ_Nterm]ASSEGGTAAGAGLDSLHK[iTRAQ_K]2 308-‐325 11,628 639,67 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4434.4437.3Nuclei_fractions
O15143 ASSEGGTAAGAGLDSLHK[iTRAQ_Nterm]ASSEGGTAAGAGLDSLHK[iTRAQ_K]2 308-‐325 10,185 639,67 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4570.4573.3Nuclei_fractions
O15143 ASSEGGTAAGAGLDSLHK[iTRAQ_Nterm]ASSEGGTAAGAGLDSLHK[iTRAQ_K]2 308-‐325 9,513 639,67 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4599.4602.3Nuclei_fractions
O15143 EVEERPAPTPWGSK[iTRAQ_Nterm]EVEERPAPTPWGSK[iTRAQ_K]2 174-‐187 5,46 624,339 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4823.4826.3Nuclei_fractions
O15143 NSVSQISVLSGGK[iTRAQ_Nterm]NSVSQISVLSGGK[iTRAQ_K]2 326-‐338 5,861 521,97 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6197.6200.3Nuclei_fractions
O15143 NSVSQISVLSGGK[iTRAQ_Nterm]NSVSQISVLSGGK[iTRAQ_K]2 326-‐338 5,636 521,97 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6218.6221.3Nuclei_fractions
O15143 STVLSLDWHPNNVLLAAGSCDFK[iTRAQ_Nterm]STVLSLDWHPNNVLLAAGSC[Cys_CAM]DFK[iTRAQ_K]3 142-‐164 7,224 944,831 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10101.10104.3Nuclei_fractions
O15143 TWKPTLVILR[iTRAQ_Nterm]TWK[iTRAQ_K]PTLVILR2 84-‐93 4,857 505,661 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8032.8035.3Nuclei_fractions
O15143 VAWVSHDSTVCLADADKK[iTRAQ_Nterm]VAWVSHDSTVC[Cys_CAM]LADADK[iTRAQ_K]K[iTRAQ_K]4 216-‐233 4,766 609,327 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5879.5882.4Nuclei_fractions

Q9BTV4 FFLSSGLIDKVDNFK[iTRAQ_Nterm]FFLSSGLIDK[iTRAQ_K]VDNFK[iTRAQ_K]3 189-‐203 6,612 721,416 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10768.10771.3Nuclei_fractions
Q9BTV4 FFLSSGLIDKVDNFK[iTRAQ_Nterm]FFLSSGLIDK[iTRAQ_K]VDNFK[iTRAQ_K]3 189-‐203 5,531 541,312 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10742.10745.4Nuclei_fractions
Q9BTV4 LLSDPNYGVHLPAVK[iTRAQ_Nterm]LLSDPNYGVHLPAVK[iTRAQ_K]2 99-‐113 7,282 637,704 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7974.7977.3Nuclei_fractions
Q9BTV4 LLSDPNYGVHLPAVK[iTRAQ_Nterm]LLSDPNYGVHLPAVK[iTRAQ_K]2 99-‐113 5,622 637,703 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7911.7914.3Nuclei_fractions
Q9BTV4 LVHIIGALR [iTRAQ_Nterm]LVHIIGALR1 87-‐95 6,269 568,376 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7359.7362.2Nuclei_fractions
Q9BTV4 SGDTLLLLHHGDFSAEEVFHR[iTRAQ_Nterm]SGDTLLLLHHGDFSAEEVFHR1 278-‐298 5,252 505,66 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8259.8262.5Nuclei_fractions
Q9BTV4 VSFSYAGLSGDDPDLGPAHVVTVIAR[iTRAQ_Nterm]VSFSYAGLSGDDPDLGPAHVVTVIAR1 240-‐265 8,753 929,824 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9989.9992.3Nuclei_fractions
Q9BTV4 YSYNTEWR[iTRAQ_Nterm]YSYNTEWR1 144-‐151 5,607 631,8 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5779.5782.2Nuclei_fractions

P35606 AAESLADPTEYENLFPGLK[iTRAQ_Nterm]AAESLADPTEYENLFPGLK[iTRAQ_K]2 783-‐801 4,81 785,078 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10729.10732.3Nuclei_fractions
P35606 ETHADLWPAK[iTRAQ_Nterm]ETHADLWPAK[iTRAQ_K]2 812-‐821 5,657 485,934 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5208.5211.3Nuclei_fractions
P35606 LNYYVGGEIVTIAHLDR[iTRAQ_Nterm]LNYYVGGEIVTIAHLDR1 542-‐558 8,608 693,046 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10157.10160.3Nuclei_fractions
P35606 TYLPSQVSR[iTRAQ_Nterm]TYLPSQVSR1 759-‐767 6,951 597,835 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4714.4717.2Nuclei_fractions
P35606 VLPTIPK [iTRAQ_Nterm]VLPTIPK[iTRAQ_K]2 608-‐614 5,086 528,358 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6471.6474.2Nuclei_fractions
P35606 VWQLGSSSPNFTLEGHEK[iTRAQ_Nterm]VWQLGSSSPNFTLEGHEK[iTRAQ_K]2 168-‐185 8,521 768,734 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7970.7973.3Nuclei_fractions

P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 10,605 957,023 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10260.10263.2Nuclei_fractions
P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 9,522 638,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10251.10254.3Nuclei_fractions
P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 8,71 638,353 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10250.10253.3Nuclei_fractions
P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 8,523 638,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10225.10228.3Nuclei_fractions
P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 6,344 638,353 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10231.10234.3Nuclei_fractions
P00558_CHAIN_0ACANPAAGSVILLENLR[iTRAQ_Nterm]AC[Cys_CAM]ANPAAGSVILLENLR2 107-‐123 6,305 638,351 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9785.9788.3Nuclei_fractions



P00558_CHAIN_0AEPAKIEAFR[iTRAQ_Nterm]AEPAK[iTRAQ_K]IEAFR2 142-‐151 4,76 473,945 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4958.4961.3Nuclei_fractions
P00558_CHAIN_0AHSSMVGVNLPQK[iTRAQ_Nterm]AHSSM[Oxidation_M]VGVNLPQK[iTRAQ_K]3 172-‐184 7,586 557,974 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4378.4381.3Nuclei_fractions
P00558_CHAIN_0ALESPERPFLAILGGAK[iTRAQ_Nterm]ALESPERPFLAILGGAK[iTRAQ_K]2 200-‐216 6,858 686,407 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10159.10162.3Nuclei_fractions
P00558_CHAIN_0ALESPERPFLAILGGAK[iTRAQ_Nterm]ALESPERPFLAILGGAK[iTRAQ_K]2 200-‐216 6,264 686,406 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10096.10099.3Nuclei_fractions
P00558_CHAIN_0ALESPERPFLAILGGAK[iTRAQ_Nterm]ALESPERPFLAILGGAK[iTRAQ_K]2 200-‐216 6,142 686,406 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10055.10058.3Nuclei_fractions
P00558_CHAIN_0ALESPERPFLAILGGAK[iTRAQ_Nterm]ALESPERPFLAILGGAK[iTRAQ_K]2 200-‐216 5,937 686,406 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10076.10079.3Nuclei_fractions
P00558_CHAIN_0ALESPERPFLAILGGAK[iTRAQ_Nterm]ALESPERPFLAILGGAK[iTRAQ_K]2 200-‐216 5,422 686,407 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10092.10095.3Nuclei_fractions
P00558_CHAIN_0GCITIIGGGDTATCCAK[iTRAQ_Nterm]GC[Cys_CAM]ITIIGGGDTATC[Cys_CAM]C[Cys_CAM]AK[iTRAQ_K]5 366-‐382 9,426 681,669 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5673.5676.3Nuclei_fractions

AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 719-‐728 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,57 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7247.7250.2Nuclei_fractions
AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,103 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7198.7201.2Nuclei_fractions
AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,066 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7296.7299.2Nuclei_fractions
AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 8,028 545,33 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7226.7229.2Nuclei_fractions
AVFPSIVGR[iTRAQ_Nterm]AVFPSIVGR1 729-‐737 7,739 545,331 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7135.7138.2Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 8,692 830,429 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6267.6270.2Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 7,853 553,956 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6342.6345.3Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 7,671 553,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6363.6366.3Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 785-‐795 6,661 553,954 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6251.6254.3Nuclei_fractions
LCYVALDFEQEMAMAASSSSLEK[iTRAQ_Nterm]LC[Cys_CAM]YVALDFEQEMAMAASSSSLEK[iTRAQ_K]3 916-‐938 5,562 956,795 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10254.10257.3Nuclei_fractions
QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1060-‐1072 9,495 554,274 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4108.4111.3Nuclei_fractions
QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1060-‐1072 5,931 554,276 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14201.14204.3Nuclei_fractions

AVAQALEVIPR[iTRAQ_Nterm]AVAQALEVIPR1 439-‐449 7,84 655,901 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8221.8224.2Nuclei_fractions
AVAQALEVIPR[iTRAQ_Nterm]AVAQALEVIPR1 439-‐449 7,598 655,902 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8062.8065.2Nuclei_fractions
EILSEVER [iTRAQ_Nterm]EILSEVER1 382-‐389 4,975 559,812 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5576.5579.2Nuclei_fractions
ELGIWEPLAVK[iTRAQ_Nterm]ELGIWEPLAVK[iTRAQ_K]2 492-‐502 7,032 771,964 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10220.10223.2Nuclei_fractions
ELGIWEPLAVK[iTRAQ_Nterm]ELGIWEPLAVK[iTRAQ_K]2 492-‐502 5,005 514,977 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10233.10236.3Nuclei_fractions
IDDIVSGHK[iTRAQ_Nterm]IDDIVSGHK[iTRAQ_K]2 519-‐527 6,395 424,579 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4786.4789.3Nuclei_fractions
IVLLDSSLEYK[iTRAQ_Nterm]IVLLDSSLEYK[iTRAQ_K]2 238-‐248 5,437 523,312 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9430.9433.3Nuclei_fractions
TAVETAVLLLR[iTRAQ_Nterm]TAVETAVLLLR1 508-‐518 6,618 665,415 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10435.10438.2Nuclei_fractions
TAVETAVLLLR[iTRAQ_Nterm]TAVETAVLLLR1 508-‐518 6,236 665,416 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10455.10458.2Nuclei_fractions
TAVETAVLLLR[iTRAQ_Nterm]TAVETAVLLLR1 508-‐518 6,205 665,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10420.10423.2Nuclei_fractions

DLTTAGAVTQCYR[iTRAQ_Nterm]DLTTAGAVTQC[Cys_CAM]YR2 99-‐111 12,242 800,401 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5241.5244.2Nuclei_fractions
DLTTAGAVTQCYR[iTRAQ_Nterm]DLTTAGAVTQC[Cys_CAM]YR2 99-‐111 11,178 800,4 2012_02_21_FRF_OT_75_ANF_TMT_N_07.5263.5266.2Nuclei_fractions
DLTTAGAVTQCYR[iTRAQ_Nterm]DLTTAGAVTQC[Cys_CAM]YR2 99-‐111 11,011 800,401 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5080.5083.2Nuclei_fractions
DLTTAGAVTQCYR[iTRAQ_Nterm]DLTTAGAVTQC[Cys_CAM]YR2 99-‐111 8,83 800,402 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5232.5235.2Nuclei_fractions
DLTTAGAVTQCYR[iTRAQ_Nterm]DLTTAGAVTQC[Cys_CAM]YR2 99-‐111 6,224 533,935 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5243.5246.3Nuclei_fractions
FWYFVSQLK[iTRAQ_Nterm]FWYFVSQLK[iTRAQ_K]2 44-‐52 6,943 753,424 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11397.11400.2Nuclei_fractions
FWYFVSQLK[iTRAQ_Nterm]FWYFVSQLK[iTRAQ_K]2 44-‐52 5,583 502,62 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11396.11399.3Nuclei_fractions
IFAPNHVVAK[iTRAQ_Nterm]IFAPNHVVAK[iTRAQ_K]2 32-‐41 5,203 692,422 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5135.5138.2Nuclei_fractions
NFGIWLR [iTRAQ_Nterm]NFGIWLR1 77-‐83 7,156 525,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8871.8874.2Nuclei_fractions
NFGIWLR [iTRAQ_Nterm]NFGIWLR1 77-‐83 6,912 525,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8892.8895.2Nuclei_fractions
RPNTFF [iTRAQ_Nterm]RPNTFF1 171-‐176 6,632 463,254 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6498.6501.2Nuclei_fractions



Q15084,Q15084_ISOFORM_2ALDLFSDNAPPPELLEIINEDIAKR[iTRAQ_Nterm]ALDLFSDNAPPPELLEIINEDIAK[iTRAQ_K]R2 246-‐270 6,771 1027,898 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13068.13071.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2GSTAPVGGGAFPTIVEREPWDGR[iTRAQ_Nterm]GSTAPVGGGAFPTIVEREPWDGR1 374-‐396 5,58 834,096 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8492.8495.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 11,403 836,482 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10174.10177.2Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 10,068 836,482 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9756.9759.2Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 9,994 836,48 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10245.10248.2Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 9,673 836,484 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9925.9928.2Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 9,044 557,99 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10271.10274.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 8,857 557,99 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10223.10226.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2LAAVDATVNQVLASR[iTRAQ_Nterm]LAAVDATVNQVLASR1 198-‐212 6,878 557,991 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9757.9760.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2NLEPEWAAAASEVK[iTRAQ_Nterm]NLEPEWAAAASEVK[iTRAQ_K]2 176-‐189 5,001 601,656 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8014.8017.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2TGEAIVDAALSALR[iTRAQ_Nterm]TGEAIVDAALSALR1 100-‐113 9,334 510,958 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12234.12237.3Nuclei_fractions
Q15084,Q15084_ISOFORM_2TGEAIVDAALSALR[iTRAQ_Nterm]TGEAIVDAALSALR1 100-‐113 8,239 765,934 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12226.12229.2Nuclei_fractions

P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1INVNEIFYDLVR[iTRAQ_Nterm]INVNEIFYDLVR1 152-‐163 7,767 546,972 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12676.12679.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1LVVLGSGGVGK[iTRAQ_Nterm]LVVLGSGGVGK[iTRAQ_K]2 6-‐16 6,361 637,407 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6772.6775.2Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1SALTVQFVQGIFVEK[iTRAQ_Nterm]SALTVQFVQGIFVEK[iTRAQ_K]2 17-‐31 8,411 652,049 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11006.11009.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1SALTVQFVQGIFVEK[iTRAQ_Nterm]SALTVQFVQGIFVEK[iTRAQ_K]2 17-‐31 8,109 652,048 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10992.10995.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1SALTVQFVQGIFVEK[iTRAQ_Nterm]SALTVQFVQGIFVEK[iTRAQ_K]2 17-‐31 6,469 652,05 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10966.10969.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1SKINVNEIFYDLVR[iTRAQ_Nterm]SK[iTRAQ_K]INVNEIFYDLVR2 150-‐163 8,177 666,715 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11216.11219.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1YDPTIEDSYRK[iTRAQ_Nterm]YDPTIEDSYRK[iTRAQ_K]2 32-‐42 7,137 558,96 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4753.4756.3Nuclei_fractions
P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1YDPTIEDSYRK[iTRAQ_Nterm]YDPTIEDSYRK[iTRAQ_K]2 32-‐42 6,138 558,959 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4739.4742.3Nuclei_fractions

P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104AAVPSGASTGIYEALELR[iTRAQ_Nterm]AAVPSGASTGIYEALELR1 33-‐50 9,81 975,028 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9645.9648.2Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104AAVPSGASTGIYEALELR[iTRAQ_Nterm]AAVPSGASTGIYEALELR1 33-‐50 5,112 650,353 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9632.9635.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 63-‐77 8,36 904,526 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10161.10164.2Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 63-‐77 8,023 603,352 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8294.8297.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104FGANAILGVSLAVCK[iTRAQ_Nterm]FGANAILGVSLAVC[Cys_CAM]K[iTRAQ_K]3 63-‐77 6,698 603,35 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10139.10142.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104SGETEDTFIADLVVGLCTGQIK[iTRAQ_Nterm]SGETEDTFIADLVVGLC[Cys_CAM]TGQIK[iTRAQ_K]3 330-‐351 7,07 881,128 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13227.13230.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104VNQIGSVTESIQACK[iTRAQ_Nterm]VNQIGSVTESIQAC[Cys_CAM]K[iTRAQ_K]3 301-‐315 12,578 961,519 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6709.6712.2Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104VNQIGSVTESIQACK[iTRAQ_Nterm]VNQIGSVTESIQAC[Cys_CAM]K[iTRAQ_K]3 301-‐315 7,487 641,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6737.6740.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104VNQIGSVTESIQACK[iTRAQ_Nterm]VNQIGSVTESIQAC[Cys_CAM]K[iTRAQ_K]3 301-‐315 7,354 641,347 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6855.6858.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104VNQIGSVTESIQACK[iTRAQ_Nterm]VNQIGSVTESIQAC[Cys_CAM]K[iTRAQ_K]3 301-‐315 7,226 641,347 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6674.6677.3Nuclei_fractions
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104VNQIGSVTESIQACK[iTRAQ_Nterm]VNQIGSVTESIQAC[Cys_CAM]K[iTRAQ_K]3 301-‐315 6,431 641,348 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6800.6803.3Nuclei_fractions

Q9NVA2,Q9NVA2_ISOFORM_2AAAQLLQSQAQQSGAQQTK[iTRAQ_Nterm]AAAQLLQSQAQQSGAQQTK[iTRAQ_K]2 399-‐417 12,687 749,076 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5184.5187.3Nuclei_fractions
Q9NVA2,Q9NVA2_ISOFORM_2AAAQLLQSQAQQSGAQQTKK[iTRAQ_Nterm]AAAQLLQSQAQQSGAQQTK[iTRAQ_K]K[iTRAQ_K]3 399-‐418 5,265 630,11 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4542.4545.4Nuclei_fractions
Q9NVA2,Q9NVA2_ISOFORM_2KAAAQLLQSQAQQSGAQQTK[iTRAQ_Nterm]K[iTRAQ_K]AAAQLLQSQAQQSGAQQTK[iTRAQ_K]3 398-‐417 6,432 630,109 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4415.4418.4Nuclei_fractions
Q9NVA2,Q9NVA2_ISOFORM_2NLSLSGHVGFDSLPDQLVNK[iTRAQ_Nterm]NLSLSGHVGFDSLPDQLVNK[iTRAQ_K]2 14-‐33 7,575 810,11 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8637.8640.3Nuclei_fractions
Q9NVA2,Q9NVA2_ISOFORM_2VNIIPIIAK [iTRAQ_Nterm]VNIIPIIAK[iTRAQ_K]2 175-‐183 5,73 634,93 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9018.9021.2Nuclei_fractions

P62424 AGVNTVTTLVENK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]2 137-‐149 9,483 817,474 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7163.7166.2Nuclei_fractions
P62424 AGVNTVTTLVENK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]2 137-‐149 7,012 545,318 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7040.7043.3Nuclei_fractions
P62424 AGVNTVTTLVENK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]2 137-‐149 6,981 545,318 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7220.7223.3Nuclei_fractions
P62424 AGVNTVTTLVENK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]2 137-‐149 6,884 545,319 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7150.7153.3Nuclei_fractions
P62424 AGVNTVTTLVENK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]2 137-‐149 6,091 545,316 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7018.7021.3Nuclei_fractions
P62424 AGVNTVTTLVENKK[iTRAQ_Nterm]AGVNTVTTLVENK[iTRAQ_K]K[iTRAQ_K]3 137-‐150 8,32 636,05 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6618.6621.3Nuclei_fractions
P62424 LKVPPAINQFTQALDR[iTRAQ_Nterm]LK[iTRAQ_K]VPPAINQFTQALDR2 73-‐88 6,818 700,412 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10075.10078.3Nuclei_fractions
P62424 LKVPPAINQFTQALDR[iTRAQ_Nterm]LK[iTRAQ_K]VPPAINQFTQALDR2 73-‐88 6,514 700,414 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10145.10148.3Nuclei_fractions
P62424 LKVPPAINQFTQALDR[iTRAQ_Nterm]LK[iTRAQ_K]VPPAINQFTQALDR2 73-‐88 6,456 700,413 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10090.10093.3Nuclei_fractions
P62424 LKVPPAINQFTQALDR[iTRAQ_Nterm]LK[iTRAQ_K]VPPAINQFTQALDR2 73-‐88 5,681 700,414 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9993.9996.3Nuclei_fractions
P62424 LKVPPAINQFTQALDR[iTRAQ_Nterm]LK[iTRAQ_K]VPPAINQFTQALDR2 73-‐88 5,05 525,562 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10111.10114.4Nuclei_fractions



P62424 NFGIGQDIQPK[iTRAQ_Nterm]NFGIGQDIQPK[iTRAQ_K]2 37-‐47 7,77 752,923 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5975.5978.2Nuclei_fractions
P62424 NFGIGQDIQPK[iTRAQ_Nterm]NFGIGQDIQPK[iTRAQ_K]2 37-‐47 7,098 502,283 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5961.5964.3Nuclei_fractions
P62424 NFGIGQDIQPK[iTRAQ_Nterm]NFGIGQDIQPK[iTRAQ_K]2 37-‐47 5,034 502,284 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6157.6160.3Nuclei_fractions
P62424 VVNPLFEK[iTRAQ_Nterm]VVNPLFEK[iTRAQ_K]2 26-‐33 5,29 617,377 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7319.7322.2Nuclei_fractions

P46781 ELLTLDEKDPR[iTRAQ_Nterm]ELLTLDEK[iTRAQ_K]DPR2 58-‐68 5,125 539,641 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5522.5525.3Nuclei_fractions
P46781 KQVVNIPSFIVR[iTRAQ_Nterm]K[iTRAQ_K]QVVNIPSFIVR2 138-‐149 5,549 563,353 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7836.7839.3Nuclei_fractions
P46781 KQVVNIPSFIVR[iTRAQ_Nterm]K[iTRAQ_K]QVVNIPSFIVR2 138-‐149 5,404 563,353 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7905.7908.3Nuclei_fractions
P46781 LDYILGLK [iTRAQ_Nterm]LDYILGLK[iTRAQ_K]2 93-‐100 5,496 408,261 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9873.9876.3Nuclei_fractions
P46781 LQTQVFK [iTRAQ_Nterm]LQTQVFK[iTRAQ_K]2 109-‐115 6,167 576,355 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5658.5661.2Nuclei_fractions
P46781 QVVNIPSFIVR[iTRAQ_Nterm]QVVNIPSFIVR1 139-‐149 5,983 472,621 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8850.8853.3Nuclei_fractions
P46781 RLFEGNALLR[iTRAQ_Nterm]RLFEGNALLR1 69-‐78 9,277 444,934 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6745.6748.3Nuclei_fractions

ALAGCDFLTISPK[iTRAQ_Nterm]ALAGC[Cys_CAM]DFLTISPK[iTRAQ_K]3 246-‐258 9,341 840,965 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8607.8610.2Nuclei_fractions
ALAGCDFLTISPK[iTRAQ_Nterm]ALAGC[Cys_CAM]DFLTISPK[iTRAQ_K]3 246-‐258 5,979 560,98 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8594.8597.3Nuclei_fractions
ALAGCDFLTISPK[iTRAQ_Nterm]ALAGC[Cys_CAM]DFLTISPK[iTRAQ_K]3 246-‐258 5,02 560,979 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8582.8585.3Nuclei_fractions
ILDWHVANTDKK[iTRAQ_Nterm]ILDWHVANTDK[iTRAQ_K]K[iTRAQ_K]3 193-‐204 6,762 624,694 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6134.6137.3Nuclei_fractions
LFVLFGAEILK[iTRAQ_Nterm]LFVLFGAEILK[iTRAQ_K]2 87-‐97 5,326 513,326 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12291.12294.3Nuclei_fractions
LFVLFGAEILK[iTRAQ_Nterm]LFVLFGAEILK[iTRAQ_K]2 87-‐97 5,164 769,483 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12283.12286.2Nuclei_fractions
LSFDKDAMVAR[iTRAQ_Nterm]LSFDK[iTRAQ_K]DAM[Oxidation_M]VAR3 111-‐121 4,79 519,616 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4919.4922.3Nuclei_fractions
LSSTWEGIQAGK[iTRAQ_Nterm]LSSTWEGIQAGK[iTRAQ_K]2 143-‐154 5,085 522,29 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6989.6992.3Nuclei_fractions
RLIELYK [iTRAQ_Nterm]RLIELYK[iTRAQ_K]2 124-‐130 6,23 408,263 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6017.6020.3Nuclei_fractions

Q14764 DITPLQVVLPNTALHLK[iTRAQ_Nterm]DITPLQVVLPNTALHLK[iTRAQ_K]2 107-‐123 7,936 720,771 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9730.9733.3Nuclei_fractions
Q14764 IEGEGSVLQAK[iTRAQ_Nterm]IEGEGSVLQAK[iTRAQ_K]2 734-‐744 6,83 709,911 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5236.5239.2Nuclei_fractions
Q14764 IEGEGSVLQAK[iTRAQ_Nterm]IEGEGSVLQAK[iTRAQ_K]2 734-‐744 5,642 473,609 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5230.5233.3Nuclei_fractions
Q14764 KEVEVVEIIQATIIR[iTRAQ_Nterm]K[iTRAQ_K]EVEVVEIIQATIIR2 154-‐168 8,807 676,748 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11732.11735.3Nuclei_fractions
Q14764 LAQDPFPLYPGEVLEK[iTRAQ_Nterm]LAQDPFPLYPGEVLEK[iTRAQ_K]2 91-‐106 6,364 702,056 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10372.10375.3Nuclei_fractions
Q14764 LKAQALAIETEAELQR[iTRAQ_Nterm]LK[iTRAQ_K]AQALAIETEAELQR2 745-‐760 7,047 691,406 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8505.8508.3Nuclei_fractions

P39023 IGQGYLIK [iTRAQ_Nterm]IGQGYLIK[iTRAQ_K]2 286-‐293 4,882 590,37 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6611.6614.2Nuclei_fractions
P39023 KSLLVQTK[iTRAQ_Nterm]K[iTRAQ_K]SLLVQTK[iTRAQ_K]3 348-‐355 5,653 450,302 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3952.3955.3Nuclei_fractions
P39023 SINPLGGFVHYGEVTNDFVMLK[iTRAQ_Nterm]SINPLGGFVHYGEVTNDFVM[Oxidation_M]LK[iTRAQ_K]3 312-‐333 7,494 914,476 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10358.10361.3Nuclei_fractions
P39023 SINPLGGFVHYGEVTNDFVMLK[iTRAQ_Nterm]SINPLGGFVHYGEVTNDFVM[Oxidation_M]LK[iTRAQ_K]3 312-‐333 6,589 914,477 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10331.10334.3Nuclei_fractions
P39023 SINPLGGFVHYGEVTNDFVMLK[iTRAQ_Nterm]SINPLGGFVHYGEVTNDFVM[Oxidation_M]LK[iTRAQ_K]3 312-‐333 4,88 686,113 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10365.10368.4Nuclei_fractions
P39023 SINPLGGFVHYGEVTNDFVMLK[iTRAQ_Nterm]SINPLGGFVHYGEVTNDFVM[Oxidation_M]LK[iTRAQ_K]3 312-‐333 4,836 686,113 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10337.10340.4Nuclei_fractions
P39023 TVFAEHISDECK[iTRAQ_Nterm]TVFAEHISDEC[Cys_CAM]K[iTRAQ_K]3 103-‐114 5,813 575,29 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5130.5133.3Nuclei_fractions
P39023 TVFAEHISDECKR[iTRAQ_Nterm]TVFAEHISDEC[Cys_CAM]K[iTRAQ_K]R3 103-‐115 4,735 470,745 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4399.4402.4Nuclei_fractions
P39023 VACIGAWHPAR[iTRAQ_Nterm]VAC[Cys_CAM]IGAWHPAR2 250-‐260 8,396 461,248 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5526.5529.3Nuclei_fractions

P62258 AASDIAMTELPPTHPIR[iTRAQ_Nterm]AASDIAM[Oxidation_M]TELPPTHPIR2 132-‐148 5,513 660,685 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5467.5470.3Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 7,509 675,381 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10320.10323.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 194-‐203 7,419 667,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11105.11108.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 7,187 675,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10155.10158.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 6,717 675,383 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10454.10457.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 6,697 675,385 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9818.9821.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 6,558 675,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10245.10248.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 194-‐203 6,536 667,389 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10716.10719.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 194-‐203 6,27 667,387 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11160.11163.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 6,266 675,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10391.10394.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,92 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10350.10353.3Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,891 450,592 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10030.10033.3Nuclei_fractions



P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,792 675,385 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10008.10011.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,475 450,592 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10288.10291.3Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,303 450,591 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10426.10429.3Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 5,105 675,384 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10212.10215.2Nuclei_fractions
P62258 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 194-‐203 4,863 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10490.10493.3Nuclei_fractions
P62258 IISSIEQK [iTRAQ_Nterm]IISSIEQK[iTRAQ_K]2 40-‐47 5,502 402,583 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5786.5789.3Nuclei_fractions
P62258 IISSIEQK [iTRAQ_Nterm]IISSIEQK[iTRAQ_K]2 40-‐47 5,476 603,372 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5661.5664.2Nuclei_fractions
P62258 IISSIEQK [iTRAQ_Nterm]IISSIEQK[iTRAQ_K]2 40-‐47 5,346 603,372 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5805.5808.2Nuclei_fractions
P62258 IISSIEQK [iTRAQ_Nterm]IISSIEQK[iTRAQ_K]2 40-‐47 5,32 603,373 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5770.5773.2Nuclei_fractions
P62258 LICCDILDVLDK[iTRAQ_Nterm]LIC[Cys_CAM]C[Cys_CAM]DILDVLDK[iTRAQ_K]4 73-‐84 7,16 882,977 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11836.11839.2Nuclei_fractions
P62258 LICCDILDVLDK[iTRAQ_Nterm]LIC[Cys_CAM]C[Cys_CAM]DILDVLDK[iTRAQ_K]4 73-‐84 6,81 588,988 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11841.11844.3Nuclei_fractions
P62258 NLLSVAYK[iTRAQ_Nterm]NLLSVAYK[iTRAQ_K]2 21-‐28 5,612 598,368 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7247.7250.2Nuclei_fractions
P62258 YLAEFATGNDRK[iTRAQ_Nterm]YLAEFATGNDRK[iTRAQ_K]2 109-‐120 5,413 558,301 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6575.6578.3Nuclei_fractions

Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 189-‐208 8,788 853,098 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4422.4425.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 189-‐208 5,127 640,074 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4430.4433.4Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EQADFALEALAK[iTRAQ_Nterm]EQADFALEALAK[iTRAQ_K]2 433-‐444 6,982 531,962 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8173.8176.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EQADFALEALAK[iTRAQ_Nterm]EQADFALEALAK[iTRAQ_K]2 433-‐444 6,74 797,439 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8181.8184.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EQADFALEALAK[iTRAQ_Nterm]EQADFALEALAK[iTRAQ_K]2 433-‐444 6,585 797,438 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8139.8142.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EQADFALEALAK[iTRAQ_Nterm]EQADFALEALAK[iTRAQ_K]2 433-‐444 6,514 797,439 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8154.8157.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4EQADFALEALAK[iTRAQ_Nterm]EQADFALEALAK[iTRAQ_K]2 433-‐444 5,318 531,961 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8133.8136.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4FDQLLAEEK[iTRAQ_Nterm]FDQLLAEEK[iTRAQ_K]2 1469-‐1477 4,782 690,886 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7340.7343.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1104-‐1114 7,342 773,446 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5279.5282.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1104-‐1114 5,45 515,967 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5270.5273.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 236-‐251 8,519 1008,083 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11112.11115.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 236-‐251 8,427 1008,084 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11161.11164.2Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 236-‐251 6,921 672,39 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11098.11101.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 236-‐251 6,644 672,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11133.11136.3Nuclei_fractions
Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 236-‐251 5,777 672,389 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11084.11087.3Nuclei_fractions

P21964 AIYKGPGSEAGP[iTRAQ_Nterm]AIYK[iTRAQ_K]GPGSEAGP2 210-‐221 6,272 717,895 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4408.4411.2Nuclei_fractions
P21964 GTVLLADNVICPGAPDFLAHVR[iTRAQ_Nterm]GTVLLADNVIC[Cys_CAM]PGAPDFLAHVR2 163-‐184 8,74 827,113 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9945.9948.3Nuclei_fractions
P21964 KGTVLLADNVICPGAPDFLAHVR[iTRAQ_Nterm]K[iTRAQ_K]GTVLLADNVIC[Cys_CAM]PGAPDFLAHVR3 162-‐184 6,685 688,635 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9165.9168.4Nuclei_fractions
P21964 KGTVLLADNVICPGAPDFLAHVR[iTRAQ_Nterm]K[iTRAQ_K]GTVLLADNVIC[Cys_CAM]PGAPDFLAHVR3 162-‐184 6,154 688,635 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9212.9215.4Nuclei_fractions
P21964 LITIEINPDCAAITQR[iTRAQ_Nterm]LITIEINPDC[Cys_CAM]AAITQR2 86-‐101 6,918 986,541 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8945.8948.2Nuclei_fractions
P21964 YLPDTLLLEECGLLR[iTRAQ_Nterm]YLPDTLLLEEC[Cys_CAM]GLLR2 147-‐161 7,75 975,033 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11906.11909.2Nuclei_fractions
P21964 YLPDTLLLEECGLLR[iTRAQ_Nterm]YLPDTLLLEEC[Cys_CAM]GLLR2 147-‐161 5,65 650,358 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11920.11923.3Nuclei_fractions

AAVENLPTFLVELSR[iTRAQ_Nterm]AAVENLPTFLVELSR1 28-‐42 7,985 902,014 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12384.12387.2Nuclei_fractions
AAVENLPTFLVELSR[iTRAQ_Nterm]AAVENLPTFLVELSR1 28-‐42 7,161 601,675 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12389.12392.3Nuclei_fractions
GALQYLVPILTQTLTK[iTRAQ_Nterm]GALQYLVPILTQTLTK[iTRAQ_K]2 317-‐332 7,276 1024,123 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11959.11961.2Nuclei_fractions
LAATNALLNSLEFTK[iTRAQ_Nterm]LAATNALLNSLEFTK[iTRAQ_K]2 192-‐206 9,226 632,036 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10776.10779.3Nuclei_fractions
LAATNALLNSLEFTK[iTRAQ_Nterm]LAATNALLNSLEFTK[iTRAQ_K]2 192-‐206 8,539 632,036 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10748.10751.3Nuclei_fractions
LQQVLQMESHIQSTSDR[iTRAQ_Nterm]LQQVLQM[Oxidation_M]ESHIQSTSDR2 558-‐574 5,263 720,701 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6656.6659.3Nuclei_fractions
TVSPDRLELEAAQK[iTRAQ_Nterm]TVSPDRLELEAAQK[iTRAQ_K]2 10-‐23 6,57 615,684 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5558.5561.3Nuclei_fractions

Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103DLKDYFSK [iTRAQ_Nterm]DLK[iTRAQ_K]DYFSK[iTRAQ_K]3 93-‐100 4,943 724,414 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6541.6544.2Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103FGEVVDCTLK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TLK[iTRAQ_K]3 101-‐110 5,803 728,395 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6717.6720.2Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103FGEVVDCTLK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TLK[iTRAQ_K]3 101-‐110 5,542 728,392 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6437.6440.2Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103FGEVVDCTLK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TLK[iTRAQ_K]3 101-‐110 4,891 485,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6705.6708.3Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103GFCFITFK [iTRAQ_Nterm]GFC[Cys_CAM]FITFK[iTRAQ_K]3 205-‐212 5,714 654,357 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10077.10080.2Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103GFGFVLFK [iTRAQ_Nterm]GFGFVLFK[iTRAQ_K]2 120-‐127 5,171 601,863 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10733.10736.2Nuclei_fractions



Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103IFVGGLSPDTPEEK[iTRAQ_Nterm]IFVGGLSPDTPEEK[iTRAQ_K]2 165-‐178 8,278 888,986 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7186.7189.2Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103IFVGGLSPDTPEEK[iTRAQ_Nterm]IFVGGLSPDTPEEK[iTRAQ_K]2 165-‐178 6,902 592,992 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7193.7196.3Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103IFVGGLSPDTPEEK[iTRAQ_Nterm]IFVGGLSPDTPEEK[iTRAQ_K]2 165-‐178 5,841 592,992 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7174.7177.3Nuclei_fractions
Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103MFIGGLSWDTTKK[iTRAQ_Nterm]M[Oxidation_M]FIGGLSWDTTK[iTRAQ_K]K[iTRAQ_K]4 80-‐92 6,314 644,694 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7626.7629.3Nuclei_fractions

Q16629_ISOFORM_2,Q16629AFSYYGPLR[iTRAQ_Nterm]AFSYYGPLR1 30-‐38 5,824 609,327 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7394.7397.2Nuclei_fractions
Q16629_ISOFORM_2,Q16629NPPGFAFVEFEDPR[iTRAQ_Nterm]NPPGFAFVEFEDPR1 45-‐58 5,902 883,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9847.9850.2Nuclei_fractions
Q16629_ISOFORM_2,Q16629NPPGFAFVEFEDPR[iTRAQ_Nterm]NPPGFAFVEFEDPR1 45-‐58 5,255 589,295 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9868.9871.3Nuclei_fractions
Q16629_ISOFORM_2,Q16629VRVELSTGMPR[iTRAQ_Nterm]VRVELSTGM[Oxidation_M]PR2 77-‐87 8,079 468,931 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4146.4149.3Nuclei_fractions
Q16629_ISOFORM_2,Q16629VYVGNLGTGAGK[iTRAQ_Nterm]VYVGNLGTGAGK[iTRAQ_K]2 13-‐24 7,762 712,413 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5567.5570.2Nuclei_fractions
Q16629_ISOFORM_2,Q16629VYVGNLGTGAGK[iTRAQ_Nterm]VYVGNLGTGAGK[iTRAQ_K]2 13-‐24 5,141 475,278 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5562.5565.3Nuclei_fractions
Q16629_ISOFORM_2,Q16629VYVGNLGTGAGKGELER[iTRAQ_Nterm]VYVGNLGTGAGK[iTRAQ_K]GELER2 13-‐29 8,345 670,043 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5744.5747.3Nuclei_fractions
Q16629_ISOFORM_2,Q16629VYVGNLGTGAGKGELER[iTRAQ_Nterm]VYVGNLGTGAGK[iTRAQ_K]GELER2 13-‐29 5,878 670,043 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5806.5809.3Nuclei_fractions

P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2ESTLHLVLR[iTRAQ_Nterm]ESTLHLVLR1 64-‐72 7,738 606,366 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6239.6242.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2ESTLHLVLR[iTRAQ_Nterm]ESTLHLVLR1 64-‐72 6,156 404,579 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6223.6226.3Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TITLEVEPSDTIENVK[iTRAQ_Nterm]TITLEVEPSDTIENVK[iTRAQ_K]2 12-‐27 9,049 1038,57 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7613.7616.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TITLEVEPSDTIENVK[iTRAQ_Nterm]TITLEVEPSDTIENVK[iTRAQ_K]2 12-‐27 7,047 692,716 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7634.7637.3Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TITLEVEPSDTIENVK[iTRAQ_Nterm]TITLEVEPSDTIENVK[iTRAQ_K]2 12-‐27 5,864 692,715 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7607.7610.3Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TITLEVEPSDTIENVKAK[iTRAQ_Nterm]TITLEVEPSDTIENVK[iTRAQ_K]AK[iTRAQ_K]3 12-‐29 5,744 807,129 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7238.7241.3Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQK[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]2 55-‐63 6,933 685,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5085.5088.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQK[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]2 55-‐63 6,903 685,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5066.5069.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQK[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]2 55-‐63 6,869 685,385 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5254.5257.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQK[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]2 55-‐63 6,336 685,383 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5284.5287.2Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQKESTLHLVLR[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]ESTLHLVLR2 55-‐72 6,381 605,347 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7854.7857.4Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQKESTLHLVLR[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]ESTLHLVLR2 55-‐72 5,899 605,346 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7876.7879.4Nuclei_fractions
P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2TLSDYNIQKESTLHLVLR[iTRAQ_Nterm]TLSDYNIQK[iTRAQ_K]ESTLHLVLR2 55-‐72 5,653 605,346 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7890.7893.4Nuclei_fractions

Q02809 EQINITLDHRCR[iTRAQ_Nterm]EQINITLDHRC[Cys_CAM]R2 176-‐187 4,849 566,978 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4575.4578.3Nuclei_fractions
Q02809 FLGSGGFIGYAPNLSK[iTRAQ_Nterm]FLGSGGFIGYAPNLSK[iTRAQ_K]2 133-‐148 10,26 958,531 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9860.9863.2Nuclei_fractions
Q02809 FLGSGGFIGYAPNLSK[iTRAQ_Nterm]FLGSGGFIGYAPNLSK[iTRAQ_K]2 133-‐148 8,503 639,355 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9846.9849.3Nuclei_fractions
Q02809 IFQNLDGALDEVVLK[iTRAQ_Nterm]IFQNLDGALDEVVLK[iTRAQ_K]2 188-‐202 7,311 654,709 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11708.11711.3Nuclei_fractions
Q02809 LQLNYLGNYIPR[iTRAQ_Nterm]LQLNYLGNYIPR1 230-‐241 8,105 804,457 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9328.9331.2Nuclei_fractions
Q02809 LQLNYLGNYIPR[iTRAQ_Nterm]LQLNYLGNYIPR1 230-‐241 7,733 536,639 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9354.9357.3Nuclei_fractions
Q02809 LTHYHEGLPTTR[iTRAQ_Nterm]LTHYHEGLPTTR1 686-‐697 5,068 523,615 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3985.3988.3Nuclei_fractions

AGVMALANLLQIQR[iTRAQ_Nterm]AGVM[Oxidation_M]ALANLLQIQR2 132-‐145 8,335 829,481 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9598.9601.2Nuclei_fractions
AGVMALANLLQIQR[iTRAQ_Nterm]AGVM[Oxidation_M]ALANLLQIQR2 132-‐145 6,987 553,326 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9612.9615.3Nuclei_fractions
EGLPVALDK[iTRAQ_Nterm]EGLPVALDK[iTRAQ_K]2 177-‐185 4,858 615,37 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5984.5987.2Nuclei_fractions
HILGFDTGDAVLNEAAQILR[iTRAQ_Nterm]HILGFDTGDAVLNEAAQILR1 186-‐205 7,128 766,421 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12228.12231.3Nuclei_fractions
NFIVWLEDQK[iTRAQ_Nterm]NFIVWLEDQK[iTRAQ_K]2 27-‐36 5,808 790,441 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11579.11582.2Nuclei_fractions
NFIVWLEDQK[iTRAQ_Nterm]NFIVWLEDQK[iTRAQ_K]2 27-‐36 5,546 527,298 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11599.11602.3Nuclei_fractions
QEAIDWLLGLAVR[iTRAQ_Nterm]QEAIDWLLGLAVR1 77-‐89 9,453 814,47 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13290.13293.2Nuclei_fractions
QEAIDWLLGLAVR[iTRAQ_Nterm]QEAIDWLLGLAVR1 77-‐89 7,378 543,314 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13291.13294.3Nuclei_fractions

P21980_CHAIN_0ALLVEPVINSYLLAER[iTRAQ_Nterm]ALLVEPVINSYLLAER1 565-‐580 7,122 972,57 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11761.11764.2Nuclei_fractions
P21980_CHAIN_0ALLVEPVINSYLLAER[iTRAQ_Nterm]ALLVEPVINSYLLAER1 565-‐580 6,949 648,716 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11752.11755.3Nuclei_fractions
P21980_CHAIN_0DLYLENPEIK[iTRAQ_Nterm]DLYLENPEIK[iTRAQ_K]2 581-‐590 4,803 761,422 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6613.6616.2Nuclei_fractions
P21980_CHAIN_0SVPLCILYEK[iTRAQ_Nterm]SVPLC[Cys_CAM]ILYEK[iTRAQ_K]3 541-‐550 6,849 755,433 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8802.8805.2Nuclei_fractions
P21980_CHAIN_0SVPLCILYEK[iTRAQ_Nterm]SVPLC[Cys_CAM]ILYEK[iTRAQ_K]3 541-‐550 5,613 755,434 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8864.8867.2Nuclei_fractions
P21980_CHAIN_0VVTNYNSAHDQNSNLLIEYFR[iTRAQ_Nterm]VVTNYNSAHDQNSNLLIEYFR1 297-‐317 9,513 881,112 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9429.9432.3Nuclei_fractions
P21980_CHAIN_0YLLNLNLEPFSEK[iTRAQ_Nterm]YLLNLNLEPFSEK[iTRAQ_K]2 528-‐540 7,023 623,353 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11242.11245.3Nuclei_fractions



P21980_CHAIN_0YLLNLNLEPFSEK[iTRAQ_Nterm]YLLNLNLEPFSEK[iTRAQ_K]2 528-‐540 6,783 934,531 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11243.11246.2Nuclei_fractions

Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4GLLLFVDEADAFLR[iTRAQ_Nterm]GLLLFVDEADAFLR1 405-‐418 9,786 861,982 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13613.13616.2Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4GLLLFVDEADAFLR[iTRAQ_Nterm]GLLLFVDEADAFLR1 405-‐418 7,722 574,989 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13620.13623.3Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4ITVLEALR [iTRAQ_Nterm]ITVLEALR1 291-‐298 5,637 529,84 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9076.9079.2Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4ITVLEALR [iTRAQ_Nterm]ITVLEALR1 291-‐298 5,474 529,839 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8971.8974.2Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4LFDWANTSR[iTRAQ_Nterm]LFDWANTSR1 395-‐403 5,723 627,325 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8895.8898.2Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4LLSRPQDALEGVVLSPSLEAR[iTRAQ_Nterm]LLSRPQDALEGVVLSPSLEAR1 307-‐327 6,618 798,786 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9647.9650.3Nuclei_fractions
Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4QQQLLNEENLR[iTRAQ_Nterm]QQQLLNEENLR1 147-‐157 7,538 764,917 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5579.5582.2Nuclei_fractions

P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7EDVFVHQTAIK[iTRAQ_Nterm]EDVFVHQTAIK[iTRAQ_K]2 81-‐91 6,968 525,631 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5185.5188.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7EDVFVHQTAIK[iTRAQ_Nterm]EDVFVHQTAIK[iTRAQ_K]2 81-‐91 6,754 787,944 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5229.5232.2Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7GAEAANVTGPGGVPVQGSK[iTRAQ_Nterm]GAEAANVTGPGGVPVQGSK[iTRAQ_K]2 118-‐136 11,277 992,544 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4170.4173.2Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7GAEAANVTGPGGVPVQGSK[iTRAQ_Nterm]GAEAANVTGPGGVPVQGSK[iTRAQ_K]2 118-‐136 11,026 662,031 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4272.4275.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7GAEAANVTGPGGVPVQGSK[iTRAQ_Nterm]GAEAANVTGPGGVPVQGSK[iTRAQ_K]2 118-‐136 10,2 662,03 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4175.4178.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7GAEAANVTGPGGVPVQGSK[iTRAQ_Nterm]GAEAANVTGPGGVPVQGSK[iTRAQ_K]2 118-‐136 8,033 662,031 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4290.4293.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NDTKEDVFVHQTAIK[iTRAQ_Nterm]NDTK[iTRAQ_K]EDVFVHQTAIK[iTRAQ_K]3 77-‐91 9,459 726,404 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4961.4964.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NDTKEDVFVHQTAIK[iTRAQ_Nterm]NDTK[iTRAQ_K]EDVFVHQTAIK[iTRAQ_K]3 77-‐91 4,915 545,054 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4942.4945.4Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NYQQNYQNSESGEKNEGSESAPEGQAQQR[iTRAQ_Nterm]NYQQNYQNSESGEK[iTRAQ_K]NEGSESAPEGQAQQR2 156-‐184 7,538 1182,538 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3331.3334.3Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NYQQNYQNSESGEKNEGSESAPEGQAQQR[iTRAQ_Nterm]NYQQNYQNSESGEK[iTRAQ_K]NEGSESAPEGQAQQR2 156-‐184 6,306 887,156 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3364.3367.4Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NYQQNYQNSESGEKNEGSESAPEGQAQQR[iTRAQ_Nterm]NYQQNYQNSESGEK[iTRAQ_K]NEGSES[PHOS]APEGQAQQR3 156-‐184 6,063 907,149 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3415.3418.4Nuclei_fractions
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7NYQQNYQNSESGEKNEGSESAPEGQAQQR[iTRAQ_Nterm]NYQQNYQNSESGEK[iTRAQ_K]NEGSESAPEGQAQQR2 156-‐184 5,166 709,927 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3351.3354.5Nuclei_fractions

Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7EGYVLTAVEGTIGDFK[iTRAQ_Nterm]EGYVLTAVEGTIGDFK[iTRAQ_K]2 825-‐840 8,777 663,028 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11948.11951.3Nuclei_fractions
Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7EQQLAEIEAR[iTRAQ_Nterm]EQQLAEIEAR1 677-‐686 6,94 665,858 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4988.4991.2Nuclei_fractions
Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7FLLFSSLVTK[iTRAQ_Nterm]FLLFSSLVTK[iTRAQ_K]2 204-‐213 5,64 721,948 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11307.11310.2Nuclei_fractions
Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7ITITGYR [iTRAQ_Nterm]ITITGYR1 921-‐927 6,004 484,289 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5590.5593.2Nuclei_fractions
Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7VLPGDYEILATHPTWALK[iTRAQ_Nterm]VLPGDYEILATHPTWALK[iTRAQ_K]2 145-‐162 7,858 771,437 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9778.9781.3Nuclei_fractions

AIIIFVPVPQLK[iTRAQ_Nterm]AIIIFVPVPQLK[iTRAQ_K]2 59-‐70 7,135 813,534 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11041.11044.2Nuclei_fractions
AIIIFVPVPQLK[iTRAQ_Nterm]AIIIFVPVPQLK[iTRAQ_K]2 59-‐70 6,74 813,535 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11015.11018.2Nuclei_fractions
ELNITAAK [iTRAQ_Nterm]ELNITAAK[iTRAQ_K]2 42-‐49 5,592 574,351 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4763.4766.2Nuclei_fractions
ELNITAAK [iTRAQ_Nterm]ELNITAAK[iTRAQ_K]2 42-‐49 4,822 574,351 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4888.4891.2Nuclei_fractions
KAIIIFVPVPQLK[iTRAQ_Nterm]K[iTRAQ_K]AIIIFVPVPQLK[iTRAQ_K]3 58-‐70 7,205 633,423 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8141.8144.3Nuclei_fractions
TLTAVHDAILEDLVFPSEIVGK[iTRAQ_Nterm]TLTAVHDAILEDLVFPSEIVGK[iTRAQ_K]2 121-‐142 7,139 885,836 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12473.12476.3Nuclei_fractions
VETFSGVYK[iTRAQ_Nterm]VETFSGVYK[iTRAQ_K]2 170-‐178 8,091 659,374 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5822.5825.2Nuclei_fractions
VETFSGVYK[iTRAQ_Nterm]VETFSGVYK[iTRAQ_K]2 170-‐178 7,691 659,371 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5848.5851.2Nuclei_fractions
VETFSGVYK[iTRAQ_Nterm]VETFSGVYK[iTRAQ_K]2 170-‐178 7,421 659,372 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5947.5950.2Nuclei_fractions

P07910_ISOFORM_C1GFAFVQYVNER[iTRAQ_Nterm]GFAFVQYVNER1 51-‐61 5,911 737,385 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8991.8994.2Nuclei_fractions
P07910_ISOFORM_C1KSDVEAIFSK[iTRAQ_Nterm]K[iTRAQ_K]SDVEAIFSK[iTRAQ_K]3 30-‐39 7,033 519,308 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6393.6396.3Nuclei_fractions
P07910_ISOFORM_C1KSDVEAIFSK[iTRAQ_Nterm]K[iTRAQ_K]SDVEAIFSK[iTRAQ_K]3 30-‐39 5,717 519,307 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6408.6411.3Nuclei_fractions
P07910_ISOFORM_C1QKVDSLLENLEK[iTRAQ_Nterm]QK[iTRAQ_K]VDSLLENLEK[iTRAQ_K]3 149-‐160 6,821 616,701 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7958.7961.3Nuclei_fractions
P07910_ISOFORM_C1QKVDSLLENLEK[iTRAQ_Nterm]QK[iTRAQ_K]VDSLLENLEK[iTRAQ_K]3 149-‐160 6,757 616,701 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7994.7997.3Nuclei_fractions
P07910_ISOFORM_C1QKVDSLLENLEK[iTRAQ_Nterm]QK[iTRAQ_K]VDSLLENLEK[iTRAQ_K]3 149-‐160 6,19 616,701 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7930.7933.3Nuclei_fractions
P07910_ISOFORM_C1VFIGNLNTLVVK[iTRAQ_Nterm]VFIGNLNTLVVK[iTRAQ_K]2 18-‐29 7,131 803,003 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9781.9784.2Nuclei_fractions
P07910_ISOFORM_C1VFIGNLNTLVVK[iTRAQ_Nterm]VFIGNLNTLVVK[iTRAQ_K]2 18-‐29 7,079 803,004 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9767.9770.2Nuclei_fractions
P07910_ISOFORM_C1VFIGNLNTLVVK[iTRAQ_Nterm]VFIGNLNTLVVK[iTRAQ_K]2 18-‐29 6,178 535,672 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9774.9777.3Nuclei_fractions
P07910_ISOFORM_C1VFIGNLNTLVVKK[iTRAQ_Nterm]VFIGNLNTLVVK[iTRAQ_K]K[iTRAQ_K]3 18-‐30 8,203 626,405 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7355.7358.3Nuclei_fractions

EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 170-‐189 8,788 853,098 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4422.4425.3Nuclei_fractions
EDQSILCTGESGAGKTENTK[iTRAQ_Nterm]EDQSILC[Cys_CAM]TGESGAGK[iTRAQ_K]TENTK[iTRAQ_K]4 170-‐189 5,127 640,074 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4430.4433.4Nuclei_fractions



FDQLLAEEK[iTRAQ_Nterm]FDQLLAEEK[iTRAQ_K]2 1453-‐1461 4,782 690,886 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7340.7343.2Nuclei_fractions
IVFQEFR [iTRAQ_Nterm]IVFQEFR1 719-‐725 5,624 541,81 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8277.8280.2Nuclei_fractions
KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1088-‐1098 7,342 773,446 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5279.5282.2Nuclei_fractions
KEEELQAALAR[iTRAQ_Nterm]K[iTRAQ_K]EEELQAALAR2 1088-‐1098 5,45 515,967 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5270.5273.3Nuclei_fractions
QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 217-‐232 8,519 1008,083 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11112.11115.2Nuclei_fractions
QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 217-‐232 8,427 1008,084 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11161.11164.2Nuclei_fractions
QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 217-‐232 6,921 672,39 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11098.11101.3Nuclei_fractions
QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 217-‐232 6,644 672,39 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11133.11136.3Nuclei_fractions
QLLQANPILEAFGNAK[iTRAQ_Nterm]QLLQANPILEAFGNAK[iTRAQ_K]2 217-‐232 5,777 672,389 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11084.11087.3Nuclei_fractions

P22695 AVAFQNPQTHVIENLHAAAYR[iTRAQ_Nterm]AVAFQNPQTHVIENLHAAAYR1 149-‐169 10,64 832,11 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6673.6676.3Nuclei_fractions
P22695 AVAFQNPQTHVIENLHAAAYR[iTRAQ_Nterm]AVAFQNPQTHVIENLHAAAYR1 149-‐169 4,951 624,334 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6644.6647.4Nuclei_fractions
P22695 RWEVADLQPQLK[iTRAQ_Nterm]RWEVADLQPQLK[iTRAQ_K]2 134-‐145 5,702 591,01 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7381.7384.3Nuclei_fractions
P22695 TIAQGNLSNTDVQAAK[iTRAQ_Nterm]TIAQGNLSNTDVQAAK[iTRAQ_K]2 346-‐361 10 640,355 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4525.4528.3Nuclei_fractions
P22695 TIAQGNLSNTDVQAAK[iTRAQ_Nterm]TIAQGNLSNTDVQAAK[iTRAQ_K]2 346-‐361 9,937 960,029 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4555.4558.2Nuclei_fractions
P22695 YEDFSNLGTTHLLR[iTRAQ_Nterm]YEDFSNLGTTHLLR1 57-‐70 8,557 603,98 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7860.7863.3Nuclei_fractions

P61586_CHAIN_0,P08134,P61586HFCPNVPIILVGNK[iTRAQ_Nterm]HFC[Cys_CAM]PNVPIILVGNK[iTRAQ_K]3 105-‐118 5,118 632,698 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8334.8337.3Nuclei_fractions
P61586_CHAIN_0,P08134,P61586HFCPNVPIILVGNKK[iTRAQ_Nterm]HFC[Cys_CAM]PNVPIILVGNK[iTRAQ_K]K[iTRAQ_K]4 105-‐119 8,422 723,43 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6514.6517.3Nuclei_fractions
P61586_CHAIN_0,P08134,P61586HFCPNVPIILVGNKK[iTRAQ_Nterm]HFC[Cys_CAM]PNVPIILVGNK[iTRAQ_K]K[iTRAQ_K]4 105-‐119 8,246 723,43 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6478.6481.3Nuclei_fractions
P61586_CHAIN_0,P08134,P61586KLVIVGDGACGK[iTRAQ_Nterm]K[iTRAQ_K]LVIVGDGAC[Cys_CAM]GK[iTRAQ_K]4 7-‐18 7,104 550,33 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4713.4716.3Nuclei_fractions
P61586_CHAIN_0,P08134,P61586LVIVGDGACGK[iTRAQ_Nterm]LVIVGDGAC[Cys_CAM]GK[iTRAQ_K]3 8-‐18 7,877 688,895 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5701.5704.2Nuclei_fractions
P61586_CHAIN_0,P08134,P61586TCLLIVFSK[iTRAQ_Nterm]TC[Cys_CAM]LLIVFSK[iTRAQ_K]3 19-‐27 6,359 456,944 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9986.9989.3Nuclei_fractions
P61586_CHAIN_0,P08134,P61586TCLLIVFSK[iTRAQ_Nterm]TC[Cys_CAM]LLIVFSK[iTRAQ_K]3 19-‐27 6,082 684,913 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9985.9988.2Nuclei_fractions

Q16643,Q16643_ISOFORM_2LAASGEGGLQELSGHFENQK[iTRAQ_Nterm]LAASGEGGLQELSGHFENQK[iTRAQ_K]2 42-‐61 11,12 787,413 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7554.7557.3Nuclei_fractions
Q16643,Q16643_ISOFORM_2LAASGEGGLQELSGHFENQK[iTRAQ_Nterm]LAASGEGGLQELSGHFENQK[iTRAQ_K]2 42-‐61 5,692 590,81 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7559.7562.4Nuclei_fractions
Q16643,Q16643_ISOFORM_2SESEVEEAAAIIAQRPDNPR[iTRAQ_Nterm]SESEVEEAAAIIAQRPDNPR1 271-‐290 8,853 776,062 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7662.7665.3Nuclei_fractions
Q16643,Q16643_ISOFORM_2SPSDSSTASTPVAEQIER[iTRAQ_Nterm]SPSDSSTASTPVAEQIER1 336-‐353 6,148 669,335 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4563.4566.3Nuclei_fractions
Q16643,Q16643_ISOFORM_2YVLINWVGEDVPDAR[iTRAQ_Nterm]YVLINWVGEDVPDAR1 79-‐93 8,682 945,501 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10728.10731.2Nuclei_fractions
Q16643,Q16643_ISOFORM_2YVLINWVGEDVPDAR[iTRAQ_Nterm]YVLINWVGEDVPDAR1 79-‐93 5,59 630,668 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10723.10726.3Nuclei_fractions

P08107,P48741AQIHDLVLVGGSTR[iTRAQ_Nterm]AQIHDLVLVGGSTR1 328-‐341 5,884 537,312 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6405.6408.3Nuclei_fractions
P08107,P48741ARFEELCSDLFR[iTRAQ_Nterm]ARFEELC[Cys_CAM]SDLFR2 299-‐310 6,733 562,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8870.8873.3Nuclei_fractions
P08107,P48741DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 159-‐170 8,494 671,403 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8949.8952.2Nuclei_fractions
P08107,P48741DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 159-‐170 8,417 671,404 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8928.8931.2Nuclei_fractions
P08107,P48741DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 159-‐170 7,92 671,404 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8855.8858.2Nuclei_fractions
P08107,P48741DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 159-‐170 7,73 671,404 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9053.9056.2Nuclei_fractions
P08107,P48741ELEQVCNPIISGLYQGAGGPGPGGFGAQGPK[iTRAQ_Nterm]ELEQVC[Cys_CAM]NPIISGLYQGAGGPGPGGFGAQGPK[iTRAQ_K]3 597-‐627 5,35 836,674 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10256.10259.4Nuclei_fractions
P08107,P48741TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 36-‐48 8,276 816,405 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6349.6352.2Nuclei_fractions
P08107,P48741TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 36-‐48 5,889 544,607 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6378.6381.3Nuclei_fractions

P39019 ALAAFLK [iTRAQ_Nterm]ALAAFLK[iTRAQ_K]2 16-‐22 6,107 511,336 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8640.8643.2Nuclei_fractions
P39019 ALAAFLKK[iTRAQ_Nterm]ALAAFLK[iTRAQ_K]K[iTRAQ_K]3 16-‐23 4,976 647,434 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6542.6545.2Nuclei_fractions
P39019 ALAAFLKK[iTRAQ_Nterm]ALAAFLK[iTRAQ_K]K[iTRAQ_K]3 16-‐23 4,963 431,958 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6519.6522.3Nuclei_fractions
P39019 ELAPYDENWFYTR[iTRAQ_Nterm]ELAPYDENWFYTR1 43-‐55 6,729 924,438 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9568.9571.2Nuclei_fractions
P39019 LKVPEWVDTVK[iTRAQ_Nterm]LK[iTRAQ_K]VPEWVDTVK[iTRAQ_K]3 27-‐37 4,965 582,691 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8187.8190.3Nuclei_fractions
P39019 RVLQALEGLK[iTRAQ_Nterm]RVLQALEGLK[iTRAQ_K]2 101-‐110 6,078 707,954 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7926.7929.2Nuclei_fractions
P39019 VLQALEGLK[iTRAQ_Nterm]VLQALEGLK[iTRAQ_K]2 102-‐110 5,874 629,904 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9504.9507.2Nuclei_fractions
P39019 VLQALEGLK[iTRAQ_Nterm]VLQALEGLK[iTRAQ_K]2 102-‐110 5,666 629,903 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9530.9533.2Nuclei_fractions
P39019 VLQALEGLK[iTRAQ_Nterm]VLQALEGLK[iTRAQ_K]2 102-‐110 5,634 629,904 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9544.9547.2Nuclei_fractions
P39019 VLQALEGLK[iTRAQ_Nterm]VLQALEGLK[iTRAQ_K]2 102-‐110 4,989 629,903 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9593.9596.2Nuclei_fractions



Q96D15 AGDGDGWVSLAELR[iTRAQ_Nterm]AGDGDGWVSLAELR1 70-‐83 8,189 795,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9456.9459.2Nuclei_fractions
Q96D15 AGDGDGWVSLAELR[iTRAQ_Nterm]AGDGDGWVSLAELR1 70-‐83 7,796 795,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9484.9487.2Nuclei_fractions
Q96D15 DIVIAETLEDLDRNK[iTRAQ_Nterm]DIVIAETLEDLDRNK[iTRAQ_K]2 182-‐196 10,233 678,044 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9742.9745.3Nuclei_fractions
Q96D15 DIVIAETLEDLDRNK[iTRAQ_Nterm]DIVIAETLEDLDRNK[iTRAQ_K]2 182-‐196 9,533 678,044 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9762.9765.3Nuclei_fractions
Q96D15 DIVIAETLEDLDRNK[iTRAQ_Nterm]DIVIAETLEDLDRNK[iTRAQ_K]2 182-‐196 9,424 678,045 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9720.9723.3Nuclei_fractions
Q96D15 DIVIAETLEDLDRNK[iTRAQ_Nterm]DIVIAETLEDLDRNK[iTRAQ_K]2 182-‐196 6,267 508,784 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9714.9717.4Nuclei_fractions
Q96D15 EELTAFLHPEEFPHMR[iTRAQ_Nterm]EELTAFLHPEEFPHMR1 166-‐181 6,542 532,517 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9297.9300.4Nuclei_fractions
Q96D15 EELTAFLHPEEFPHMR[iTRAQ_Nterm]EELTAFLHPEEFPHM[Oxidation_M]R2 166-‐181 5,729 536,515 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8394.8397.4Nuclei_fractions
Q96D15 EVAKEFDQLTPEESQAR[iTRAQ_Nterm]EVAK[iTRAQ_K]EFDQLTPEESQAR2 43-‐59 9,595 755,726 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5969.5972.3Nuclei_fractions
Q96D15 EVAKEFDQLTPEESQAR[iTRAQ_Nterm]EVAK[iTRAQ_K]EFDQLTPEESQAR2 43-‐59 9,215 755,725 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6010.6013.3Nuclei_fractions

ALASILLQDHIR[iTRAQ_Nterm]ALASILLQDHIR1 45-‐56 8,941 747,451 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8904.8907.2Nuclei_fractions
ALASILLQDHIR[iTRAQ_Nterm]ALASILLQDHIR1 45-‐56 8,422 498,635 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8878.8881.3Nuclei_fractions
DLDVVVVSVAGAFR[iTRAQ_Nterm]DLDVVVVSVAGAFR1 57-‐70 7,895 795,954 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12121.12124.2Nuclei_fractions
DLDVVVVSVAGAFR[iTRAQ_Nterm]DLDVVVVSVAGAFR1 57-‐70 6,466 795,953 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12213.12216.2Nuclei_fractions
GLLEYFK [iTRAQ_Nterm]GLLEYFK[iTRAQ_K]2 320-‐326 4,961 579,348 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9909.9912.2Nuclei_fractions
IYQGEDLPHPK[iTRAQ_Nterm]IYQGEDLPHPK[iTRAQ_K]2 331-‐341 5,531 528,958 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4799.4802.3Nuclei_fractions
IYQGEDLPHPK[iTRAQ_Nterm]IYQGEDLPHPK[iTRAQ_K]2 331-‐341 4,843 528,959 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4779.4782.3Nuclei_fractions
IYQGEDLPHPK[iTRAQ_Nterm]IYQGEDLPHPK[iTRAQ_K]2 331-‐341 4,835 792,927 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4834.4837.2Nuclei_fractions
SFILDFMLR[iTRAQ_Nterm]SFILDFM[Oxidation_M]LR2 74-‐82 7,174 651,355 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11044.11047.2Nuclei_fractions

ENVNLAQIR[iTRAQ_Nterm]ENVNLAQIR1 123-‐131 6,28 600,845 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5329.5332.2Nuclei_fractions
LFTAESLIGLK[iTRAQ_Nterm]LFTAESLIGLK[iTRAQ_K]2 337-‐347 6,537 740,458 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10581.10584.2Nuclei_fractions
NSNILEDLETLR[iTRAQ_Nterm]NSNILEDLETLR1 73-‐84 8,687 780,922 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11150.11153.2Nuclei_fractions
TRIEGLLAAFPK[iTRAQ_Nterm]TRIEGLLAAFPK[iTRAQ_K]2 27-‐38 5,249 535,332 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9298.9301.3Nuclei_fractions
VLLAAAVCTK[iTRAQ_Nterm]VLLAAAVC[Cys_CAM]TK[iTRAQ_K]3 2-‐11 7,707 667,41 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6962.6965.2Nuclei_fractions

GIFEALRPLETLPVEGLIR[iTRAQ_Nterm]GIFEALRPLETLPVEGLIR1 2805-‐2823 7,75 756,45 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12606.12609.3Nuclei_fractions
LALESICLLLGESTTDWK[iTRAQ_Nterm]LALESIC[Cys_CAM]LLLGESTTDWK[iTRAQ_K]3 3319-‐3336 6,288 779,761 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13362.13365.3Nuclei_fractions
LLNTFLER [iTRAQ_Nterm]LLNTFLER1 4264-‐4271 4,916 575,342 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9531.9534.2Nuclei_fractions
LSLSNAISTALPLTQLR[iTRAQ_Nterm]LSLSNAISTALPLTQLR1 4575-‐4591 9,378 971,581 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10297.10298.2Nuclei_fractions
LSLSNAISTALPLTQLR[iTRAQ_Nterm]LSLSNAISTALPLTQLR1 4575-‐4591 6,418 648,053 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10291.10293.3Nuclei_fractions
TPVSITEHPK[iTRAQ_Nterm]TPVSITEHPK[iTRAQ_K]2 1688-‐1697 6,105 466,275 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3824.3827.3Nuclei_fractions

P28331 ILQDIASGSHPFSQVLK[iTRAQ_Nterm]ILQDIASGSHPFSQVLK[iTRAQ_K]2 428-‐444 7,76 710,074 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9311.9314.3Nuclei_fractions
P28331 LVNQQLLADPLVPPQLTIK[iTRAQ_Nterm]LVNQQLLADPLVPPQLTIK[iTRAQ_K]2 651-‐669 4,928 796,823 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10771.10774.3Nuclei_fractions
P28331 NDGAAILAAVSSIAQK[iTRAQ_Nterm]NDGAAILAAVSSIAQK[iTRAQ_K]2 461-‐476 6,919 606,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11015.11018.3Nuclei_fractions
P28331 VAVTPPGLAR[iTRAQ_Nterm]VAVTPPGLAR1 585-‐594 5,78 562,85 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5240.5243.2Nuclei_fractions
P28331 VLFLLGADGGCITR[iTRAQ_Nterm]VLFLLGADGGC[Cys_CAM]ITR2 521-‐534 8,844 818,457 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10714.10717.2Nuclei_fractions
P28331 VLFLLGADGGCITR[iTRAQ_Nterm]VLFLLGADGGC[Cys_CAM]ITR2 521-‐534 7,963 545,973 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10729.10732.3Nuclei_fractions

P62937 IIPGFMCQGGDFTR[iTRAQ_Nterm]IIPGFMC[Cys_CAM]QGGDFTR2 55-‐68 8,086 871,927 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9385.9388.2Nuclei_fractions
P62937 IIPGFMCQGGDFTR[iTRAQ_Nterm]IIPGFM[Oxidation_M]C[Cys_CAM]QGGDFTR3 55-‐68 6,566 586,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7971.7974.3Nuclei_fractions
P62937 IIPGFMCQGGDFTR[iTRAQ_Nterm]IIPGFM[Oxidation_M]C[Cys_CAM]QGGDFTR3 55-‐68 6,062 879,925 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7991.7994.2Nuclei_fractions
P62937 KITIADCGQLE[iTRAQ_Nterm]K[iTRAQ_K]ITIADC[Cys_CAM]GQLE3 154-‐164 6,383 768,422 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5837.5840.2Nuclei_fractions
P62937 SIYGEKFEDENFILK[iTRAQ_Nterm]SIYGEK[iTRAQ_K]FEDENFILK[iTRAQ_K]3 76-‐90 5,567 755,412 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8582.8585.3Nuclei_fractions
P62937 SIYGEKFEDENFILK[iTRAQ_Nterm]SIYGEK[iTRAQ_K]FEDENFILK[iTRAQ_K]3 76-‐90 5,476 1132,614 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8618.8621.2Nuclei_fractions
P62937 VNPTVFFDIAVDGEPLGR[iTRAQ_Nterm]VNPTVFFDIAVDGEPLGR1 1-‐18 7,03 1045,556 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12352.12355.2Nuclei_fractions
P62937 VNPTVFFDIAVDGEPLGR[iTRAQ_Nterm]VNPTVFFDIAVDGEPLGR1 1-‐18 6,297 697,371 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12338.12341.3Nuclei_fractions
P62937 VSFELFADKVPK[iTRAQ_Nterm]VSFELFADK[iTRAQ_K]VPK[iTRAQ_K]3 19-‐30 6,945 604,695 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9025.9028.3Nuclei_fractions
P62937 VSFELFADKVPK[iTRAQ_Nterm]VSFELFADK[iTRAQ_K]VPK[iTRAQ_K]3 19-‐30 6,907 906,54 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9033.9036.2Nuclei_fractions



P62937 VSFELFADKVPK[iTRAQ_Nterm]VSFELFADK[iTRAQ_K]VPK[iTRAQ_K]3 19-‐30 6,904 604,694 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8866.8869.3Nuclei_fractions
P62937 VSFELFADKVPK[iTRAQ_Nterm]VSFELFADK[iTRAQ_K]VPK[iTRAQ_K]3 19-‐30 6,747 906,539 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9047.9050.2Nuclei_fractions
P62937 VSFELFADKVPK[iTRAQ_Nterm]VSFELFADK[iTRAQ_K]VPK[iTRAQ_K]3 19-‐30 5,221 453,772 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9011.9014.4Nuclei_fractions

Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 93-‐102 5,803 728,395 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6717.6720.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 93-‐102 5,542 728,392 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6437.6440.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 93-‐102 4,907 485,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6705.6708.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729GFGFILFK [iTRAQ_Nterm]GFGFILFK[iTRAQ_K]2 112-‐119 6,33 406,25 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11125.11128.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729GFGFILFK [iTRAQ_Nterm]GFGFILFK[iTRAQ_K]2 112-‐119 5,763 608,871 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11112.11115.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729GFVFITFK [iTRAQ_Nterm]GFVFITFK[iTRAQ_K]2 196-‐203 6,55 623,876 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10545.10548.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729GFVFITFK [iTRAQ_Nterm]GFVFITFK[iTRAQ_K]2 196-‐203 4,903 416,252 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10553.10556.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729IFVGGLNPEATEEK[iTRAQ_Nterm]IFVGGLNPEATEEK[iTRAQ_K]2 156-‐169 8,769 896,492 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7285.7288.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729IFVGGLNPEATEEK[iTRAQ_Nterm]IFVGGLNPEATEEK[iTRAQ_K]2 156-‐169 8,329 896,493 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7348.7351.2Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729IFVGGLNPEATEEK[iTRAQ_Nterm]IFVGGLNPEATEEK[iTRAQ_K]2 156-‐169 7,523 597,996 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7327.7330.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729IFVGGLNPEATEEK[iTRAQ_Nterm]IFVGGLNPEATEEK[iTRAQ_K]2 156-‐169 6,749 597,997 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7362.7365.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729IFVGGLNPEATEEK[iTRAQ_Nterm]IFVGGLNPEATEEK[iTRAQ_K]2 156-‐169 5,534 597,996 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7291.7294.3Nuclei_fractions
Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729MFVGGLSWDTSKK[iTRAQ_Nterm]M[Oxidation_M]FVGGLSWDTSK[iTRAQ_K]K[iTRAQ_K]4 72-‐84 6,391 635,35 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6932.6935.3Nuclei_fractions

AELATEEFLPVTPILEGFVILR[iTRAQ_Nterm]AELATEEFLPVTPILEGFVILR1 880-‐901 7,138 867,83 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13648.13651.3Nuclei_fractions
AELATEEFLPVTPILEGFVILR[iTRAQ_Nterm]AELATEEFLPVTPILEGFVILR1 880-‐901 5,415 1301,243 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13663.13666.2Nuclei_fractions
LNILDTLSK[iTRAQ_Nterm]LNILDTLSK[iTRAQ_K]2 704-‐712 6,055 652,908 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9335.9338.2Nuclei_fractions
LVGSQEELASWGHEYVR[iTRAQ_Nterm]LVGSQEELASWGHEYVR1 144-‐160 9,082 702,026 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8406.8409.3Nuclei_fractions
SSTTSMTSVPKPLK[iTRAQ_Nterm]SSTTSM[Oxidation_M]TSVPK[iTRAQ_K]PLK[iTRAQ_K]4 84-‐97 6,122 638,034 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3723.3726.3Nuclei_fractions
VQREPLLTLVK[iTRAQ_Nterm]VQREPLLTLVK[iTRAQ_K]2 179-‐189 5,439 528,675 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7718.7721.3Nuclei_fractions

O43390 AGPIWDLR [iTRAQ_Nterm]AGPIWDLR1 187-‐194 5,504 536,308 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8319.8322.2Nuclei_fractions
O43390 AGPIWDLR [iTRAQ_Nterm]AGPIWDLR1 187-‐194 5,065 536,308 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8173.8176.2Nuclei_fractions
O43390 EFNEEGALSVLQQFK[iTRAQ_Nterm]EFNEEGALSVLQQFK[iTRAQ_K]2 69-‐83 6,37 676,361 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11171.11174.3Nuclei_fractions
O43390 HLGVCISVANNR[iTRAQ_Nterm]HLGVC[Cys_CAM]ISVANNR2 235-‐246 6,081 495,269 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4806.4809.3Nuclei_fractions
O43390 NLATTVTEEILEK[iTRAQ_Nterm]NLATTVTEEILEK[iTRAQ_K]2 346-‐358 5,626 583,667 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10736.10739.3Nuclei_fractions
O43390 TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 133-‐144 10,237 728,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5099.5102.2Nuclei_fractions
O43390 TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 133-‐144 8,33 728,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5326.5329.2Nuclei_fractions
O43390 TGYTLDVTTGQR[iTRAQ_Nterm]TGYTLDVTTGQR1 133-‐144 8,189 728,382 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5274.5277.2Nuclei_fractions

AFLTLAEDILR[iTRAQ_Nterm]AFLTLAEDILR1 162-‐172 7,86 703,414 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12830.12833.2Nuclei_fractions
AFLTLAEDILR[iTRAQ_Nterm]AFLTLAEDILR1 162-‐172 7,807 469,278 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12839.12842.3Nuclei_fractions
AFLTLAEDILRK[iTRAQ_Nterm]AFLTLAEDILRK[iTRAQ_K]2 162-‐173 6,413 560,013 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11890.11893.3Nuclei_fractions
KTYDLLFK [iTRAQ_Nterm]K[iTRAQ_K]TYDLLFK[iTRAQ_K]3 4-‐11 5,264 487,301 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6861.6864.3Nuclei_fractions
LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 12-‐22 6,471 680,428 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8287.8290.2Nuclei_fractions
LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 12-‐22 5,985 680,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8236.8239.2Nuclei_fractions
LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 12-‐22 5,355 453,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8237.8240.3Nuclei_fractions
LQIWDTAGQER[iTRAQ_Nterm]LQIWDTAGQER1 60-‐70 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions

P10606 ASGGGVPTDEEQATGLER[iTRAQ_Nterm]ASGGGVPTDEEQATGLER1 1-‐18 9,995 959,467 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4500.4503.2Nuclei_fractions
P10606 ASGGGVPTDEEQATGLER[iTRAQ_Nterm]ASGGGVPTDEEQATGLER1 1-‐18 9,496 959,467 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4477.4480.2Nuclei_fractions
P10606 ASGGGVPTDEEQATGLER[iTRAQ_Nterm]ASGGGVPTDEEQATGLER1 1-‐18 7,168 639,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4514.4517.3Nuclei_fractions
P10606 EDPNLVPSISNKR[iTRAQ_Nterm]EDPNLVPSISNK[iTRAQ_K]R2 44-‐56 5,592 586,334 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4904.4907.3Nuclei_fractions
P10606 EDPNLVPSISNKR[iTRAQ_Nterm]EDPNLVPSISNK[iTRAQ_K]R2 44-‐56 5,525 586,331 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5056.5059.3Nuclei_fractions
P10606 EDPNLVPSISNKR[iTRAQ_Nterm]EDPNLVPSISNK[iTRAQ_K]R2 44-‐56 5,119 586,331 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5078.5081.3Nuclei_fractions
P10606 GLDPYNVLAPK[iTRAQ_Nterm]GLDPYNVLAPK[iTRAQ_K]2 27-‐37 5,56 492,29 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7775.7778.3Nuclei_fractions
P10606 GLDPYNVLAPK[iTRAQ_Nterm]GLDPYNVLAPK[iTRAQ_K]2 27-‐37 5,077 492,29 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7747.7750.3Nuclei_fractions
P10606 KGLDPYNVLAPK[iTRAQ_Nterm]K[iTRAQ_K]GLDPYNVLAPK[iTRAQ_K]3 26-‐37 6,508 874,03 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6359.6362.2Nuclei_fractions



P10606 LVPQQLAH[iTRAQ_Nterm]LVPQQLAH1 91-‐98 5,974 525,316 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5335.5338.2Nuclei_fractions

Q96AY3 GGTYDTYVGSGWLIK[iTRAQ_Nterm]GGTYDTYVGSGWLIK[iTRAQ_K]2 172-‐186 6,438 635,671 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9301.9304.3Nuclei_fractions
Q96AY3 IIIPPFLAYGEK[iTRAQ_Nterm]IIIPPFLAYGEK[iTRAQ_K]2 203-‐214 5,41 825,002 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11366.11369.2Nuclei_fractions
Q96AY3 IIIPPFLAYGEK[iTRAQ_Nterm]IIIPPFLAYGEK[iTRAQ_K]2 203-‐214 5,34 825,001 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11371.11374.2Nuclei_fractions
Q96AY3 KIIIPPFLAYGEK[iTRAQ_Nterm]K[iTRAQ_K]IIIPPFLAYGEK[iTRAQ_K]3 202-‐214 7,765 641,067 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8787.8790.3Nuclei_fractions
Q96AY3 NTLVAIVVGVGR[iTRAQ_Nterm]NTLVAIVVGVGR1 60-‐71 6,625 447,95 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9285.9288.3Nuclei_fractions
Q96AY3 NTLVAIVVGVGR[iTRAQ_Nterm]NTLVAIVVGVGR1 60-‐71 6,401 671,422 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9271.9274.2Nuclei_fractions
Q96AY3 QLIVPPHLAHGESGAR[iTRAQ_Nterm]QLIVPPHLAHGESGAR1 427-‐442 7,385 609,344 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4798.4801.3Nuclei_fractions

Q07020 GCGTVLLSGPR[iTRAQ_Nterm]GC[Cys_CAM]GTVLLSGPR2 132-‐142 9,752 630,847 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5190.5193.2Nuclei_fractions
Q07020 ILTFDQLALDSPK[iTRAQ_Nterm]ILTFDQLALDSPK[iTRAQ_K]2 119-‐131 9,334 875,007 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9867.9870.2Nuclei_fractions
Q07020 ILTFDQLALDSPK[iTRAQ_Nterm]ILTFDQLALDSPK[iTRAQ_K]2 119-‐131 8,511 875,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9811.9814.2Nuclei_fractions
Q07020 ILTFDQLALDSPK[iTRAQ_Nterm]ILTFDQLALDSPK[iTRAQ_K]2 119-‐131 7,439 583,673 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9818.9821.3Nuclei_fractions
Q07020 ILTFDQLALDSPK[iTRAQ_Nterm]ILTFDQLALDSPK[iTRAQ_K]2 119-‐131 6,37 583,674 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9799.9802.3Nuclei_fractions
Q07020 TAVVVGTITDDVR[iTRAQ_Nterm]TAVVVGTITDDVR1 78-‐90 9,701 745,419 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6586.6589.2Nuclei_fractions
Q07020 TAVVVGTITDDVR[iTRAQ_Nterm]TAVVVGTITDDVR1 78-‐90 5,129 497,283 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6614.6617.3Nuclei_fractions
Q07020 TNSTFNQVVLK[iTRAQ_Nterm]TNSTFNQVVLK[iTRAQ_K]2 38-‐48 4,826 513,631 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6318.6321.3Nuclei_fractions
Q07020 TNSTFNQVVLK[iTRAQ_Nterm]TNSTFNQVVLK[iTRAQ_K]2 38-‐48 4,776 513,631 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6269.6272.3Nuclei_fractions

P62873 ELAGHTGYLSCCR[iTRAQ_Nterm]ELAGHTGYLSC[Cys_CAM]C[Cys_CAM]R3 137-‐149 6,485 556,596 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4488.4491.3Nuclei_fractions
P62873 KACADATLSQITNNIDPVGR[iTRAQ_Nterm]K[iTRAQ_K]AC[Cys_CAM]ADATLSQITNNIDPVGR3 22-‐41 10,499 811,433 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7886.7889.3Nuclei_fractions
P62873 LFVSGACDASAK[iTRAQ_Nterm]LFVSGAC[Cys_CAM]DASAK[iTRAQ_K]3 197-‐208 7,702 757,399 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5541.5544.2Nuclei_fractions
P62873 LFVSGACDASAK[iTRAQ_Nterm]LFVSGAC[Cys_CAM]DASAK[iTRAQ_K]3 197-‐208 5,918 505,269 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5540.5543.3Nuclei_fractions
P62873 LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 8,873 821,46 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9327.9330.2Nuclei_fractions
P62873 LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 8,237 821,459 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9343.9346.2Nuclei_fractions
P62873 LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,933 547,974 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9285.9288.3Nuclei_fractions
P62873 LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,799 821,458 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9279.9282.2Nuclei_fractions
P62873 LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,314 547,974 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9447.9450.3Nuclei_fractions

P08195_ISOFORM_3,P08195,P08195_ISOFORM_4GLVLGPIHK[iTRAQ_Nterm]GLVLGPIHK[iTRAQ_K]2 157-‐165 5,028 407,937 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6129.6132.3Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4GRLDYLSSLK[iTRAQ_Nterm]GRLDYLSSLK[iTRAQ_K]2 145-‐154 4,986 480,62 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6835.6838.3Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4IGDLQAFQGHGAGNLAGLK[iTRAQ_Nterm]IGDLQAFQGHGAGNLAGLK[iTRAQ_K]2 126-‐144 9,778 719,067 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8023.8026.3Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4IGDLQAFQGHGAGNLAGLK[iTRAQ_Nterm]IGDLQAFQGHGAGNLAGLK[iTRAQ_K]2 126-‐144 8,356 719,067 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8073.8076.3Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4LLTSFLPAQLLR[iTRAQ_Nterm]LLTSFLPAQLLR1 339-‐350 6,22 758,473 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10530.10531.2Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4LLTSFLPAQLLR[iTRAQ_Nterm]LLTSFLPAQLLR1 339-‐350 5,334 758,472 2012_02_21_FRF_OT_79_ANF_TMT_N_11.9412.9413.2Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4VILDLTPNYR[iTRAQ_Nterm]VILDLTPNYR1 203-‐212 7,519 674,396 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8530.8533.2Nuclei_fractions
P08195_ISOFORM_3,P08195,P08195_ISOFORM_4VILDLTPNYR[iTRAQ_Nterm]VILDLTPNYR1 203-‐212 6,744 674,392 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8404.8407.2Nuclei_fractions

P54886 ILHLLTQEALSIHGVK[iTRAQ_Nterm]ILHLLTQEALSIHGVK[iTRAQ_K]2 513-‐528 8,168 687,422 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9969.9972.3Nuclei_fractions
P54886 LASIVEQVSVLQNQGR[iTRAQ_Nterm]LASIVEQVSVLQNQGR1 95-‐110 11,001 629,027 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10272.10275.3Nuclei_fractions
P54886 LNSLAIGLR[iTRAQ_Nterm]LNSLAIGLR1 431-‐439 6,493 550,849 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7653.7656.2Nuclei_fractions
P54886 YLHENLPIPQR[iTRAQ_Nterm]YLHENLPIPQR1 780-‐790 7,765 508,619 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6281.6284.3Nuclei_fractions

Q86UP2 AQIQQFHSQIAAQTSASVLAEELHK[iTRAQ_Nterm]AQIQQFHSQIAAQTSASVLAEELHK[iTRAQ_K]2 583-‐607 5,131 756,663 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7942.7945.4Nuclei_fractions
Q86UP2 DAVSNTTNQLESK[iTRAQ_Nterm]DAVSNTTNQLESK[iTRAQ_K]2 431-‐443 7,082 565,633 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4542.4545.3Nuclei_fractions
Q86UP2 SVLAETEGILQK[iTRAQ_Nterm]SVLAETEGILQK[iTRAQ_K]2 1112-‐1123 7,939 525,981 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9239.9242.3Nuclei_fractions
Q86UP2 TVEELLETGLIQVATKEEELNAIR[iTRAQ_Nterm]TVEELLETGLIQVATK[iTRAQ_K]EEELNAIR2 746-‐769 5,702 747,421 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13347.13350.4Nuclei_fractions
Q86UP2 VSVPSNLSYGEWLHGFEK[iTRAQ_Nterm]VSVPSNLSYGEWLHGFEK[iTRAQ_K]2 1054-‐1071 7,479 779,746 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9826.9829.3Nuclei_fractions

Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 390-‐401 7,964 685,912 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7808.7811.2Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 390-‐401 7,162 685,911 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7648.7651.2Nuclei_fractions



Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4APILIATDVASR[iTRAQ_Nterm]APILIATDVASR1 390-‐401 6,767 685,913 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7728.7731.2Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4ELIKVLEEANQAINPK[iTRAQ_Nterm]ELIK[iTRAQ_K]VLEEANQAINPK[iTRAQ_K]3 453-‐468 5,088 561,093 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10972.10975.4Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4ELIKVLEEANQAINPK[iTRAQ_Nterm]ELIK[iTRAQ_K]VLEEANQAINPK[iTRAQ_K]3 453-‐468 4,94 747,79 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10868.10871.3Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4GVEICIATPGR[iTRAQ_Nterm]GVEIC[Cys_CAM]IATPGR2 215-‐225 6,765 658,861 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6346.6349.2Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4GVEICIATPGR[iTRAQ_Nterm]GVEIC[Cys_CAM]IATPGR2 215-‐225 4,859 658,853 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5761.5764.2Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4LTPYEVDELRR[iTRAQ_Nterm]LTPYEVDELRR1 65-‐75 6,693 512,285 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6090.6093.3Nuclei_fractions
Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4NFYVEHPEVAR[iTRAQ_Nterm]NFYVEHPEVAR1 54-‐64 6,504 502,261 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4737.4740.3Nuclei_fractions

AQGWAPLKPLPPSAK[iTRAQ_Nterm]AQGWAPLK[iTRAQ_K]PLPPSAK[iTRAQ_K]3 515-‐529 6,257 665,071 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5918.5921.3Nuclei_fractions
AQGWAPLKPLPPSAK[iTRAQ_Nterm]AQGWAPLK[iTRAQ_K]PLPPSAK[iTRAQ_K]3 515-‐529 5,672 665,072 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5952.5955.3Nuclei_fractions
EALAQTVLAEVPTQLVSYFR[iTRAQ_Nterm]EALAQTVLAEVPTQLVSYFR1 495-‐514 4,841 793,773 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12852.12855.3Nuclei_fractions
LYGPTNFAPIINHVAR[iTRAQ_Nterm]LYGPTNFAPIINHVAR1 385-‐400 8,211 643,028 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8438.8441.3Nuclei_fractions
SDPFLEFFR[iTRAQ_Nterm]SDPFLEFFR1 158-‐166 7,18 651,336 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11849.11852.2Nuclei_fractions
TLQLEYR [iTRAQ_Nterm]TLQLEYR1 61-‐67 6,524 533,805 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5701.5704.2Nuclei_fractions

P30050_ISOFORM_2CTGGEVGATSALAPK[iTRAQ_Nterm]C[Cys_CAM]TGGEVGATSALAPK[iTRAQ_K]3 17-‐31 5,261 569,64 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4350.4353.3Nuclei_fractions
P30050_ISOFORM_2CTGGEVGATSALAPK[iTRAQ_Nterm]C[Cys_CAM]TGGEVGATSALAPK[iTRAQ_K]3 17-‐31 5,162 569,638 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4461.4464.3Nuclei_fractions
P30050_ISOFORM_2EILGTAQSVGCNVDGR[iTRAQ_Nterm]EILGTAQSVGC[Cys_CAM]NVDGR2 131-‐146 11,98 607,308 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5730.5733.3Nuclei_fractions
P30050_ISOFORM_2EILGTAQSVGCNVDGR[iTRAQ_Nterm]EILGTAQSVGC[Cys_CAM]NVDGR2 131-‐146 11,066 910,459 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5737.5740.2Nuclei_fractions
P30050_ISOFORM_2HSGNITFDEIVNIAR[iTRAQ_Nterm]HSGNITFDEIVNIAR1 100-‐114 8,989 610,66 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9113.9116.3Nuclei_fractions
P30050_ISOFORM_2HSGNITFDEIVNIAR[iTRAQ_Nterm]HSGNITFDEIVNIAR1 100-‐114 8,625 915,487 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9042.9045.2Nuclei_fractions
P30050_ISOFORM_2HSGNITFDEIVNIAR[iTRAQ_Nterm]HSGNITFDEIVNIAR1 100-‐114 8,235 610,66 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9023.9026.3Nuclei_fractions
P30050_ISOFORM_2QAQIEVVPSASALIIK[iTRAQ_Nterm]QAQIEVVPSASALIIK[iTRAQ_K]2 68-‐83 6,683 978,097 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8852.8855.2Nuclei_fractions
P30050_ISOFORM_2QAQIEVVPSASALIIK[iTRAQ_Nterm]QAQIEVVPSASALIIK[iTRAQ_K]2 68-‐83 5,919 652,4 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8865.8868.3Nuclei_fractions
P30050_ISOFORM_2QAQIEVVPSASALIIK[iTRAQ_Nterm]QAQIEVVPSASALIIK[iTRAQ_K]2 68-‐83 4,901 652,402 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8880.8883.3Nuclei_fractions

P63241_CHAIN_0EDLRLPEGDLGK[iTRAQ_Nterm]EDLRLPEGDLGK[iTRAQ_K]2 110-‐121 7,28 543,974 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5744.5747.3Nuclei_fractions
P63241_CHAIN_0EDLRLPEGDLGK[iTRAQ_Nterm]EDLRLPEGDLGK[iTRAQ_K]2 110-‐121 6,453 543,974 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5793.5796.3Nuclei_fractions
P63241_CHAIN_0KYEDICPSTHNMDVPNIK[iTRAQ_Nterm]K[iTRAQ_K]YEDIC[Cys_CAM]PSTHNM[Oxidation_M]DVPNIK[iTRAQ_K]5 68-‐85 7,125 653,084 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4912.4915.4Nuclei_fractions
P63241_CHAIN_0KYEDICPSTHNMDVPNIK[iTRAQ_Nterm]K[iTRAQ_K]YEDIC[Cys_CAM]PSTHNM[Oxidation_M]DVPNIK[iTRAQ_K]5 68-‐85 6,313 653,083 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4962.4965.4Nuclei_fractions
P63241_CHAIN_0KYEDICPSTHNMDVPNIK[iTRAQ_Nterm]K[iTRAQ_K]YEDIC[Cys_CAM]PSTHNMDVPNIK[iTRAQ_K]4 68-‐85 5,647 649,084 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5829.5832.4Nuclei_fractions
P63241_CHAIN_0RNDFQLIGIQDGYLSLLQDSGEVR[iTRAQ_Nterm]RNDFQLIGIQDGYLSLLQDSGEVR1 86-‐109 7,629 960,841 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11632.11635.3Nuclei_fractions
P63241_CHAIN_0RNDFQLIGIQDGYLSLLQDSGEVR[iTRAQ_Nterm]RNDFQLIGIQDGYLSLLQDSGEVR1 86-‐109 5,628 720,883 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11646.11649.4Nuclei_fractions
P63241_CHAIN_0VHLVGIDIFTGK[iTRAQ_Nterm]VHLVGIDIFTGK[iTRAQ_K]2 56-‐67 10,876 529,656 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9156.9159.3Nuclei_fractions
P63241_CHAIN_0VHLVGIDIFTGK[iTRAQ_Nterm]VHLVGIDIFTGK[iTRAQ_K]2 56-‐67 9,026 793,98 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9170.9173.2Nuclei_fractions

Q02978 AVVVNAAQLASYSQSK[iTRAQ_Nterm]AVVVNAAQLASYSQSK[iTRAQ_K]2 190-‐205 8,748 642,029 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7270.7273.3Nuclei_fractions
Q02978 GIYTGLSAGLLR[iTRAQ_Nterm]GIYTGLSAGLLR1 78-‐89 10,095 682,906 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8528.8531.2Nuclei_fractions
Q02978 GIYTGLSAGLLR[iTRAQ_Nterm]GIYTGLSAGLLR1 78-‐89 8,355 455,606 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8550.8553.3Nuclei_fractions
Q02978 LGIYTVLFER[iTRAQ_Nterm]LGIYTVLFER1 98-‐107 6,552 677,899 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11370.11373.2Nuclei_fractions
Q02978 NVFNALIR [iTRAQ_Nterm]NVFNALIR1 162-‐169 7,363 545,83 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8269.8272.2Nuclei_fractions
Q02978 NVFNALIR [iTRAQ_Nterm]NVFNALIR1 162-‐169 6,454 545,83 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8255.8258.2Nuclei_fractions

Q9Y277_ISOFORM_2LTLDTIFVPNTGK[iTRAQ_Nterm]LTLDTIFVPNTGK[iTRAQ_K]2 97-‐109 9,27 854,002 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9903.9906.2Nuclei_fractions
Q9Y277_ISOFORM_2LTLDTIFVPNTGK[iTRAQ_Nterm]LTLDTIFVPNTGK[iTRAQ_K]2 97-‐109 6,031 569,668 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9922.9925.3Nuclei_fractions
Q9Y277_ISOFORM_2LTLDTIFVPNTGKK[iTRAQ_Nterm]LTLDTIFVPNTGK[iTRAQ_K]K[iTRAQ_K]3 97-‐110 7,699 660,403 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8997.9000.3Nuclei_fractions
Q9Y277_ISOFORM_2LTLSALIDGK[iTRAQ_Nterm]LTLSALIDGK[iTRAQ_K]2 257-‐266 7,925 659,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10274.10277.2Nuclei_fractions
Q9Y277_ISOFORM_2LTLSALIDGK[iTRAQ_Nterm]LTLSALIDGK[iTRAQ_K]2 257-‐266 7,461 659,917 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10348.10351.2Nuclei_fractions
Q9Y277_ISOFORM_2LTLSALIDGK[iTRAQ_Nterm]LTLSALIDGK[iTRAQ_K]2 257-‐266 5,422 440,279 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10341.10344.3Nuclei_fractions
Q9Y277_ISOFORM_2LTLSALIDGK[iTRAQ_Nterm]LTLSALIDGK[iTRAQ_K]2 257-‐266 4,892 440,279 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10279.10282.3Nuclei_fractions
Q9Y277_ISOFORM_2SCSGVEFSTSGHAYTDTGK[iTRAQ_Nterm]SC[Cys_CAM]SGVEFSTSGHAYTDTGK[iTRAQ_K]3 35-‐53 7,828 760,356 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4585.4588.3Nuclei_fractions



ILITTVPPNLR[iTRAQ_Nterm]ILITTVPPNLR1 175-‐185 5,11 690,94 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7955.7958.2Nuclei_fractions
ILPTLEAVAALGNK[iTRAQ_Nterm]ILPTLEAVAALGNK[iTRAQ_K]2 128-‐141 6,942 849,526 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11037.11040.2Nuclei_fractions
ILPTLEAVAALGNK[iTRAQ_Nterm]ILPTLEAVAALGNK[iTRAQ_K]2 128-‐141 5,59 566,685 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11063.11066.3Nuclei_fractions
INNVIDNLIVAPGTFEVQIEEVR[iTRAQ_Nterm]INNVIDNLIVAPGTFEVQIEEVR1 81-‐103 7,659 909,504 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13136.13139.3Nuclei_fractions
QPLALNVAYR[iTRAQ_Nterm]QPLALNVAYR1 260-‐269 6,351 644,884 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6520.6523.2Nuclei_fractions
VLQSALAAIR[iTRAQ_Nterm]VLQSALAAIR1 197-‐206 6,592 593,377 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8726.8729.2Nuclei_fractions

Q14980 LGHELQQAGLK[iTRAQ_Nterm]LGHELQQAGLK[iTRAQ_K]2 1641-‐1651 5,211 494,628 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5552.5555.3Nuclei_fractions
Q14980 LTAQVASLTSELTTLNATIQQQDQELAGLK[iTRAQ_Nterm]LTAQVASLTSELTTLNATIQQQDQELAGLK[iTRAQ_K]2 496-‐525 7,223 869,23 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13269.13272.4Nuclei_fractions
Q14980 SLEAQVAHADQQLR[iTRAQ_Nterm]SLEAQVAHADQQLR1 1668-‐1681 7,127 570,641 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6118.6121.3Nuclei_fractions
Q14980 SLEAQVAHADQQLR[iTRAQ_Nterm]SLEAQVAHADQQLR1 1668-‐1681 6,823 570,641 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6138.6141.3Nuclei_fractions
Q14980 VAGIESHSELQISR[iTRAQ_Nterm]VAGIESHSELQISR1 856-‐869 4,789 557,305 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5277.5280.3Nuclei_fractions
Q14980 VEFATLQEALAHALTEK[iTRAQ_Nterm]VEFATLQEALAHALTEK[iTRAQ_K]2 1043-‐1059 8,096 720,405 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12081.12084.3Nuclei_fractions

P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721AITIAGIPQSIIECVK[iTRAQ_Nterm]AITIAGIPQSIIEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 5,88 667,728 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10812.10815.3Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721AITIAGIPQSIIECVK[iTRAQ_Nterm]AITIAGIPQSIIEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 5,501 1001,088 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10833.10836.2Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721AITIAGIPQSIIECVK[iTRAQ_Nterm]AITIAGIPQSIIEC[Cys_CAM]VK[iTRAQ_K]3 145-‐160 5,428 667,727 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10770.10773.3Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721EVGSIIGK [iTRAQ_Nterm]EVGSIIGK[iTRAQ_K]2 24-‐31 5,709 545,84 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5253.5256.2Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721EVGSIIGK [iTRAQ_Nterm]EVGSIIGK[iTRAQ_K]2 24-‐31 5,624 545,84 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5092.5095.2Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721IITLAGPTNAIFK[iTRAQ_Nterm]IITLAGPTNAIFK[iTRAQ_K]2 58-‐70 6,064 824,009 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9769.9772.2Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721IITLAGPTNAIFK[iTRAQ_Nterm]IITLAGPTNAIFK[iTRAQ_K]2 58-‐70 4,723 549,676 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9762.9765.3Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721INISEGNCPER[iTRAQ_Nterm]INISEGNC[Cys_CAM]PER2 47-‐57 6,071 716,853 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4453.4456.2Nuclei_fractions
P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721LVVPASQCGSLIGK[iTRAQ_Nterm]LVVPASQC[Cys_CAM]GSLIGK[iTRAQ_K]3 102-‐115 8,644 859,001 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7263.7266.2Nuclei_fractions

IIALDGDTK[iTRAQ_Nterm]IIALDGDTK[iTRAQ_K]2 335-‐343 5,39 617,366 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5779.5782.2Nuclei_fractions
KISSDLDGHPVPK[iTRAQ_Nterm]K[iTRAQ_K]ISSDLDGHPVPK[iTRAQ_K]3 102-‐114 5,469 457,019 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4034.4037.4Nuclei_fractions
LDNLVAILDINR[iTRAQ_Nterm]LDNLVAILDINR1 175-‐186 6,882 756,947 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12025.12028.2Nuclei_fractions
LGQSDPAPLQHQMDIYQK[iTRAQ_Nterm]LGQSDPAPLQHQM[Oxidation_M]DIYQK[iTRAQ_K]3 187-‐204 7,724 791,742 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5264.5267.3Nuclei_fractions
NMAEQIIQEIYSQIQSK[iTRAQ_Nterm]NM[Oxidation_M]AEQIIQEIYSQIQSK[iTRAQ_K]3 265-‐281 6,826 776,415 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12480.12483.3Nuclei_fractions

P02786 AVLGTSNFK[iTRAQ_Nterm]AVLGTSNFK[iTRAQ_K]2 387-‐395 6,934 612,862 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5518.5521.2Nuclei_fractions
P02786 GFVEPDHYVVVGAQR[iTRAQ_Nterm]GFVEPDHYVVVGAQR1 295-‐309 4,779 606,322 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6391.6394.3Nuclei_fractions
P02786 ILNIFGVIK [iTRAQ_Nterm]ILNIFGVIK[iTRAQ_K]2 286-‐294 5,472 435,624 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11205.11207.3Nuclei_fractions
P02786 LTVSNVLK[iTRAQ_Nterm]LTVSNVLK[iTRAQ_K]2 275-‐282 6,077 581,377 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6864.6867.2Nuclei_fractions
P02786 SSGLPNIPVQTISR[iTRAQ_Nterm]SSGLPNIPVQTISR1 226-‐239 8,947 806,961 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6828.6831.2Nuclei_fractions
P02786 SSGLPNIPVQTISR[iTRAQ_Nterm]SSGLPNIPVQTISR1 226-‐239 5,824 538,31 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6829.6832.3Nuclei_fractions

ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 8,798 687,707 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7067.7070.3Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 8,738 687,708 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7096.7099.3Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 8,652 1031,059 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7034.7037.2Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 8,258 687,708 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7046.7049.3Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 7,858 687,707 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6992.6995.3Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 5,988 516,033 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7033.7036.4Nuclei_fractions
ILDSVGIEADDDRLNK[iTRAQ_Nterm]ILDSVGIEADDDRLNK[iTRAQ_K]2 26-‐41 4,849 516,033 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7054.7057.4Nuclei_fractions
LASVPAGGAVAVSAAPGSAAPAAGSAPAAAEEK[iTRAQ_Nterm]LASVPAGGAVAVSAAPGSAAPAAGSAPAAAEEK[iTRAQ_K]2 62-‐94 7,642 1021,555 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6147.6150.3Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 7,444 772,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9083.9086.2Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 7,431 772,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9042.9045.2Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 7,19 772,949 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9007.9010.2Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 7,145 515,635 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8973.8976.3Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 6,436 772,948 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8972.8975.2Nuclei_fractions
NIEDVIAQGIGK[iTRAQ_Nterm]NIEDVIAQGIGK[iTRAQ_K]2 50-‐61 6,331 515,635 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8985.8988.3Nuclei_fractions
YVASYLLAALGGNSSPSAK[iTRAQ_Nterm]YVASYLLAALGGNSSPSAK[iTRAQ_K]2 3-‐21 8,105 719,731 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11349.11352.3Nuclei_fractions



YVASYLLAALGGNSSPSAK[iTRAQ_Nterm]YVASYLLAALGGNSSPSAK[iTRAQ_K]2 3-‐21 6,164 1079,092 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11377.11380.2Nuclei_fractions
YVASYLLAALGGNSSPSAK[iTRAQ_Nterm]YVASYLLAALGGNSSPSAK[iTRAQ_K]2 3-‐21 5,97 719,729 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11199.11202.3Nuclei_fractions

O14979_ISOFORM_2,O14979DLTEYLSR [iTRAQ_Nterm]DLTEYLSR1 44-‐51 7,128 570,805 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6831.6834.2Nuclei_fractions
O14979_ISOFORM_2,O14979FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 52-‐61 5,803 728,395 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6717.6720.2Nuclei_fractions
O14979_ISOFORM_2,O14979FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 52-‐61 5,542 728,392 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6437.6440.2Nuclei_fractions
O14979_ISOFORM_2,O14979FGEVVDCTIK[iTRAQ_Nterm]FGEVVDC[Cys_CAM]TIK[iTRAQ_K]3 52-‐61 4,907 485,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6705.6708.3Nuclei_fractions
O14979_ISOFORM_2,O14979GFCFITYTDEEPVKK[iTRAQ_Nterm]GFC[Cys_CAM]FITYTDEEPVK[iTRAQ_K]K[iTRAQ_K]4 156-‐170 4,911 567,301 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8049.8052.4Nuclei_fractions
O14979_ISOFORM_2,O14979GFGFVLFK [iTRAQ_Nterm]GFGFVLFK[iTRAQ_K]2 71-‐78 5,171 601,863 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10733.10736.2Nuclei_fractions
O14979_ISOFORM_2,O14979MFIGGLSWDTSKK[iTRAQ_Nterm]M[Oxidation_M]FIGGLSWDTSK[iTRAQ_K]K[iTRAQ_K]4 31-‐43 8,89 640,021 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7571.7574.3Nuclei_fractions
O14979_ISOFORM_2,O14979MFIGGLSWDTSKK[iTRAQ_Nterm]MFIGGLSWDTSK[iTRAQ_K]K[iTRAQ_K]3 31-‐43 5,229 634,684 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6976.6979.3Nuclei_fractions

P62158_CHAIN_0DTDSEEEIREAFR[iTRAQ_Nterm]DTDSEEEIREAFR1 79-‐91 6,166 580,943 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6080.6083.3Nuclei_fractions
P62158_CHAIN_0EAFSLFDKDGDGTITTK[iTRAQ_Nterm]EAFSLFDK[iTRAQ_K]DGDGTITTK[iTRAQ_K]3 15-‐31 10,177 1139,104 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7454.7457.2Nuclei_fractions
P62158_CHAIN_0EAFSLFDKDGDGTITTK[iTRAQ_Nterm]EAFSLFDK[iTRAQ_K]DGDGTITTK[iTRAQ_K]3 15-‐31 8,616 759,738 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7438.7441.3Nuclei_fractions
P62158_CHAIN_0EAFSLFDKDGDGTITTK[iTRAQ_Nterm]EAFSLFDK[iTRAQ_K]DGDGTITTK[iTRAQ_K]3 15-‐31 8,596 1139,105 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7474.7477.2Nuclei_fractions
P62158_CHAIN_0EAFSLFDKDGDGTITTK[iTRAQ_Nterm]EAFSLFDK[iTRAQ_K]DGDGTITTK[iTRAQ_K]3 15-‐31 6,12 570,056 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7440.7443.4Nuclei_fractions
P62158_CHAIN_0EAFSLFDKDGDGTITTK[iTRAQ_Nterm]EAFSLFDK[iTRAQ_K]DGDGTITTK[iTRAQ_K]3 15-‐31 5,762 570,055 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7466.7469.4Nuclei_fractions
P62158_CHAIN_0ELGTVMR [iTRAQ_Nterm]ELGTVM[Oxidation_M]R2 32-‐38 5,25 483,265 2012_02_21_FRF_OT_73_ANF_TMT_N_06.3420.3423.2Nuclei_fractions
P62158_CHAIN_0VFDKDGNGYISAAELR[iTRAQ_Nterm]VFDK[iTRAQ_K]DGNGYISAAELR2 92-‐107 10,27 681,698 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7007.7010.3Nuclei_fractions
P62158_CHAIN_0VFDKDGNGYISAAELR[iTRAQ_Nterm]VFDK[iTRAQ_K]DGNGYISAAELR2 92-‐107 9,073 681,698 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7048.7051.3Nuclei_fractions

Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 8,317 544,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6351.6354.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 8,193 544,82 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6526.6529.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 5,536 544,819 2012_02_21_FRF_OT_80_ANF_TMT_N_12.11759.11762.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9AGLQFPVGR[iTRAQ_Nterm]AGLQFPVGR1 21-‐29 5,077 544,821 2012_02_21_FRF_OT_80_ANF_TMT_N_12.11847.11850.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9HLQLAIR [iTRAQ_Nterm]HLQLAIR1 82-‐88 8,921 497,818 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4707.4710.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9LLGGVTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]LLGGVTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 96-‐118 9,767 1280,29 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11624.11627.2Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9LLGGVTIAQGGVLPNIQAVLLPK[iTRAQ_Nterm]LLGGVTIAQGGVLPNIQAVLLPK[iTRAQ_K]2 96-‐118 8,374 853,87 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11601.11604.3Nuclei_fractions
Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9NDEELNK [iTRAQ_Nterm]NDEELNK[iTRAQ_K]2 89-‐95 4,796 575,303 2012_02_21_FRF_OT_68_ANF_TMT_N_01.2980.2983.2Nuclei_fractions

Q6NZI2_ISOFORM_2IIGAVDQIQLTQAQLEER[iTRAQ_Nterm]IIGAVDQIQLTQAQLEER1 61-‐78 10,48 1085,105 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9252.9255.2Nuclei_fractions
Q6NZI2_ISOFORM_2IIGAVDQIQLTQAQLEER[iTRAQ_Nterm]IIGAVDQIQLTQAQLEER1 61-‐78 7,72 723,738 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9231.9234.3Nuclei_fractions
Q6NZI2_ISOFORM_2KLEVNEAELLR[iTRAQ_Nterm]K[iTRAQ_K]LEVNEAELLR2 137-‐147 6,787 534,654 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6440.6443.3Nuclei_fractions
Q6NZI2_ISOFORM_2KLEVNEAELLR[iTRAQ_Nterm]K[iTRAQ_K]LEVNEAELLR2 137-‐147 6,13 534,655 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6418.6421.3Nuclei_fractions
Q6NZI2_ISOFORM_2KLEVNEAELLR[iTRAQ_Nterm]K[iTRAQ_K]LEVNEAELLR2 137-‐147 5,679 534,654 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6468.6471.3Nuclei_fractions
Q6NZI2_ISOFORM_2QAEMEGAVQSIQGELSK[iTRAQ_Nterm]QAEMEGAVQSIQGELSK[iTRAQ_K]2 79-‐95 9,429 698,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8469.8472.3Nuclei_fractions
Q6NZI2_ISOFORM_2VMIYQDEVKLPAK[iTRAQ_Nterm]VM[Oxidation_M]IYQDEVK[iTRAQ_K]LPAK[iTRAQ_K]4 153-‐165 5,034 661,386 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6373.6376.3Nuclei_fractions

Q15942 FGPVVAPKPK[iTRAQ_Nterm]FGPVVAPK[iTRAQ_K]PK[iTRAQ_K]3 25-‐34 5,179 491,318 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4625.4628.3Nuclei_fractions
Q15942 QNVAVNELCGR[iTRAQ_Nterm]QNVAVNELC[Cys_CAM]GR2 375-‐385 8,211 702,363 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4736.4739.2Nuclei_fractions
Q15942 SPGAPGPLTLK[iTRAQ_Nterm]SPGAPGPLTLK[iTRAQ_K]2 343-‐353 5,933 663,405 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5890.5893.2Nuclei_fractions
Q15942 SSTKPAAGGTAPLPPWK[iTRAQ_Nterm]SSTK[iTRAQ_K]PAAGGTAPLPPWK[iTRAQ_K]3 184-‐200 6,194 700,074 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5494.5497.3Nuclei_fractions
Q15942 VNPFRPGDSEPPPAPGAQR[iTRAQ_Nterm]VNPFRPGDSEPPPAPGAQR1 35-‐53 6,196 711,706 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5007.5010.3Nuclei_fractions

Q07954 AALSGANVLTLIEK[iTRAQ_Nterm]AALSGANVLTLIEK[iTRAQ_K]2 2342-‐2355 6,825 844,515 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10329.10332.2Nuclei_fractions
Q07954 AALSGANVLTLIEK[iTRAQ_Nterm]AALSGANVLTLIEK[iTRAQ_K]2 2342-‐2355 5,749 563,345 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10370.10373.3Nuclei_fractions
Q07954 ILWIDAR [iTRAQ_Nterm]ILWIDAR1 1429-‐1435 4,96 515,812 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9019.9022.2Nuclei_fractions
Q07954 IVFPHGITLDLVSR[iTRAQ_Nterm]IVFPHGITLDLVSR1 347-‐360 7,006 571,006 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9703.9706.3Nuclei_fractions
Q07954 LSVIGSIR [iTRAQ_Nterm]LSVIGSIR1 4047-‐4054 5,883 494,818 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6905.6908.2Nuclei_fractions
Q07954 LSVIGSIR [iTRAQ_Nterm]LSVIGSIR1 4047-‐4054 5,084 494,806 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7921.7924.2Nuclei_fractions
Q07954 SCEGVTHVCDPSVK[iTRAQ_Nterm]SC[Cys_CAM]EGVTHVC[Cys_CAM]DPSVK[iTRAQ_K]4 1077-‐1090 7,036 621,639 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3633.3636.3Nuclei_fractions



Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2DGTGVVEFVR[iTRAQ_Nterm]DGTGVVEFVR1 155-‐164 8,135 611,832 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6074.6077.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2DIEDVFYK [iTRAQ_Nterm]DIEDVFYK[iTRAQ_K]2 31-‐38 5,448 658,853 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7692.7695.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 6,471 700,906 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7721.7724.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 6,177 700,908 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7823.7826.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 5,995 700,908 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7864.7867.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 5,86 700,91 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7655.7658.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 5,47 700,907 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7901.7904.2Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2IYVGNLPPDIR[iTRAQ_Nterm]IYVGNLPPDIR1 18-‐28 5,416 467,605 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7697.7700.3Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2TKDIEDVFYK[iTRAQ_Nterm]TK[iTRAQ_K]DIEDVFYK[iTRAQ_K]3 29-‐38 5,906 563,988 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6720.6723.3Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2VVVSGLPPSGSWQDLK[iTRAQ_Nterm]VVVSGLPPSGSWQDLK[iTRAQ_K]2 123-‐138 5,608 653,041 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8684.8687.3Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2VVVSGLPPSGSWQDLK[iTRAQ_Nterm]VVVSGLPPSGSWQDLK[iTRAQ_K]2 123-‐138 5,424 653,04 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8439.8442.3Nuclei_fractions
Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2VVVSGLPPSGSWQDLK[iTRAQ_Nterm]VVVSGLPPSGSWQDLK[iTRAQ_K]2 123-‐138 4,807 653,04 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8585.8588.3Nuclei_fractions

P39656 GFELTFK [iTRAQ_Nterm]GFELTFK[iTRAQ_K]2 29-‐35 5,737 565,33 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8243.8246.2Nuclei_fractions
P39656 GFELTFK [iTRAQ_Nterm]GFELTFK[iTRAQ_K]2 29-‐35 5,18 565,328 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8382.8385.2Nuclei_fractions
P39656 NTLLIAGLQAR[iTRAQ_Nterm]NTLLIAGLQAR1 198-‐208 7,734 657,405 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7786.7789.2Nuclei_fractions
P39656 NTLLIAGLQAR[iTRAQ_Nterm]NTLLIAGLQAR1 198-‐208 6,01 438,609 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7800.7803.3Nuclei_fractions
P39656 SSLNPILFR [iTRAQ_Nterm]SSLNPILFR1 148-‐156 6,275 595,854 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7906.7909.2Nuclei_fractions
P39656 TADDPSLSLIK[iTRAQ_Nterm]TADDPSLSLIK[iTRAQ_K]2 36-‐46 5,592 724,417 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6341.6344.2Nuclei_fractions
P39656 TLVLLDNLNVR[iTRAQ_Nterm]TLVLLDNLNVR1 5-‐15 6,137 707,434 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9923.9926.2Nuclei_fractions
P39656 TLVLLDNLNVR[iTRAQ_Nterm]TLVLLDNLNVR1 5-‐15 5,561 707,433 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9694.9697.2Nuclei_fractions
P39656 TLVLLDNLNVR[iTRAQ_Nterm]TLVLLDNLNVR1 5-‐15 5,46 471,957 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9944.9947.3Nuclei_fractions
P39656 TLVLLDNLNVR[iTRAQ_Nterm]TLVLLDNLNVR1 5-‐15 5,348 471,957 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9839.9842.3Nuclei_fractions

Q9NZN3 EHQISPGDFPSLR[iTRAQ_Nterm]EHQISPGDFPSLR1 345-‐357 5,129 542,951 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6593.6596.3Nuclei_fractions
Q9NZN3 LADVDKDGLLDDEEFALANHLIK[iTRAQ_Nterm]LADVDK[iTRAQ_K]DGLLDDEEFALANHLIK[iTRAQ_K]3 487-‐509 5,961 747,408 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10022.10025.4Nuclei_fractions
Q9NZN3 LLPLEEHYR[iTRAQ_Nterm]LLPLEEHYR1 33-‐41 6,181 438,583 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6585.6588.3Nuclei_fractions
Q9NZN3 LNAFGNAFLNR[iTRAQ_Nterm]LNAFGNAFLNR1 125-‐135 8,519 690,88 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8677.8680.2Nuclei_fractions
Q9NZN3 SKLPNTVLGK[iTRAQ_Nterm]SK[iTRAQ_K]LPNTVLGK[iTRAQ_K]3 474-‐483 5,646 496,988 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4779.4782.3Nuclei_fractions

P55209_CHAIN_0GIPEFWLTVFK[iTRAQ_Nterm]GIPEFWLTVFK[iTRAQ_K]2 166-‐176 9,183 812,975 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12325.12328.2Nuclei_fractions
P55209_CHAIN_0GIPEFWLTVFK[iTRAQ_Nterm]GIPEFWLTVFK[iTRAQ_K]2 166-‐176 8,692 812,975 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12454.12457.2Nuclei_fractions
P55209_CHAIN_0GIPEFWLTVFK[iTRAQ_Nterm]GIPEFWLTVFK[iTRAQ_K]2 166-‐176 5,373 542,318 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12319.12322.3Nuclei_fractions
P55209_CHAIN_0KYAVLYQPLFDK[iTRAQ_Nterm]K[iTRAQ_K]YAVLYQPLFDK[iTRAQ_K]3 105-‐116 6,718 639,713 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7948.7951.3Nuclei_fractions
P55209_CHAIN_0LDGLVETPTGYIESLPR[iTRAQ_Nterm]LDGLVETPTGYIESLPR1 56-‐72 9,891 1002,544 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10149.10152.2Nuclei_fractions
P55209_CHAIN_0LDGLVETPTGYIESLPR[iTRAQ_Nterm]LDGLVETPTGYIESLPR1 56-‐72 9,868 668,698 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10140.10143.3Nuclei_fractions
P55209_CHAIN_0YAVLYQPLFDKR[iTRAQ_Nterm]YAVLYQPLFDK[iTRAQ_K]R2 106-‐117 5,558 601,015 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8922.8925.3Nuclei_fractions
P55209_CHAIN_0YAVLYQPLFDKR[iTRAQ_Nterm]YAVLYQPLFDK[iTRAQ_K]R2 106-‐117 4,983 601,015 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8977.8980.3Nuclei_fractions

P62241 IIDVVYNASNNELVR[iTRAQ_Nterm]IIDVVYNASNNELVR1 77-‐91 8,835 932,005 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9358.9361.2Nuclei_fractions
P62241 IIDVVYNASNNELVR[iTRAQ_Nterm]IIDVVYNASNNELVR1 77-‐91 8,612 932,012 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9407.9410.2Nuclei_fractions
P62241 IIDVVYNASNNELVR[iTRAQ_Nterm]IIDVVYNASNNELVR1 77-‐91 6,949 621,674 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9379.9382.3Nuclei_fractions
P62241 IIDVVYNASNNELVR[iTRAQ_Nterm]IIDVVYNASNNELVR1 77-‐91 5,383 621,674 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9400.9403.3Nuclei_fractions
P62241 ISSLLEEQFQQGK[iTRAQ_Nterm]ISSLLEEQFQQGK[iTRAQ_K]2 157-‐169 7,531 599,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8911.8914.3Nuclei_fractions
P62241 ISSLLEEQFQQGK[iTRAQ_Nterm]ISSLLEEQFQQGK[iTRAQ_K]2 157-‐169 7,327 897,996 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8931.8934.2Nuclei_fractions
P62241 ISSLLEEQFQQGK[iTRAQ_Nterm]ISSLLEEQFQQGK[iTRAQ_K]2 157-‐169 7,321 897,997 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8952.8955.2Nuclei_fractions
P62241 ISSLLEEQFQQGK[iTRAQ_Nterm]ISSLLEEQFQQGK[iTRAQ_K]2 157-‐169 6,626 599,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8973.8976.3Nuclei_fractions
P62241 LTPEEEEILNK[iTRAQ_Nterm]LTPEEEEILNK[iTRAQ_K]2 128-‐138 6,929 801,945 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7074.7077.2Nuclei_fractions
P62241 LTPEEEEILNK[iTRAQ_Nterm]LTPEEEEILNK[iTRAQ_K]2 128-‐138 5,109 534,965 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7076.7079.3Nuclei_fractions
P62241 NCIVLIDSTPYR[iTRAQ_Nterm]NC[Cys_CAM]IVLIDSTPYR2 98-‐109 8,022 797,923 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7809.7812.2Nuclei_fractions
P62241 NCIVLIDSTPYR[iTRAQ_Nterm]NC[Cys_CAM]IVLIDSTPYR2 98-‐109 7,066 797,923 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7711.7714.2Nuclei_fractions



P62241 NCIVLIDSTPYR[iTRAQ_Nterm]NC[Cys_CAM]IVLIDSTPYR2 98-‐109 6,938 797,926 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7634.7637.2Nuclei_fractions

P27695_CHAIN_0,P27695ICSWNVDGLR[iTRAQ_Nterm]IC[Cys_CAM]SWNVDGLR2 33-‐42 6,826 682,352 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7753.7756.2Nuclei_fractions
P27695_CHAIN_0,P27695KPLVLCGDLNVAHEEIDLR[iTRAQ_Nterm]K[iTRAQ_K]PLVLC[Cys_CAM]GDLNVAHEEIDLR3 172-‐190 6,201 620,596 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8070.8073.4Nuclei_fractions
P27695_CHAIN_0,P27695LDYFLLSHSLLPALCDSK[iTRAQ_Nterm]LDYFLLSHSLLPALC[Cys_CAM]DSK[iTRAQ_K]3 251-‐268 9,978 794,1 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11213.11216.3Nuclei_fractions
P27695_CHAIN_0,P27695LDYFLLSHSLLPALCDSK[iTRAQ_Nterm]LDYFLLSHSLLPALC[Cys_CAM]DSK[iTRAQ_K]3 251-‐268 5,574 595,828 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11240.11243.4Nuclei_fractions
P27695_CHAIN_0,P27695QGFGELLQAVPLADSFR[iTRAQ_Nterm]QGFGELLQAVPLADSFR1 207-‐223 8,244 996,539 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12275.12278.2Nuclei_fractions

P21589 AKGPLASQISGLYLPYK[iTRAQ_Nterm]AK[iTRAQ_K]GPLASQISGLYLPYK[iTRAQ_K]3 120-‐136 6,337 746,781 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7567.7570.3Nuclei_fractions
P21589 ETPFLSNPGTNLVFEDEITALQPEVDKLK[iTRAQ_Nterm]ETPFLSNPGTNLVFEDEITALQPEVDK[iTRAQ_K]LK[iTRAQ_K]3 154-‐182 5,469 919,998 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12044.12047.4Nuclei_fractions
P21589 FPILSANIK [iTRAQ_Nterm]FPILSANIK[iTRAQ_K]2 111-‐119 5,843 645,904 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8879.8882.2Nuclei_fractions
P21589 FPILSANIK [iTRAQ_Nterm]FPILSANIK[iTRAQ_K]2 111-‐119 5,842 645,905 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8948.8951.2Nuclei_fractions
P21589 FPILSANIK [iTRAQ_Nterm]FPILSANIK[iTRAQ_K]2 111-‐119 5,716 645,904 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8990.8993.2Nuclei_fractions
P21589 FPILSANIK [iTRAQ_Nterm]FPILSANIK[iTRAQ_K]2 111-‐119 4,814 430,941 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8892.8895.3Nuclei_fractions
P21589 GPLASQISGLYLPYK[iTRAQ_Nterm]GPLASQISGLYLPYK[iTRAQ_K]2 122-‐136 8,168 632,365 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10012.10015.3Nuclei_fractions
P21589 VIYPAVEGR[iTRAQ_Nterm]VIYPAVEGR1 511-‐519 5,428 574,333 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5385.5388.2Nuclei_fractions

AVPSWFVR[iTRAQ_Nterm]AVPSWFVR1 411-‐418 6,197 553,321 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8228.8231.2Nuclei_fractions
FVDILTNWYVR[iTRAQ_Nterm]FVDILTNWYVR1 726-‐736 5,972 785,431 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12044.12047.2Nuclei_fractions
LYLINSPVVR[iTRAQ_Nterm]LYLINSPVVR1 625-‐634 5,103 659,405 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8138.8141.2Nuclei_fractions
LYTVVPR [iTRAQ_Nterm]LYTVVPR1 716-‐722 6,361 496,308 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5841.5844.2Nuclei_fractions
SVVTSIFGVK[iTRAQ_Nterm]SVVTSIFGVK[iTRAQ_K]2 1116-‐1125 7,576 662,909 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9243.9246.2Nuclei_fractions

P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 7,509 675,381 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10320.10323.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 7,419 667,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11105.11108.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 7,187 675,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10155.10158.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,717 675,383 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10454.10457.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,697 675,385 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9818.9821.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,558 675,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10245.10248.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 6,536 667,389 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10716.10719.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 213-‐222 6,27 667,387 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11160.11163.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 6,266 675,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10391.10394.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,92 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10350.10353.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,891 450,592 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10030.10033.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,792 675,385 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10008.10011.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,475 450,592 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10288.10291.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,303 450,591 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10426.10429.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 5,105 675,384 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10212.10215.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 213-‐222 4,863 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10490.10493.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981EMQPTHPIR[iTRAQ_Nterm]EM[Oxidation_M]QPTHPIR2 159-‐167 4,76 423,557 2012_02_21_FRF_OT_76_ANF_TMT_N_08.284.286.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981NLLSVAYK[iTRAQ_Nterm]NLLSVAYK[iTRAQ_K]2 42-‐49 5,612 598,368 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7247.7250.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981SICTTVLELLDK[iTRAQ_Nterm]SIC[Cys_CAM]TTVLELLDK[iTRAQ_K]3 92-‐103 7,169 840,483 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12200.12203.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981SICTTVLELLDK[iTRAQ_Nterm]SIC[Cys_CAM]TTVLELLDK[iTRAQ_K]3 92-‐103 5,242 560,655 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12193.12196.3Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981VISSIEQK [iTRAQ_Nterm]VISSIEQK[iTRAQ_K]2 61-‐68 6,093 596,363 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4930.4933.2Nuclei_fractions
P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981VISSIEQK [iTRAQ_Nterm]VISSIEQK[iTRAQ_K]2 61-‐68 6,059 596,363 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4791.4794.2Nuclei_fractions

Q58FF8 ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 95-‐106 8,826 765,959 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8039.8042.2Nuclei_fractions
Q58FF8 ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 95-‐106 8,779 765,96 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7983.7986.2Nuclei_fractions
Q58FF8 ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 95-‐106 8,642 765,959 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7994.7997.2Nuclei_fractions
Q58FF8 ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 95-‐106 7,488 510,975 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7976.7979.3Nuclei_fractions
Q58FF8 ADLINNLGTIAK[iTRAQ_Nterm]ADLINNLGTIAK[iTRAQ_K]2 95-‐106 6,049 510,975 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7993.7996.3Nuclei_fractions
Q58FF8 HSQFLGYPITLYLEK[iTRAQ_Nterm]HSQFLGYPITLYLEK[iTRAQ_K]2 126-‐140 5,302 699,728 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9750.9753.3Nuclei_fractions



Q58FF8 HSQFLGYPITLYLEK[iTRAQ_Nterm]HSQFLGYPITLYLEK[iTRAQ_K]2 126-‐140 4,965 525,047 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9784.9787.4Nuclei_fractions
Q58FF8 SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 257-‐266 6,617 724,9 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6520.6523.2Nuclei_fractions
Q58FF8 SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 257-‐266 6,615 724,9 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6493.6496.2Nuclei_fractions
Q58FF8 SIYYITGESK[iTRAQ_Nterm]SIYYITGESK[iTRAQ_K]2 257-‐266 4,758 483,603 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6521.6524.3Nuclei_fractions
Q58FF8 YESLTDPSKLDSGK[iTRAQ_Nterm]YESLTDPSK[iTRAQ_K]LDSGK[iTRAQ_K]3 55-‐68 4,906 658,026 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5543.5546.3Nuclei_fractions
Q58FF8 YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 197-‐205 5,378 480,592 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5038.5041.3Nuclei_fractions
Q58FF8 YIDQEELNK[iTRAQ_Nterm]YIDQEELNK[iTRAQ_K]2 197-‐205 5,375 720,386 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5030.5033.2Nuclei_fractions

Q02218,Q9ULD0_CHAIN_0,Q9ULD0KPLIIFTPK [iTRAQ_Nterm]K[iTRAQ_K]PLIIFTPK[iTRAQ_K]3 812-‐820 5,408 497,002 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6471.6474.3Nuclei_fractions
Q02218,Q9ULD0_CHAIN_0,Q9ULD0LNVLANVIR[iTRAQ_Nterm]LNVLANVIR1 275-‐283 5,041 578,371 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8738.8741.2Nuclei_fractions
Q02218,Q9ULD0_CHAIN_0,Q9ULD0LVEDHLAVQSLIR[iTRAQ_Nterm]LVEDHLAVQSLIR1 83-‐95 6,792 546,322 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8041.8044.3Nuclei_fractions
Q02218,Q9ULD0_CHAIN_0,Q9ULD0SWDIFFR [iTRAQ_Nterm]SWDIFFR1 35-‐41 5,56 557,794 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10909.10912.2Nuclei_fractions
Q02218,Q9ULD0_CHAIN_0,Q9ULD0VFHLPTTTFIGGQESALPLR[iTRAQ_Nterm]VFHLPTTTFIGGQESALPLR1 145-‐164 8,088 776,77 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9660.9663.3Nuclei_fractions

P61106 IYQNIQDGSLDLNAAESGVQHKPSAPQGGR[iTRAQ_Nterm]IYQNIQDGSLDLNAAESGVQHK[iTRAQ_K]PSAPQGGR2 171-‐200 6,82 860,448 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6853.6856.4Nuclei_fractions
P61106 LQIWDTAGQER[iTRAQ_Nterm]LQIWDTAGQER1 61-‐71 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions
P61106 NLTNPNTVIILIGNK[iTRAQ_Nterm]NLTNPNTVIILIGNK[iTRAQ_K]2 110-‐124 9,222 956,579 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9586.9589.2Nuclei_fractions
P61106 NLTNPNTVIILIGNK[iTRAQ_Nterm]NLTNPNTVIILIGNK[iTRAQ_K]2 110-‐124 5,897 638,055 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9585.9588.3Nuclei_fractions
P61106 STYNHLSSWLTDAR[iTRAQ_Nterm]STYNHLSSWLTDAR1 96-‐109 7,065 598,966 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8038.8041.3Nuclei_fractions

P61313_CHAIN_0FFEVILIDPFHK[iTRAQ_Nterm]FFEVILIDPFHK[iTRAQ_K]2 129-‐140 8,637 598,347 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11925.11928.3Nuclei_fractions
P61313_CHAIN_0FFEVILIDPFHK[iTRAQ_Nterm]FFEVILIDPFHK[iTRAQ_K]2 129-‐140 8,325 598,346 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11373.11376.3Nuclei_fractions
P61313_CHAIN_0FFEVILIDPFHK[iTRAQ_Nterm]FFEVILIDPFHK[iTRAQ_K]2 129-‐140 8,15 598,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11938.11941.3Nuclei_fractions
P61313_CHAIN_0FFEVILIDPFHK[iTRAQ_Nterm]FFEVILIDPFHK[iTRAQ_K]2 129-‐140 8,051 897,019 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11954.11957.2Nuclei_fractions
P61313_CHAIN_0GATYGKPVHHGVNQLK[iTRAQ_Nterm]GATYGK[iTRAQ_K]PVHHGVNQLK[iTRAQ_K]3 78-‐93 5,997 713,415 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3230.3233.3Nuclei_fractions
P61313_CHAIN_0QGYVIYR [iTRAQ_Nterm]QGYVIYR1 57-‐63 5,806 521,794 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4776.4779.2Nuclei_fractions
P61313_CHAIN_0VLNSYWVGEDSTYK[iTRAQ_Nterm]VLNSYWVGEDSTYK[iTRAQ_K]2 115-‐128 10,034 975,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8245.8248.2Nuclei_fractions

P07195 GLTSVINQK[iTRAQ_Nterm]GLTSVINQK[iTRAQ_K]2 299-‐307 7,411 624,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5749.5752.2Nuclei_fractions
P07195 ITVVGVGQVGMACAISILGK[iTRAQ_Nterm]ITVVGVGQVGM[Oxidation_M]AC[Cys_CAM]AISILGK[iTRAQ_K]4 23-‐42 7,526 759,77 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10440.10443.3Nuclei_fractions
P07195 ITVVGVGQVGMACAISILGK[iTRAQ_Nterm]ITVVGVGQVGM[Oxidation_M]AC[Cys_CAM]AISILGK[iTRAQ_K]4 23-‐42 5,189 759,769 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10356.10359.3Nuclei_fractions
P07195 IVVVTAGVR[iTRAQ_Nterm]IVVVTAGVR1 91-‐99 5,35 529,346 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5632.5635.2Nuclei_fractions
P07195 VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 158-‐169 10,114 696,856 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4482.4485.2Nuclei_fractions
P07195 VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 158-‐169 9,184 696,856 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4485.4488.2Nuclei_fractions
P07195 VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 158-‐169 7,849 696,855 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4484.4487.2Nuclei_fractions
P07195 VIGSGCNLDSAR[iTRAQ_Nterm]VIGSGC[Cys_CAM]NLDSAR2 158-‐169 7,487 464,906 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4513.4516.3Nuclei_fractions

ANVVGNVWR[iTRAQ_Nterm]ANVVGNVWR1 789-‐797 7,37 579,828 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6206.6209.2Nuclei_fractions
GFLWDEGFHQLVVQR[iTRAQ_Nterm]GFLWDEGFHQLVVQR1 447-‐461 7,38 659,017 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9932.9935.3Nuclei_fractions
LAGSLLTQALESHAEGFR[iTRAQ_Nterm]LAGSLLTQALESHAEGFR1 352-‐369 9,525 682,037 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10363.10366.3Nuclei_fractions
VDPALFPPVPLFTAVPSR[iTRAQ_Nterm]VDPALFPPVPLFTAVPSR1 424-‐441 6,039 689,734 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11897.11900.3Nuclei_fractions
VDPALFPPVPLFTAVPSR[iTRAQ_Nterm]VDPALFPPVPLFTAVPSR1 424-‐441 5,501 1034,106 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11312.11315.2Nuclei_fractions
VDPALFPPVPLFTAVPSR[iTRAQ_Nterm]VDPALFPPVPLFTAVPSR1 424-‐441 4,949 689,733 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11298.11301.3Nuclei_fractions
VDPALFPPVPLFTAVPSR[iTRAQ_Nterm]VDPALFPPVPLFTAVPSR1 424-‐441 4,881 689,734 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11832.11835.3Nuclei_fractions

P30044_ISOFORM_Cytoplasmic,P30044GVLFGVPGAFTPGCSK[iTRAQ_Nterm]GVLFGVPGAFTPGC[Cys_CAM]SK[iTRAQ_K]3 35-‐50 6,58 628,009 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9678.9681.3Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044KGVLFGVPGAFTPGCSK[iTRAQ_Nterm]K[iTRAQ_K]GVLFGVPGAFTPGC[Cys_CAM]SK[iTRAQ_K]4 34-‐50 9,605 718,742 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7195.7198.3Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044LLADPTGAFGK[iTRAQ_Nterm]LLADPTGAFGK[iTRAQ_K]2 97-‐107 7,637 689,403 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7572.7575.2Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044LLADPTGAFGK[iTRAQ_Nterm]LLADPTGAFGK[iTRAQ_K]2 97-‐107 7,12 689,402 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7605.7608.2Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044LLADPTGAFGK[iTRAQ_Nterm]LLADPTGAFGK[iTRAQ_K]2 97-‐107 6,413 689,404 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7636.7639.2Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044LLADPTGAFGK[iTRAQ_Nterm]LLADPTGAFGK[iTRAQ_K]2 97-‐107 5,585 459,938 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7593.7596.3Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044VNLAELFK[iTRAQ_Nterm]VNLAELFK[iTRAQ_K]2 24-‐31 6,321 611,364 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10281.10284.2Nuclei_fractions



P30044_ISOFORM_Cytoplasmic,P30044VNLAELFK[iTRAQ_Nterm]VNLAELFK[iTRAQ_K]2 24-‐31 6,252 611,37 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10313.10316.2Nuclei_fractions
P30044_ISOFORM_Cytoplasmic,P30044VNLAELFK[iTRAQ_Nterm]VNLAELFK[iTRAQ_K]2 24-‐31 5,921 611,365 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10355.10358.2Nuclei_fractions

AINCATSGVVGLVNCLR[iTRAQ_Nterm]AINC[Cys_CAM]ATSGVVGLVNC[Cys_CAM]LR3 1445-‐1461 7,516 650,014 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9291.9294.3Nuclei_fractions
ALGLGVEQLPVVFEDVVLHQATILPK[iTRAQ_Nterm]ALGLGVEQLPVVFEDVVLHQATILPK[iTRAQ_K]2 902-‐927 6,931 769,206 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12902.12905.4Nuclei_fractions
EGGFLLLHTLLR[iTRAQ_Nterm]EGGFLLLHTLLR1 1338-‐1349 5,407 504,973 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10416.10419.3Nuclei_fractions
TLLEGSGLESIISIIHSSLAEPR[iTRAQ_Nterm]TLLEGSGLESIISIIHSSLAEPR1 2483-‐2505 10,289 856,147 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12950.12953.3Nuclei_fractions

P62906 FPSLLTHNENMVAK[iTRAQ_Nterm]FPSLLTHNENM[Oxidation_M]VAK[iTRAQ_K]3 133-‐146 7,034 635,677 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6820.6823.3Nuclei_fractions
P62906 FSVCVLGDQQHCDEAK[iTRAQ_Nterm]FSVC[Cys_CAM]VLGDQQHC[Cys_CAM]DEAK[iTRAQ_K]4 62-‐77 8,189 727,683 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6161.6164.3Nuclei_fractions
P62906 KYDAFLASESLIK[iTRAQ_Nterm]K[iTRAQ_K]YDAFLASESLIK[iTRAQ_K]3 105-‐117 7,489 639,709 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8423.8426.3Nuclei_fractions
P62906 KYDAFLASESLIK[iTRAQ_Nterm]K[iTRAQ_K]YDAFLASESLIK[iTRAQ_K]3 105-‐117 6,729 639,708 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8437.8440.3Nuclei_fractions
P62906 KYDAFLASESLIK[iTRAQ_Nterm]K[iTRAQ_K]YDAFLASESLIK[iTRAQ_K]3 105-‐117 5,85 639,709 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8265.8268.3Nuclei_fractions
P62906 VLCLAVAVGHVK[iTRAQ_Nterm]VLC[Cys_CAM]LAVAVGHVK[iTRAQ_K]3 161-‐172 7,174 518,654 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8213.8216.3Nuclei_fractions

O94925_CHAIN_0,O94925,O94925_ISOFORM_2CVQSNIVLLTQAFR[iTRAQ_Nterm]C[Cys_CAM]VQSNIVLLTQAFR2 203-‐216 8,475 598,332 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9762.9765.3Nuclei_fractions
O94925_CHAIN_0,O94925,O94925_ISOFORM_2GSTHPQPGVSPPAAPAAPGPK[iTRAQ_Nterm]GSTHPQPGVSPPAAPAAPGPK[iTRAQ_K]2 86-‐106 7,174 737,07 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4022.4025.3Nuclei_fractions
O94925_CHAIN_0,O94925,O94925_ISOFORM_2QGLLPSLEDLLFYTIAEGQEK[iTRAQ_Nterm]QGLLPSLEDLLFYTIAEGQEK[iTRAQ_K]2 133-‐153 8,382 884,821 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13655.13658.3Nuclei_fractions
O94925_CHAIN_0,O94925,O94925_ISOFORM_2VADYIPQLAK[iTRAQ_Nterm]VADYIPQLAK[iTRAQ_K]2 246-‐255 5,723 703,419 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7957.7960.2Nuclei_fractions

P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2AGGEAGVTLGQPHLSR[iTRAQ_Nterm]AGGEAGVTLGQPHLSR1 1-‐16 8,246 565,308 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4824.4827.3Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2IVSLFAEHNDLQYAAPGGLIGVGTK[iTRAQ_Nterm]IVSLFAEHNDLQYAAPGGLIGVGTK[iTRAQ_K]2 317-‐341 5,982 953,532 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10050.10053.3Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2LIGWGQIR [iTRAQ_Nterm]LIGWGQIR1 452-‐459 4,992 543,831 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8207.8210.2Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2QATINIGTIGHVAHGK[iTRAQ_Nterm]QATINIGTIGHVAHGK[iTRAQ_K]2 38-‐53 5,099 477,029 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5644.5647.4Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2VGQEIEVRPGIVSK[iTRAQ_Nterm]VGQEIEVRPGIVSK[iTRAQ_K]2 289-‐302 5,425 600,362 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5553.5556.3Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2VGQEIEVRPGIVSK[iTRAQ_Nterm]VGQEIEVRPGIVSK[iTRAQ_K]2 289-‐302 5,39 600,361 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5539.5542.3Nuclei_fractions
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2VGQEIEVRPGIVSK[iTRAQ_Nterm]VGQEIEVRPGIVSK[iTRAQ_K]2 289-‐302 4,994 600,36 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5526.5529.3Nuclei_fractions

FICTTSAIQNR[iTRAQ_Nterm]FIC[Cys_CAM]TTSAIQNR2 18-‐28 6,513 727,884 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5639.5642.2Nuclei_fractions
GVTIIGPATVGGIKPGCFK[iTRAQ_Nterm]GVTIIGPATVGGIK[iTRAQ_K]PGC[Cys_CAM]FK[iTRAQ_K]4 617-‐635 7,234 768,788 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7104.7107.3Nuclei_fractions
LGLVGVNLTLDGVK[iTRAQ_Nterm]LGLVGVNLTLDGVK[iTRAQ_K]2 69-‐82 7,489 843,528 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10153.10156.2Nuclei_fractions
LGLVGVNLTLDGVK[iTRAQ_Nterm]LGLVGVNLTLDGVK[iTRAQ_K]2 69-‐82 5,931 562,684 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10146.10149.3Nuclei_fractions
TIAIIAEGIPEALTR[iTRAQ_Nterm]TIAIIAEGIPEALTR1 593-‐607 8,291 856,51 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11326.11329.2Nuclei_fractions
TIAIIAEGIPEALTR[iTRAQ_Nterm]TIAIIAEGIPEALTR1 593-‐607 6,971 571,342 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11325.11328.3Nuclei_fractions

O95782 ALQVGCLLR[iTRAQ_Nterm]ALQVGC[Cys_CAM]LLR2 914-‐922 6,141 587,348 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7690.7693.2Nuclei_fractions
O95782 ATIQGVLR [iTRAQ_Nterm]ATIQGVLR1 557-‐564 6,149 501,315 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5492.5495.2Nuclei_fractions
O95782 DFLTPPLLSVR[iTRAQ_Nterm]DFLTPPLLSVR1 811-‐821 5,431 701,416 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10086.10089.2Nuclei_fractions
O95782 GLAVFISDIR[iTRAQ_Nterm]GLAVFISDIR1 12-‐21 6,674 617,867 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10757.10760.2Nuclei_fractions
O95782 VLQIVTNR [iTRAQ_Nterm]VLQIVTNR1 465-‐472 4,959 543,842 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6297.6300.2Nuclei_fractions

Q16891_ISOFORM_2,Q16891EVAGAKPHITAAEGK[iTRAQ_Nterm]EVAGAK[iTRAQ_K]PHITAAEGK[iTRAQ_K]3 284-‐298 5,703 637,706 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3473.3476.3Nuclei_fractions
Q16891_ISOFORM_2,Q16891QHITLALEK[iTRAQ_Nterm]QHITLALEK[iTRAQ_K]2 396-‐404 6,315 447,609 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5495.5498.3Nuclei_fractions
Q16891_ISOFORM_2,Q16891QTASVTLQAIAAQNAAVQAVNAHSNILK[iTRAQ_Nterm]QTASVTLQAIAAQNAAVQAVNAHSNILK[iTRAQ_K]2 198-‐225 5,523 780,942 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9825.9828.4Nuclei_fractions
Q16891_ISOFORM_2,Q16891TSSAETPTIPLGSAVEAIK[iTRAQ_Nterm]TSSAETPTIPLGSAVEAIK[iTRAQ_K]2 550-‐568 5,156 720,743 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8779.8782.3Nuclei_fractions
Q16891_ISOFORM_2,Q16891VVSQYHELVVQAR[iTRAQ_Nterm]VVSQYHELVVQAR1 322-‐334 6,651 557,982 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5804.5807.3Nuclei_fractions

Q15019_ISOFORM_2ASIPFSVVGSNQLIEAK[iTRAQ_Nterm]ASIPFSVVGSNQLIEAK[iTRAQ_K]2 233-‐249 6,208 683,394 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9314.9317.3Nuclei_fractions
Q15019_ISOFORM_2STLINSLFLTDLYPER[iTRAQ_Nterm]STLINSLFLTDLYPER1 51-‐66 10,091 1013,553 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12305.12308.2Nuclei_fractions
Q15019_ISOFORM_2STLINSLFLTDLYPER[iTRAQ_Nterm]STLINSLFLTDLYPER1 51-‐66 6,278 676,04 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12292.12295.3Nuclei_fractions
Q15019_ISOFORM_2TIISYIDEQFER[iTRAQ_Nterm]TIISYIDEQFER1 117-‐128 7,875 829,431 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12058.12061.2Nuclei_fractions
Q15019_ISOFORM_2VNIVPVIAK[iTRAQ_Nterm]VNIVPVIAK[iTRAQ_K]2 175-‐183 5,149 620,916 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7466.7469.2Nuclei_fractions



P07737 STGGAPTFNVTVTK[iTRAQ_Nterm]STGGAPTFNVTVTK[iTRAQ_K]2 91-‐104 9,945 834,465 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6170.6173.2Nuclei_fractions
P07737 STGGAPTFNVTVTK[iTRAQ_Nterm]STGGAPTFNVTVTK[iTRAQ_K]2 91-‐104 9,613 834,464 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6099.6102.2Nuclei_fractions
P07737 STGGAPTFNVTVTK[iTRAQ_Nterm]STGGAPTFNVTVTK[iTRAQ_K]2 91-‐104 9,174 556,645 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6127.6130.3Nuclei_fractions
P07737 STGGAPTFNVTVTK[iTRAQ_Nterm]STGGAPTFNVTVTK[iTRAQ_K]2 91-‐104 8,004 556,645 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6176.6179.3Nuclei_fractions
P07737 STGGAPTFNVTVTK[iTRAQ_Nterm]STGGAPTFNVTVTK[iTRAQ_K]2 91-‐104 7,521 556,645 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6080.6083.3Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 7,77 966,575 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10600.10603.2Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 6,799 966,578 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10579.10582.2Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 6,777 966,577 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10635.10638.2Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 6,615 966,577 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10580.10583.2Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 6,011 966,58 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10498.10501.2Nuclei_fractions
P07737 TFVNITPAEVGVLVGK[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]2 38-‐53 4,734 644,72 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10475.10478.3Nuclei_fractions
P07737 TFVNITPAEVGVLVGKDR[iTRAQ_Nterm]TFVNITPAEVGVLVGK[iTRAQ_K]DR2 38-‐55 6,251 735,098 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9860.9863.3Nuclei_fractions
P07737 TLVLLMGK[iTRAQ_Nterm]TLVLLM[Oxidation_M]GK[iTRAQ_K]3 108-‐115 5,308 589,875 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7268.7271.2Nuclei_fractions
P07737 TLVLLMGK[iTRAQ_Nterm]TLVLLMGK[iTRAQ_K]2 108-‐115 4,971 581,877 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9256.9259.2Nuclei_fractions

AKELLGQGLLLR[iTRAQ_Nterm]AK[iTRAQ_K]ELLGQGLLLR2 642-‐653 6,186 533,678 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8486.8489.3Nuclei_fractions
AKELLGQGLLLR[iTRAQ_Nterm]AK[iTRAQ_K]ELLGQGLLLR2 642-‐653 5,569 533,679 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8514.8517.3Nuclei_fractions
DAHNALLDIQSSGR[iTRAQ_Nterm]DAHNALLDIQSSGR1 628-‐641 6,766 547,622 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5641.5644.3Nuclei_fractions
ELLGQGLLLR[iTRAQ_Nterm]ELLGQGLLLR1 644-‐653 5,505 628,397 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9441.9444.2Nuclei_fractions
KLNEILQAR[iTRAQ_Nterm]K[iTRAQ_K]LNEILQAR2 332-‐340 5,108 458,283 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6156.6159.3Nuclei_fractions
VWDLFPEADKVR[iTRAQ_Nterm]VWDLFPEADK[iTRAQ_K]VR2 765-‐776 5,68 588,331 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9612.9615.3Nuclei_fractions

IQSGLGALSR[iTRAQ_Nterm]IQSGLGALSR1 60-‐69 9,825 573,342 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5835.5838.2Nuclei_fractions
LASMLETLR[iTRAQ_Nterm]LASMLETLR1 32-‐40 6,742 589,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9957.9960.2Nuclei_fractions
LASMLETLR[iTRAQ_Nterm]LASM[Oxidation_M]LETLR2 32-‐40 4,976 597,338 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7109.7112.2Nuclei_fractions
LASMLETLR[iTRAQ_Nterm]LASM[Oxidation_M]LETLR2 32-‐40 4,958 597,339 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7032.7035.2Nuclei_fractions
LEANHGLLVAR[iTRAQ_Nterm]LEANHGLLVAR1 109-‐119 6,058 446,266 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5320.5323.3Nuclei_fractions
SHDTTSNTLAQLLAK[iTRAQ_Nterm]SHDTTSNTLAQLLAK[iTRAQ_K]2 70-‐84 6,604 630,018 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8108.8111.3Nuclei_fractions
SHDTTSNTLAQLLAK[iTRAQ_Nterm]SHDTTSNTLAQLLAK[iTRAQ_K]2 70-‐84 6,571 630,017 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8122.8125.3Nuclei_fractions

P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2AQSQTDRVDLGTLR[iTRAQ_Nterm]AQSQTDRVDLGTLR1 69-‐82 5,982 568,644 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4786.4789.3Nuclei_fractions
P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2AYLEGTCVEWLR[iTRAQ_Nterm]AYLEGTC[Cys_CAM]VEWLR2 158-‐169 8,312 820,914 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9429.9432.2Nuclei_fractions
P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 9,324 887,469 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9469.9472.2Nuclei_fractions
P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 8,367 591,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9490.9493.3Nuclei_fractions
P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2YFSTSVSRPGSGEPR[iTRAQ_Nterm]YFSTSVSRPGSGEPR1 7-‐21 5,491 590,968 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4694.4697.3Nuclei_fractions
P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2YFSTSVSRPGSGEPR[iTRAQ_Nterm]YFSTSVSRPGSGEPR1 7-‐21 4,933 590,968 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4771.4774.3Nuclei_fractions

P52597 ATENDIYNFFSPLNPVR[iTRAQ_Nterm]ATENDIYNFFSPLNPVR1 299-‐315 7,53 714,365 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11764.11767.3Nuclei_fractions
P52597 ATENDIYNFFSPLNPVR[iTRAQ_Nterm]ATENDIYNFFSPLNPVR1 299-‐315 6,867 1071,042 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11778.11781.2Nuclei_fractions
P52597 GLPFGCTK [iTRAQ_Nterm]GLPFGC[Cys_CAM]TK[iTRAQ_K]3 116-‐123 5,089 584,327 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5926.5929.2Nuclei_fractions
P52597 ITGEAFVQFASQELAEK[iTRAQ_Nterm]ITGEAFVQFASQELAEK[iTRAQ_K]2 150-‐166 9,227 719,389 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11568.11571.3Nuclei_fractions
P52597 ITGEAFVQFASQELAEK[iTRAQ_Nterm]ITGEAFVQFASQELAEK[iTRAQ_K]2 150-‐166 8,694 719,388 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11582.11585.3Nuclei_fractions
P52597 ITGEAFVQFASQELAEK[iTRAQ_Nterm]ITGEAFVQFASQELAEK[iTRAQ_K]2 150-‐166 7,887 719,388 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11514.11517.3Nuclei_fractions
P52597 VHIEIGPDGR[iTRAQ_Nterm]VHIEIGPDGR1 316-‐325 7,215 412,899 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4989.4992.3Nuclei_fractions
P52597 VHIEIGPDGR[iTRAQ_Nterm]VHIEIGPDGR1 316-‐325 5,478 618,846 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4997.5000.2Nuclei_fractions

P27824 APVPTGEVYFADSFDR[iTRAQ_Nterm]APVPTGEVYFADSFDR1 42-‐57 9,132 957,971 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8845.8848.2Nuclei_fractions
P27824 IVDDWANDGWGLKK[iTRAQ_Nterm]IVDDWANDGWGLK[iTRAQ_K]K[iTRAQ_K]3 426-‐439 8,306 683,711 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8730.8733.3Nuclei_fractions
P27824 KIPNPDFFEDLEPFR[iTRAQ_Nterm]K[iTRAQ_K]IPNPDFFEDLEPFR2 381-‐395 6,154 718,05 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10885.10888.3Nuclei_fractions
P27824 KIPNPDFFEDLEPFR[iTRAQ_Nterm]K[iTRAQ_K]IPNPDFFEDLEPFR2 381-‐395 5,007 718,053 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11144.11147.3Nuclei_fractions
P27824 LHFIFR [iTRAQ_Nterm]LHFIFR1 180-‐185 5,456 488,796 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7528.7531.2Nuclei_fractions



DISLSDYK [iTRAQ_Nterm]DISLSDYK[iTRAQ_K]2 28-‐35 7,273 614,838 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5816.5819.2Nuclei_fractions
LVQAFQFTDK[iTRAQ_Nterm]LVQAFQFTDK[iTRAQ_K]2 159-‐168 7,304 742,922 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8411.8414.2Nuclei_fractions
QITVNDLPVGR[iTRAQ_Nterm]QITVNDLPVGR1 141-‐151 7,565 678,393 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6415.6418.2Nuclei_fractions
QITVNDLPVGR[iTRAQ_Nterm]QITVNDLPVGR1 141-‐151 6,881 678,394 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6540.6543.2Nuclei_fractions
TIAQDYGVLK[iTRAQ_Nterm]TIAQDYGVLK[iTRAQ_K]2 111-‐120 6,89 698,408 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6647.6650.2Nuclei_fractions
TIAQDYGVLK[iTRAQ_Nterm]TIAQDYGVLK[iTRAQ_K]2 111-‐120 6,328 698,407 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6814.6817.2Nuclei_fractions

P55769 AYPLADAHLTK[iTRAQ_Nterm]AYPLADAHLTK[iTRAQ_K]2 9-‐19 5,465 496,62 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5727.5730.3Nuclei_fractions
P55769 KLLDLVQQSCNYK[iTRAQ_Nterm]K[iTRAQ_K]LLDLVQQSC[Cys_CAM]NYK[iTRAQ_K]4 20-‐32 8,575 681,056 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7260.7263.3Nuclei_fractions
P55769 KLLDLVQQSCNYK[iTRAQ_Nterm]K[iTRAQ_K]LLDLVQQSC[Cys_CAM]NYK[iTRAQ_K]4 20-‐32 8,373 681,055 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7289.7292.3Nuclei_fractions
P55769 KLLDLVQQSCNYK[iTRAQ_Nterm]K[iTRAQ_K]LLDLVQQSC[Cys_CAM]NYK[iTRAQ_K]4 20-‐32 4,786 511,044 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7262.7265.4Nuclei_fractions
P55769 LLDLVQQSCNYK[iTRAQ_Nterm]LLDLVQQSC[Cys_CAM]NYK[iTRAQ_K]3 21-‐32 7,066 590,323 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8692.8695.3Nuclei_fractions
P55769 QQIQSIQQSIER[iTRAQ_Nterm]QQIQSIQQSIER1 113-‐124 7,896 801,442 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5842.5845.2Nuclei_fractions

P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2EIYTHFTCATDTK[iTRAQ_Nterm]EIYTHFTC[Cys_CAM]ATDTK[iTRAQ_K]3 318-‐330 7,057 625,645 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5494.5497.3Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2IAQSDYIPTQQDVLR[iTRAQ_Nterm]IAQSDYIPTQQDVLR1 162-‐176 7,726 946,007 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7055.7058.2Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 35-‐45 7,65 673,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8132.8135.2Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 35-‐45 7,138 673,418 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8276.8279.2Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 35-‐45 4,964 449,281 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8270.8273.3Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2TTGIVETHFTFK[iTRAQ_Nterm]TTGIVETHFTFK[iTRAQ_K]2 181-‐192 6,565 556,978 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7077.7080.3Nuclei_fractions
P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2TTGIVETHFTFK[iTRAQ_Nterm]TTGIVETHFTFK[iTRAQ_K]2 181-‐192 6,498 556,977 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7056.7059.3Nuclei_fractions

Q15907_CHAIN_0,P62491,Q15907AITSAYYR [iTRAQ_Nterm]AITSAYYR1 74-‐81 7,315 544,797 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4580.4583.2Nuclei_fractions
Q15907_CHAIN_0,P62491,Q15907GAVGALLVYDIAK[iTRAQ_Nterm]GAVGALLVYDIAK[iTRAQ_K]2 82-‐94 6,98 789,481 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10126.10129.2Nuclei_fractions
Q15907_CHAIN_0,P62491,Q15907GAVGALLVYDIAK[iTRAQ_Nterm]GAVGALLVYDIAK[iTRAQ_K]2 82-‐94 5,333 526,655 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10112.10115.3Nuclei_fractions
Q15907_CHAIN_0,P62491,Q15907STIGVEFATR[iTRAQ_Nterm]STIGVEFATR1 41-‐50 6,993 612,84 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6086.6089.2Nuclei_fractions
Q15907_CHAIN_0,P62491,Q15907VVLIGDSGVGK[iTRAQ_Nterm]VVLIGDSGVGK[iTRAQ_K]2 13-‐23 7,644 666,41 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6205.6208.2Nuclei_fractions

P62280 AYQKQPTIFQNK[iTRAQ_Nterm]AYQK[iTRAQ_K]QPTIFQNK[iTRAQ_K]3 8-‐19 5,192 633,363 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4828.4831.3Nuclei_fractions
P62280 CPFTGNVSIR[iTRAQ_Nterm]C[Cys_CAM]PFTGNVSIR2 59-‐68 5,264 647,839 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5792.5795.2Nuclei_fractions
P62280 EAIEGTYIDKK[iTRAQ_Nterm]EAIEGTYIDK[iTRAQ_K]K[iTRAQ_K]3 48-‐58 8,263 566,993 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4654.4657.3Nuclei_fractions
P62280 EAIEGTYIDKK[iTRAQ_Nterm]EAIEGTYIDK[iTRAQ_K]K[iTRAQ_K]3 48-‐58 7,617 566,994 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4633.4636.3Nuclei_fractions
P62280 EAIEGTYIDKK[iTRAQ_Nterm]EAIEGTYIDK[iTRAQ_K]K[iTRAQ_K]3 48-‐58 6,516 566,993 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4614.4617.3Nuclei_fractions
P62280 EAIEGTYIDKK[iTRAQ_Nterm]EAIEGTYIDK[iTRAQ_K]K[iTRAQ_K]3 48-‐58 6,401 566,994 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4676.4679.3Nuclei_fractions
P62280 EAIEGTYIDKK[iTRAQ_Nterm]EAIEGTYIDK[iTRAQ_K]K[iTRAQ_K]3 48-‐58 4,955 425,497 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4642.4645.4Nuclei_fractions
P62280 ILSGVVTK [iTRAQ_Nterm]ILSGVVTK[iTRAQ_K]2 71-‐78 4,813 552,866 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6295.6298.2Nuclei_fractions
P62280 QPTIFQNK [iTRAQ_Nterm]QPTIFQNK[iTRAQ_K]2 12-‐19 5,29 632,369 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5212.5215.2Nuclei_fractions

Q99714,Q99714_ISOFORM_2DLAPIGIR [iTRAQ_Nterm]DLAPIGIR1 184-‐191 5,053 499,811 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6198.6201.2Nuclei_fractions
Q99714,Q99714_ISOFORM_2GLVAVITGGASGLGLATAER[iTRAQ_Nterm]GLVAVITGGASGLGLATAER1 9-‐28 8,79 979,068 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11224.11227.2Nuclei_fractions
Q99714,Q99714_ISOFORM_2GLVAVITGGASGLGLATAER[iTRAQ_Nterm]GLVAVITGGASGLGLATAER1 9-‐28 8,573 653,046 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11203.11206.3Nuclei_fractions
Q99714,Q99714_ISOFORM_2VCNFLASQVPFPSR[iTRAQ_Nterm]VC[Cys_CAM]NFLASQVPFPSR2 212-‐225 9,329 883,463 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8773.8776.2Nuclei_fractions
Q99714,Q99714_ISOFORM_2VCNFLASQVPFPSR[iTRAQ_Nterm]VC[Cys_CAM]NFLASQVPFPSR2 212-‐225 6,447 589,312 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8754.8757.3Nuclei_fractions
Q99714,Q99714_ISOFORM_2VMTIAPGLFGTPLLTSLPEK[iTRAQ_Nterm]VM[Oxidation_M]TIAPGLFGTPLLTSLPEK[iTRAQ_K]3 192-‐211 5,601 797,129 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11328.11331.3Nuclei_fractions

ILQVSFK [iTRAQ_Nterm]ILQVSFK[iTRAQ_K]2 314-‐320 5,631 561,859 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7975.7978.2Nuclei_fractions
RSEAEEAITSFNGHK[iTRAQ_Nterm]RSEAEEAITSFNGHK[iTRAQ_K]2 157-‐171 5,175 655,338 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6315.6318.3Nuclei_fractions
SLFSSIGEVESAK[iTRAQ_Nterm]SLFSSIGEVESAK[iTRAQ_K]2 38-‐50 8,227 547,97 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9010.9013.3Nuclei_fractions
VLVDQTTGLSR[iTRAQ_Nterm]VLVDQTTGLSR1 137-‐147 9,737 666,885 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5176.5179.2Nuclei_fractions
VLVDQTTGLSR[iTRAQ_Nterm]VLVDQTTGLSR1 137-‐147 7,414 666,885 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5395.5398.2Nuclei_fractions



O15460_ISOFORM_IIa,O15460APQLLIAPFKEEDEWDSPHIVR[iTRAQ_Nterm]APQLLIAPFK[iTRAQ_K]EEDEWDSPHIVR2 298-‐319 5,145 720,396 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9682.9685.4Nuclei_fractions
O15460_ISOFORM_IIa,O15460LLSLDPSHER[iTRAQ_Nterm]LLSLDPSHER1 212-‐221 6,137 437,578 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5934.5937.3Nuclei_fractions
O15460_ISOFORM_IIa,O15460SAADAEGYLAHPVNAYK[iTRAQ_Nterm]SAADAEGYLAHPVNAYK[iTRAQ_K]2 51-‐67 8,196 689,026 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6076.6079.3Nuclei_fractions
O15460_ISOFORM_IIa,O15460SAADAEGYLAHPVNAYK[iTRAQ_Nterm]SAADAEGYLAHPVNAYK[iTRAQ_K]2 51-‐67 5,213 517,021 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6096.6099.4Nuclei_fractions
O15460_ISOFORM_IIa,O15460TGVLTVASYR[iTRAQ_Nterm]TGVLTVASYR1 350-‐359 9,01 605,849 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5973.5976.2Nuclei_fractions

AATAAADFTAK[iTRAQ_Nterm]AATAAADFTAK[iTRAQ_K]2 74-‐84 8,602 663,37 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4568.4571.2Nuclei_fractions
AATAAADFTAK[iTRAQ_Nterm]AATAAADFTAK[iTRAQ_K]2 74-‐84 6,123 442,583 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4575.4578.3Nuclei_fractions
LWDHATMTEVK[iTRAQ_Nterm]LWDHATM[Oxidation_M]TEVK[iTRAQ_K]3 168-‐178 5,026 545,621 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5193.5196.3Nuclei_fractions
LWQTVVGK[iTRAQ_Nterm]LWQTVVGK[iTRAQ_K]2 291-‐298 5,562 609,877 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7907.7910.2Nuclei_fractions
QGDTGDWIGTFLGHK[iTRAQ_Nterm]QGDTGDWIGTFLGHK[iTRAQ_K]2 45-‐59 9,29 640,668 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9674.9677.3Nuclei_fractions

P04216 HVLFGTVGVPEHTYR[iTRAQ_Nterm]HVLFGTVGVPEHTYR1 42-‐56 9,217 619,336 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6183.6186.3Nuclei_fractions
P04216 VLYLSAFTSK[iTRAQ_Nterm]VLYLSAFTSK[iTRAQ_K]2 69-‐78 7,888 708,92 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9564.9567.2Nuclei_fractions
P04216 VLYLSAFTSK[iTRAQ_Nterm]VLYLSAFTSK[iTRAQ_K]2 69-‐78 6,736 472,949 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9550.9553.3Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 11,21 853,966 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9390.9393.2Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 10,691 853,965 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9250.9253.2Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 9,848 853,966 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9141.9144.2Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 9,15 569,647 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9251.9254.3Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 7,259 569,647 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9142.9145.3Nuclei_fractions
P04216 VTSLTACLVDQSLR[iTRAQ_Nterm]VTSLTAC[Cys_CAM]LVDQSLR2 3-‐16 7,226 569,647 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9389.9392.3Nuclei_fractions

AGGAAVVITEPEHTK[iTRAQ_Nterm]AGGAAVVITEPEHTK[iTRAQ_K]2 78-‐92 9,108 590 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4212.4215.3Nuclei_fractions
DVACGANHTLVLDSQKR[iTRAQ_Nterm]DVAC[Cys_CAM]GANHTLVLDSQK[iTRAQ_K]R3 334-‐350 6,094 543,792 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4341.4344.4Nuclei_fractions
LFDFPGR [iTRAQ_Nterm]LFDFPGR1 378-‐384 5,115 498,275 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8649.8652.2Nuclei_fractions
VFSWGFGGYGR[iTRAQ_Nterm]VFSWGFGGYGR1 351-‐361 7,551 688,847 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9319.9322.2Nuclei_fractions

AITGASLADIMAK[iTRAQ_Nterm]AITGASLADIM[Oxidation_M]AK[iTRAQ_K]3 81-‐93 7,259 522,633 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6633.6636.3Nuclei_fractions
AITGASLADIMAK[iTRAQ_Nterm]AITGASLADIMAK[iTRAQ_K]2 81-‐93 5,26 517,302 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8860.8863.3Nuclei_fractions
KGQSEEIQK[iTRAQ_Nterm]K[iTRAQ_K]GQSEEIQK[iTRAQ_K]3 61-‐69 6,701 493,623 2012_02_21_FRF_OT_73_ANF_TMT_N_06.339.342.3Nuclei_fractions
QINWTVLYR[iTRAQ_Nterm]QINWTVLYR1 48-‐56 8,403 668,879 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8717.8720.2Nuclei_fractions
VFQFLNAK[iTRAQ_Nterm]VFQFLNAK[iTRAQ_K]2 28-‐35 5,494 627,878 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9138.9141.2Nuclei_fractions
VFQFLNAK[iTRAQ_Nterm]VFQFLNAK[iTRAQ_K]2 28-‐35 5,216 418,92 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9151.9154.3Nuclei_fractions

Q92616 KLLSSLGGFK[iTRAQ_Nterm]K[iTRAQ_K]LLSSLGGFK[iTRAQ_K]3 589-‐598 5,491 494,651 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6662.6665.3Nuclei_fractions
Q92616 LTSADALRPSVVSITGPLIR[iTRAQ_Nterm]LTSADALRPSVVSITGPLIR1 2292-‐2311 6,157 737,438 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8733.8736.3Nuclei_fractions
Q92616 VLAFLSSVAGDALTR[iTRAQ_Nterm]VLAFLSSVAGDALTR1 2092-‐2106 9,976 832,479 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12498.12501.2Nuclei_fractions
Q92616 VLPQLISTITASVQNPALR[iTRAQ_Nterm]VLPQLISTITASVQNPALR1 737-‐755 6,211 722,431 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10675.10676.3Nuclei_fractions

P00505 FVTVQTISGTGALR[iTRAQ_Nterm]FVTVQTISGTGALR1 97-‐110 11,699 797,46 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7577.7580.2Nuclei_fractions
P00505 FVTVQTISGTGALR[iTRAQ_Nterm]FVTVQTISGTGALR1 97-‐110 6,815 531,973 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7583.7586.3Nuclei_fractions
P00505 IAAAILNTPDLR[iTRAQ_Nterm]IAAAILNTPDLR1 297-‐308 8,277 706,426 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8816.8819.2Nuclei_fractions
P00505 ISVAGVTSSNVGYLAHAIHQVTK[iTRAQ_Nterm]ISVAGVTSSNVGYLAHAIHQVTK[iTRAQ_K]2 379-‐401 7,664 660,875 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9943.9946.4Nuclei_fractions

P49756_ISOFORM_2,P49756_ISOFORM_3EKEELEEIR [iTRAQ_Nterm]EK[iTRAQ_K]EELEEIR2 539-‐547 5,693 488,273 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4444.4447.3Nuclei_fractions
P49756_ISOFORM_2,P49756_ISOFORM_3EYSSELNAPSQESDSHPR[iTRAQ_Nterm]EYSSELNAPSQESDSHPR1 217-‐234 9,059 726,337 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3932.3935.3Nuclei_fractions
P49756_ISOFORM_2,P49756_ISOFORM_3LLAEGHPDPDAELQR[iTRAQ_Nterm]LLAEGHPDPDAELQR1 550-‐564 5,247 602,316 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5333.5336.3Nuclei_fractions
P49756_ISOFORM_2,P49756_ISOFORM_3RFPVAPLIPYPLITK[iTRAQ_Nterm]RFPVAPLIPYPLITK[iTRAQ_K]2 247-‐261 7,471 1007,132 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9489.9492.2Nuclei_fractions
P49756_ISOFORM_2,P49756_ISOFORM_3RFPVAPLIPYPLITK[iTRAQ_Nterm]RFPVAPLIPYPLITK[iTRAQ_K]2 247-‐261 6,502 671,756 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9447.9450.3Nuclei_fractions

Q16658 FLIVAHDDGR[iTRAQ_Nterm]FLIVAHDDGR1 90-‐99 5,504 429,573 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6062.6065.3Nuclei_fractions
Q16658 FLIVAHDDGR[iTRAQ_Nterm]FLIVAHDDGR1 90-‐99 5,476 429,572 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5992.5995.3Nuclei_fractions



Q16658 YLAADKDGNVTCER[iTRAQ_Nterm]YLAADK[iTRAQ_K]DGNVTC[Cys_CAM]ER3 68-‐81 6,542 633,988 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4271.4274.3Nuclei_fractions
Q16658 YLAPSGPSGTLK[iTRAQ_Nterm]YLAPSGPSGTLK[iTRAQ_K]2 229-‐240 6,127 739,927 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5686.5689.2Nuclei_fractions
Q16658 YWTLTATGGVQSTASSK[iTRAQ_Nterm]YWTLTATGGVQSTASSK[iTRAQ_K]2 313-‐329 9,279 682,697 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7779.7782.3Nuclei_fractions
Q16658 YWTLTATGGVQSTASSK[iTRAQ_Nterm]YWTLTATGGVQSTASSK[iTRAQ_K]2 313-‐329 8,39 682,698 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7753.7756.3Nuclei_fractions

O75396 IMVANIEEVLQR[iTRAQ_Nterm]IMVANIEEVLQR1 147-‐158 7,334 779,943 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10843.10846.2Nuclei_fractions
O75396 IMVANIEEVLQR[iTRAQ_Nterm]IM[Oxidation_M]VANIEEVLQR2 147-‐158 6,109 787,94 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9695.9698.2Nuclei_fractions
O75396 IMVANIEEVLQR[iTRAQ_Nterm]IM[Oxidation_M]VANIEEVLQR2 147-‐158 5,755 525,628 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9717.9720.3Nuclei_fractions
O75396 NLGSINTELQDVQR[iTRAQ_Nterm]NLGSINTELQDVQR1 133-‐146 11,166 865,962 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7005.7008.2Nuclei_fractions
O75396 VLLTMIAR [iTRAQ_Nterm]VLLTMIAR1 1-‐8 8,89 530,837 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8626.8629.2Nuclei_fractions
O75396 VLLTMIAR [iTRAQ_Nterm]VLLTM[Oxidation_M]IAR2 1-‐8 5,978 538,835 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6668.6671.2Nuclei_fractions

Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668FASFIDKVR[iTRAQ_Nterm]FASFIDK[iTRAQ_K]VR2 179-‐187 5,171 457,607 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7947.7950.3Nuclei_fractions
Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668ISISTSGGSFR[iTRAQ_Nterm]ISISTSGGSFR1 74-‐84 9,324 628,344 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5926.5929.2Nuclei_fractions
Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668NLDLDSIIAEVK[iTRAQ_Nterm]NLDLDSIIAEVK[iTRAQ_K]2 332-‐343 7,613 539,983 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10981.10984.3Nuclei_fractions
Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668NLDLDSIIAEVK[iTRAQ_Nterm]NLDLDSIIAEVK[iTRAQ_K]2 332-‐343 7,459 809,473 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10994.10997.2Nuclei_fractions
Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668SLYNLGGSKR[iTRAQ_Nterm]SLYNLGGSK[iTRAQ_K]R2 64-‐73 5,21 461,607 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4379.4382.3Nuclei_fractions

P59998 AENFFILR [iTRAQ_Nterm]AENFFILR1 97-‐104 7,436 577,329 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9468.9471.2Nuclei_fractions
P59998 AENFFILR [iTRAQ_Nterm]AENFFILR1 97-‐104 6,973 577,331 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9349.9352.2Nuclei_fractions
P59998 ATLQAALCLENFSSQVVER[iTRAQ_Nterm]ATLQAALC[Cys_CAM]LENFSSQVVER2 13-‐31 7,26 760,732 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11103.11106.3Nuclei_fractions
P59998 ELLLQPVTISR[iTRAQ_Nterm]ELLLQPVTISR1 44-‐54 6,225 706,934 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8369.8372.2Nuclei_fractions
P59998 ELLLQPVTISR[iTRAQ_Nterm]ELLLQPVTISR1 44-‐54 5,144 706,935 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8467.8470.2Nuclei_fractions
P59998 ELLLQPVTISR[iTRAQ_Nterm]ELLLQPVTISR1 44-‐54 5,014 471,626 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8516.8519.3Nuclei_fractions
P59998 ELLLQPVTISR[iTRAQ_Nterm]ELLLQPVTISR1 44-‐54 4,938 706,937 2012_02_21_FRF_OT_75_ANF_TMT_N_07.8349.8352.2Nuclei_fractions
P59998 VLIEGSINSVR[iTRAQ_Nterm]VLIEGSINSVR1 60-‐70 6,391 665,893 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6723.6726.2Nuclei_fractions

EAQTSFLHLGYLPNQLFR[iTRAQ_Nterm]EAQTSFLHLGYLPNQLFR1 721-‐738 8,878 760,076 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10235.10238.3Nuclei_fractions
ELLIIGGVAAR[iTRAQ_Nterm]ELLIIGGVAAR1 320-‐330 5,816 628,397 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8731.8734.2Nuclei_fractions
ELLIIGGVAAR[iTRAQ_Nterm]ELLIIGGVAAR1 320-‐330 5,461 628,4 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8613.8616.2Nuclei_fractions
LQVIVCSATLHSFDVK[iTRAQ_Nterm]LQVIVC[Cys_CAM]SATLHSFDVK[iTRAQ_K]3 401-‐416 7,145 702,393 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9060.9063.3Nuclei_fractions
TGAFSIPVIQIVYETLK[iTRAQ_Nterm]TGAFSIPVIQIVYETLK[iTRAQ_K]2 53-‐69 5,402 723,095 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12544.12546.3Nuclei_fractions

P62269 IAFAITAIK [iTRAQ_Nterm]IAFAITAIK[iTRAQ_K]2 25-‐33 5,214 618,402 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9327.9330.2Nuclei_fractions
P62269 IAFAITAIK [iTRAQ_Nterm]IAFAITAIK[iTRAQ_K]2 25-‐33 5,082 412,605 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9334.9337.3Nuclei_fractions
P62269 IPDWFLNR [iTRAQ_Nterm]IPDWFLNR1 78-‐85 5,189 602,834 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10139.10142.2Nuclei_fractions
P62269 IPDWFLNR [iTRAQ_Nterm]IPDWFLNR1 78-‐85 4,963 602,835 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9917.9920.2Nuclei_fractions
P62269 KIAFAITAIK[iTRAQ_Nterm]K[iTRAQ_K]IAFAITAIK[iTRAQ_K]3 24-‐33 4,747 503,336 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6881.6884.3Nuclei_fractions
P62269 VITIMQNPR[iTRAQ_Nterm]VITIM[Oxidation_M]QNPR2 66-‐74 6,79 616,353 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4385.4388.2Nuclei_fractions
P62269 VITIMQNPR[iTRAQ_Nterm]VITIM[Oxidation_M]QNPR2 66-‐74 5,634 411,237 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4414.4417.3Nuclei_fractions
P62269 VLNTNIDGR[iTRAQ_Nterm]VLNTNIDGR1 14-‐22 5,274 573,325 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4730.4733.2Nuclei_fractions

O75367_CHAIN_0,O75367_ISOFORM_3,O75367AGVIFPVGR[iTRAQ_Nterm]AGVIFPVGR1 19-‐27 6,328 530,326 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6785.6788.2Nuclei_fractions
O75367_CHAIN_0,O75367_ISOFORM_3,O75367EFVEAVLELR[iTRAQ_Nterm]EFVEAVLELR1 237-‐246 5,782 674,885 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11010.11013.2Nuclei_fractions
O75367_CHAIN_0,O75367_ISOFORM_3,O75367GVTIASGGVLPNIHPELLAK[iTRAQ_Nterm]GVTIASGGVLPNIHPELLAK[iTRAQ_K]2 97-‐116 9,09 758,787 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8925.8928.3Nuclei_fractions
O75367_CHAIN_0,O75367_ISOFORM_3,O75367GVTIASGGVLPNIHPELLAK[iTRAQ_Nterm]GVTIASGGVLPNIHPELLAK[iTRAQ_K]2 97-‐116 8,512 758,786 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8870.8873.3Nuclei_fractions
O75367_CHAIN_0,O75367_ISOFORM_3,O75367SLFLGQK [iTRAQ_Nterm]SLFLGQK[iTRAQ_K]2 190-‐196 5,867 540,839 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6402.6405.2Nuclei_fractions

P61247 ACQSIYPLHDVFVR[iTRAQ_Nterm]AC[Cys_CAM]QSIYPLHDVFVR2 199-‐212 9,887 924,983 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8213.8216.2Nuclei_fractions
P61247 ACQSIYPLHDVFVR[iTRAQ_Nterm]AC[Cys_CAM]QSIYPLHDVFVR2 199-‐212 8,698 616,989 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8177.8180.3Nuclei_fractions
P61247 LITEDVQGK[iTRAQ_Nterm]LITEDVQGK[iTRAQ_K]2 85-‐93 5,601 645,88 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4960.4963.2Nuclei_fractions
P61247 NCLTNFHGMDLTR[iTRAQ_Nterm]NC[Cys_CAM]LTNFHGM[Oxidation_M]DLTR3 94-‐106 6,022 580,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5314.5317.3Nuclei_fractions



P61247 TTDGYLLR [iTRAQ_Nterm]TTDGYLLR1 128-‐135 5,384 541,802 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5480.5483.2Nuclei_fractions

P22392_ISOFORM_3DRPFFAGLVK[iTRAQ_Nterm]DRPFFAGLVK[iTRAQ_K]2 56-‐65 5,1 479,953 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8179.8182.3Nuclei_fractions
P22392_ISOFORM_3GDFCIQVGR[iTRAQ_Nterm]GDFC[Cys_CAM]IQVGR2 105-‐113 7,249 598,306 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6160.6163.2Nuclei_fractions
P22392_ISOFORM_3GDFCIQVGR[iTRAQ_Nterm]GDFC[Cys_CAM]IQVGR2 105-‐113 6,91 598,306 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5981.5984.2Nuclei_fractions
P22392_ISOFORM_3GDFCIQVGR[iTRAQ_Nterm]GDFC[Cys_CAM]IQVGR2 105-‐113 5,773 598,304 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6108.6111.2Nuclei_fractions
P22392_ISOFORM_3TFIAIKPDGVQR[iTRAQ_Nterm]TFIAIK[iTRAQ_K]PDGVQR2 6-‐17 7,426 816,988 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5975.5978.2Nuclei_fractions
P22392_ISOFORM_3VMLGETNPADSKPGTIR[iTRAQ_Nterm]VM[Oxidation_M]LGETNPADSK[iTRAQ_K]PGTIR3 88-‐104 7,103 697,377 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4806.4809.3Nuclei_fractions
P22392_ISOFORM_3VMLGETNPADSKPGTIR[iTRAQ_Nterm]VM[Oxidation_M]LGETNPADSK[iTRAQ_K]PGTIR3 88-‐104 5,581 697,378 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4790.4793.3Nuclei_fractions

Q00839_CHAIN_0,Q00839DLPEHAVLK[iTRAQ_Nterm]DLPEHAVLK[iTRAQ_K]2 608-‐616 5,488 655,391 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4515.4518.2Nuclei_fractions
Q00839_CHAIN_0,Q00839DLPEHAVLK[iTRAQ_Nterm]DLPEHAVLK[iTRAQ_K]2 608-‐616 5,38 437,263 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4499.4502.3Nuclei_fractions
Q00839_CHAIN_0,Q00839EKPYFPIPEEYTFIQNVPLEDR[iTRAQ_Nterm]EK[iTRAQ_K]PYFPIPEEYTFIQNVPLEDR2 444-‐465 6,644 1004,858 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10700.10703.3Nuclei_fractions
Q00839_CHAIN_0,Q00839EKPYFPIPEEYTFIQNVPLEDR[iTRAQ_Nterm]EK[iTRAQ_K]PYFPIPEEYTFIQNVPLEDR2 444-‐465 6,022 1004,859 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10625.10628.3Nuclei_fractions
Q00839_CHAIN_0,Q00839EKPYFPIPEEYTFIQNVPLEDR[iTRAQ_Nterm]EK[iTRAQ_K]PYFPIPEEYTFIQNVPLEDR2 444-‐465 5,236 753,896 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10631.10634.4Nuclei_fractions
Q00839_CHAIN_0,Q00839EKPYFPIPEEYTFIQNVPLEDR[iTRAQ_Nterm]EK[iTRAQ_K]PYFPIPEEYTFIQNVPLEDR2 444-‐465 4,765 753,897 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10707.10710.4Nuclei_fractions
Q00839_CHAIN_0,Q00839LNTLLQR [iTRAQ_Nterm]LNTLLQR1 533-‐539 5,413 501,314 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6400.6403.2Nuclei_fractions
Q00839_CHAIN_0,Q00839NFILDQTNVSAAAQR[iTRAQ_Nterm]NFILDQTNVSAAAQR1 557-‐571 9,082 896,482 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7256.7259.2Nuclei_fractions
Q00839_CHAIN_0,Q00839NFILDQTNVSAAAQR[iTRAQ_Nterm]NFILDQTNVSAAAQR1 557-‐571 8,99 896,486 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7095.7098.2Nuclei_fractions
Q00839_CHAIN_0,Q00839NFILDQTNVSAAAQR[iTRAQ_Nterm]NFILDQTNVSAAAQR1 557-‐571 8,74 896,48 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7196.7199.2Nuclei_fractions
Q00839_CHAIN_0,Q00839NFILDQTNVSAAAQR[iTRAQ_Nterm]NFILDQTNVSAAAQR1 557-‐571 7,107 597,989 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7075.7078.3Nuclei_fractions
Q00839_CHAIN_0,Q00839NFILDQTNVSAAAQR[iTRAQ_Nterm]NFILDQTNVSAAAQR1 557-‐571 5,432 597,988 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7167.7170.3Nuclei_fractions

Q13310 AKEFTNVYIK[iTRAQ_Nterm]AK[iTRAQ_K]EFTNVYIK[iTRAQ_K]3 187-‐196 5,02 548,995 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5643.5646.3Nuclei_fractions
Q13310 ALYDTFSAFGNILSCK[iTRAQ_Nterm]ALYDTFSAFGNILSC[Cys_CAM]K[iTRAQ_K]3 114-‐129 7,602 699,034 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11367.11370.3Nuclei_fractions
Q13310 FSPAGPVLSIR[iTRAQ_Nterm]FSPAGPVLSIR1 31-‐41 8,231 644,383 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7578.7581.2Nuclei_fractions
Q13310 IVGSKPLYVALAQR[iTRAQ_Nterm]IVGSK[iTRAQ_K]PLYVALAQR2 357-‐370 5,683 601,708 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7590.7593.3Nuclei_fractions

AINQGGLTSVAVR[iTRAQ_Nterm]AINQGGLTSVAVR1 31-‐43 11,897 715,416 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5420.5423.2Nuclei_fractions
AINQGGLTSVAVR[iTRAQ_Nterm]AINQGGLTSVAVR1 31-‐43 8,118 477,281 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5421.5424.3Nuclei_fractions
HITIFSPEGR[iTRAQ_Nterm]HITIFSPEGR1 12-‐21 8,09 434,242 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6036.6039.3Nuclei_fractions
LLDSSTVTHLFK[iTRAQ_Nterm]LLDSSTVTHLFK[iTRAQ_K]2 60-‐71 6,547 550,323 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8857.8860.3Nuclei_fractions

P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960AYLEGTCVEWLR[iTRAQ_Nterm]AYLEGTC[Cys_CAM]VEWLR2 158-‐169 8,312 820,914 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9429.9432.2Nuclei_fractions
P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 9,324 887,469 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9469.9472.2Nuclei_fractions
P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 8,367 591,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9490.9493.3Nuclei_fractions
P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960YFSTSVSWPGR[iTRAQ_Nterm]YFSTSVSWPGR1 7-‐17 8,845 715,863 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7991.7994.2Nuclei_fractions

P32119 ATAVVDGAFK[iTRAQ_Nterm]ATAVVDGAFK[iTRAQ_K]2 16-‐25 7,111 633,869 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5478.5481.2Nuclei_fractions
P32119 ATAVVDGAFK[iTRAQ_Nterm]ATAVVDGAFK[iTRAQ_K]2 16-‐25 5,688 422,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5492.5495.3Nuclei_fractions
P32119 KEGGLGPLNIPLLADVTR[iTRAQ_Nterm]K[iTRAQ_K]EGGLGPLNIPLLADVTR2 91-‐108 6,639 717,764 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10909.10912.3Nuclei_fractions
P32119 KEGGLGPLNIPLLADVTR[iTRAQ_Nterm]K[iTRAQ_K]EGGLGPLNIPLLADVTR2 91-‐108 6,485 717,763 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10930.10933.3Nuclei_fractions
P32119 LSEDYGVLK[iTRAQ_Nterm]LSEDYGVLK[iTRAQ_K]2 110-‐118 5,119 656,372 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6110.6113.2Nuclei_fractions
P32119 QITVNDLPVGR[iTRAQ_Nterm]QITVNDLPVGR1 139-‐149 7,565 678,393 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6415.6418.2Nuclei_fractions
P32119 QITVNDLPVGR[iTRAQ_Nterm]QITVNDLPVGR1 139-‐149 6,881 678,394 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6540.6543.2Nuclei_fractions

P61619_CHAIN_0,P61619AFSPTTVNTGR[iTRAQ_Nterm]AFSPTTVNTGR1 75-‐85 6,69 647,848 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4258.4261.2Nuclei_fractions
P61619_CHAIN_0,P61619ETSMVHELNR[iTRAQ_Nterm]ETSMVHELNR1 286-‐295 4,954 453,9 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4137.4140.3Nuclei_fractions
P61619_CHAIN_0,P61619FSGNLLVSLLGTWSDTSSGGPAR[iTRAQ_Nterm]FSGNLLVSLLGTWSDTSSGGPAR1 192-‐214 8,801 822,766 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12580.12583.3Nuclei_fractions
P61619_CHAIN_0,P61619FSGNLLVSLLGTWSDTSSGGPAR[iTRAQ_Nterm]FSGNLLVSLLGTWSDTSSGGPAR1 192-‐214 8,659 822,762 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12435.12438.3Nuclei_fractions
P61619_CHAIN_0,P61619FSGNLLVSLLGTWSDTSSGGPAR[iTRAQ_Nterm]FSGNLLVSLLGTWSDTSSGGPAR1 192-‐214 8,338 822,764 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11858.11861.3Nuclei_fractions
P61619_CHAIN_0,P61619GQYNTYPIK[iTRAQ_Nterm]GQYNTYPIK[iTRAQ_K]2 154-‐162 5,749 686,38 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4868.4871.2Nuclei_fractions



Q9Y262 IDESIHLQLR[iTRAQ_Nterm]IDESIHLQLR1 381-‐390 5,083 456,598 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6755.6758.3Nuclei_fractions
Q9Y262 LAGFLDLTEQEFR[iTRAQ_Nterm]LAGFLDLTEQEFR1 474-‐486 8,158 841,95 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12114.12117.2Nuclei_fractions
Q9Y262 LHSLLGDYYQAIK[iTRAQ_Nterm]LHSLLGDYYQAIK[iTRAQ_K]2 279-‐291 5,748 603,675 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8869.8872.3Nuclei_fractions
Q9Y262 RYGDFFIR [iTRAQ_Nterm]RYGDFFIR1 537-‐544 7,128 406,557 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6918.6921.3Nuclei_fractions

AALQELLSK[iTRAQ_Nterm]AALQELLSK[iTRAQ_K]2 86-‐94 7,307 630,893 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8535.8538.2Nuclei_fractions
AALQELLSK[iTRAQ_Nterm]AALQELLSK[iTRAQ_K]2 86-‐94 6,914 630,894 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8403.8406.2Nuclei_fractions
AALQELLSK[iTRAQ_Nterm]AALQELLSK[iTRAQ_K]2 86-‐94 6,378 630,893 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8556.8559.2Nuclei_fractions
AALQELLSK[iTRAQ_Nterm]AALQELLSK[iTRAQ_K]2 86-‐94 6,181 630,894 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8521.8524.2Nuclei_fractions
DKLNNLVLFDK[iTRAQ_Nterm]DK[iTRAQ_K]LNNLVLFDK[iTRAQ_K]3 42-‐52 4,939 584,354 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7948.7951.3Nuclei_fractions
LITPAVVSER[iTRAQ_Nterm]LITPAVVSER1 67-‐76 7,868 614,875 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6478.6481.2Nuclei_fractions
LITPAVVSER[iTRAQ_Nterm]LITPAVVSER1 67-‐76 6,727 614,874 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6416.6419.2Nuclei_fractions
LNNLVLFDK[iTRAQ_Nterm]LNNLVLFDK[iTRAQ_K]2 44-‐52 5,829 682,415 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9361.9364.2Nuclei_fractions
LNNLVLFDK[iTRAQ_Nterm]LNNLVLFDK[iTRAQ_K]2 44-‐52 4,853 682,414 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9236.9239.2Nuclei_fractions

P43243 GAPPSSNIEDFHGLLPK[iTRAQ_Nterm]GAPPSSNIEDFHGLLPK[iTRAQ_K]2 270-‐286 7,177 689,709 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7745.7748.3Nuclei_fractions
P43243 GAPPSSNIEDFHGLLPK[iTRAQ_Nterm]GAPPSSNIEDFHGLLPK[iTRAQ_K]2 270-‐286 6,88 689,71 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7718.7721.3Nuclei_fractions
P43243 IGPYQPNVPVGIDYVIPK[iTRAQ_Nterm]IGPYQPNVPVGIDYVIPK[iTRAQ_K]2 780-‐797 6,02 1129,149 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9728.9731.2Nuclei_fractions
P43243 IGPYQPNVPVGIDYVIPK[iTRAQ_Nterm]IGPYQPNVPVGIDYVIPK[iTRAQ_K]2 780-‐797 5,181 753,102 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9734.9737.3Nuclei_fractions
P43243 IGPYQPNVPVGIDYVIPK[iTRAQ_Nterm]IGPYQPNVPVGIDYVIPK[iTRAQ_K]2 780-‐797 5,089 753,101 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9719.9722.3Nuclei_fractions
P43243 ITPENLPQILLQLK[iTRAQ_Nterm]ITPENLPQILLQLK[iTRAQ_K]2 132-‐145 6,849 636,731 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12080.12083.3Nuclei_fractions
P43243 ITPENLPQILLQLK[iTRAQ_Nterm]ITPENLPQILLQLK[iTRAQ_K]2 132-‐145 6,556 954,596 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12182.12185.2Nuclei_fractions
P43243 ITPENLPQILLQLK[iTRAQ_Nterm]ITPENLPQILLQLK[iTRAQ_K]2 132-‐145 6,253 636,733 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12217.12220.3Nuclei_fractions
P43243 ITPENLPQILLQLK[iTRAQ_Nterm]ITPENLPQILLQLK[iTRAQ_K]2 132-‐145 5,718 636,733 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12146.12149.3Nuclei_fractions
P43243 VVHIMDFQR[iTRAQ_Nterm]VVHIM[Oxidation_M]DFQR2 398-‐406 5,813 435,568 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5238.5241.3Nuclei_fractions

Q9UBV2,Q9UBV2_ISOFORM_2LVANHVASDISLTGGSVVQR[iTRAQ_Nterm]LVANHVASDISLTGGSVVQR1 299-‐318 10,85 723,069 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6993.6996.3Nuclei_fractions
Q9UBV2,Q9UBV2_ISOFORM_2TTLTSDESVKDHTTAGR[iTRAQ_Nterm]TTLTSDESVK[iTRAQ_K]DHTTAGR2 16-‐32 7,043 527,529 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3465.3468.4Nuclei_fractions
Q9UBV2,Q9UBV2_ISOFORM_2TTLTSDESVKDHTTAGR[iTRAQ_Nterm]TTLTSDESVK[iTRAQ_K]DHTTAGR2 16-‐32 6,407 527,529 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3437.3440.4Nuclei_fractions
Q9UBV2,Q9UBV2_ISOFORM_2VSYALLFGDYLPQNIQAAR[iTRAQ_Nterm]VSYALLFGDYLPQNIQAAR1 204-‐222 7,887 761,749 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11644.11647.3Nuclei_fractions

Q14651 AYFHLLNQIAPK[iTRAQ_Nterm]AYFHLLNQIAPK[iTRAQ_K]2 301-‐312 6,525 568,335 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8838.8841.3Nuclei_fractions
Q14651 AYFHLLNQIAPK[iTRAQ_Nterm]AYFHLLNQIAPK[iTRAQ_K]2 301-‐312 5,826 568,334 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8817.8820.3Nuclei_fractions
Q14651 LNLAFVANLFNK[iTRAQ_Nterm]LNLAFVANLFNK[iTRAQ_K]2 365-‐376 7,733 826,493 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11817.11819.2Nuclei_fractions
Q14651 LNLAFVANLFNK[iTRAQ_Nterm]LNLAFVANLFNK[iTRAQ_K]2 365-‐376 6,062 551,33 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11816.11818.3Nuclei_fractions
Q14651 QFVTPADVVSGNPK[iTRAQ_Nterm]QFVTPADVVSGNPK[iTRAQ_K]2 351-‐364 4,851 582,992 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6550.6553.3Nuclei_fractions
Q14651 TISSSLAVVDLIDAIQPGCINYDLVK[iTRAQ_Nterm]TISSSLAVVDLIDAIQPGC[Cys_CAM]INYDLVK[iTRAQ_K]3 548-‐573 6,631 1031,568 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13285.13288.3Nuclei_fractions

Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8DITSSIHFEAYR[iTRAQ_Nterm]DITSSIHFEAYR1 531-‐542 7,015 528,271 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6971.6974.3Nuclei_fractions
Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8QVENAGAIGPSR[iTRAQ_Nterm]QVENAGAIGPSR1 99-‐110 4,783 448,247 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5530.5533.3Nuclei_fractions
Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8STLINTLFK[iTRAQ_Nterm]STLINTLFK[iTRAQ_K]2 293-‐301 7,198 662,908 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9795.9798.2Nuclei_fractions
Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8VVNIVPVIAK[iTRAQ_Nterm]VVNIVPVIAK[iTRAQ_K]2 417-‐426 6,686 670,448 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8320.8323.2Nuclei_fractions

P63010_ISOFORM_2LAPPLVTLLSGEPEVQYVALR[iTRAQ_Nterm]LAPPLVTLLSGEPEVQYVALR1 284-‐304 7,031 803,805 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12774.12777.3Nuclei_fractions
P63010_ISOFORM_2LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 7,244 929,061 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11287.11290.2Nuclei_fractions
P63010_ISOFORM_2LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 5,693 619,708 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11259.11262.3Nuclei_fractions
P63010_ISOFORM_2LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 4,834 619,708 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11279.11282.3Nuclei_fractions
P63010_ISOFORM_2LLSTDPVTAK[iTRAQ_Nterm]LLSTDPVTAK[iTRAQ_K]2 529-‐538 5,651 666,903 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5779.5782.2Nuclei_fractions
P63010_ISOFORM_2QVFLATWK[iTRAQ_Nterm]QVFLATWK[iTRAQ_K]2 835-‐842 5,64 640,884 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8677.8680.2Nuclei_fractions

P06744 ILLANFLAQTEALMR[iTRAQ_Nterm]ILLANFLAQTEALM[Oxidation_M]R2 423-‐437 8,776 622,024 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12110.12113.3Nuclei_fractions



P06744 VFEGNRPTNSIVFTK[iTRAQ_Nterm]VFEGNRPTNSIVFTK[iTRAQ_K]2 466-‐480 5,905 666,374 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6596.6599.3Nuclei_fractions
P06744 VWYVSNIDGTHIAK[iTRAQ_Nterm]VWYVSNIDGTHIAK[iTRAQ_K]2 180-‐193 10,714 631,015 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7406.7409.3Nuclei_fractions
P06744 VWYVSNIDGTHIAK[iTRAQ_Nterm]VWYVSNIDGTHIAK[iTRAQ_K]2 180-‐193 9,84 631,016 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7392.7395.3Nuclei_fractions
P06744 VWYVSNIDGTHIAK[iTRAQ_Nterm]VWYVSNIDGTHIAK[iTRAQ_K]2 180-‐193 8,328 631,015 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7372.7375.3Nuclei_fractions

P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9EIVDSYLPVILDIIK[iTRAQ_Nterm]EIVDSYLPVILDIIK[iTRAQ_K]2 108-‐122 7,311 1009,61 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13452.13455.2Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9EIVDSYLPVILDIIK[iTRAQ_Nterm]EIVDSYLPVILDIIK[iTRAQ_K]2 108-‐122 5,723 673,407 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13432.13435.3Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9LGPGMADICK[iTRAQ_Nterm]LGPGM[Oxidation_M]ADIC[Cys_CAM]K[iTRAQ_K]4 233-‐242 6,559 683,358 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4547.4550.2Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9LVGYLDR [iTRAQ_Nterm]LVGYLDR1 415-‐421 5,681 490,289 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6787.6790.2Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9LVGYLDR [iTRAQ_Nterm]LVGYLDR1 415-‐421 5,351 490,292 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6688.6691.2Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9LVGYLDR [iTRAQ_Nterm]LVGYLDR1 415-‐421 5,106 490,291 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6619.6622.2Nuclei_fractions
P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9SDVYCEVCEFLVK[iTRAQ_Nterm]SDVYC[Cys_CAM]EVC[Cys_CAM]EFLVK[iTRAQ_K]4 311-‐323 5,823 645,986 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10687.10690.3Nuclei_fractions

HRLDLGEDYPSGK[iTRAQ_Nterm]HRLDLGEDYPSGK[iTRAQ_K]2 5-‐17 6,916 592,318 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4361.4364.3Nuclei_fractions
IRVESLLVTAISK[iTRAQ_Nterm]IRVESLLVTAISK[iTRAQ_K]2 451-‐463 5,562 573,034 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9713.9716.3Nuclei_fractions
LQLPVWEYK[iTRAQ_Nterm]LQLPVWEYK[iTRAQ_K]2 135-‐143 6,047 732,429 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9781.9784.2Nuclei_fractions
SNLGSVVLQLK[iTRAQ_Nterm]SNLGSVVLQLK[iTRAQ_K]2 505-‐515 6,788 482,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8837.8840.3Nuclei_fractions

P20073 DLLSSVSR [iTRAQ_Nterm]DLLSSVSR1 368-‐375 7,09 510,795 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6006.6009.2Nuclei_fractions
P20073 DLLSSVSR [iTRAQ_Nterm]DLLSSVSR1 368-‐375 5,997 510,794 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5946.5949.2Nuclei_fractions
P20073 RLLLAIVGQ[iTRAQ_Nterm]RLLLAIVGQ1 458-‐466 5,897 563,874 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8907.8910.2Nuclei_fractions
P20073 TILQCALNRPAFFAER[iTRAQ_Nterm]TILQC[Cys_CAM]ALNRPAFFAER2 387-‐402 4,97 684,369 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8852.8855.3Nuclei_fractions
P20073 VLIEILCTR [iTRAQ_Nterm]VLIEILC[Cys_CAM]TR2 257-‐265 7,324 630,878 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10406.10409.2Nuclei_fractions
P20073 VLIEILCTR [iTRAQ_Nterm]VLIEILC[Cys_CAM]TR2 257-‐265 6,136 630,878 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10432.10435.2Nuclei_fractions
P20073 VLIEILCTR [iTRAQ_Nterm]VLIEILC[Cys_CAM]TR2 257-‐265 6,007 630,879 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10364.10367.2Nuclei_fractions

DFSSIIQTCSGNIQR[iTRAQ_Nterm]DFSSIIQTC[Cys_CAM]SGNIQR2 21-‐35 8,273 623,982 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7733.7736.3Nuclei_fractions
DFSSIIQTCSGNIQR[iTRAQ_Nterm]DFSSIIQTC[Cys_CAM]SGNIQR2 21-‐35 7,669 623,981 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7886.7889.3Nuclei_fractions
LQENLQQLQHSTNQLAK[iTRAQ_Nterm]LQENLQQLQHSTNQLAK[iTRAQ_K]2 59-‐75 9,321 761,089 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6965.6968.3Nuclei_fractions
LQENLQQLQHSTNQLAK[iTRAQ_Nterm]LQENLQQLQHSTNQLAK[iTRAQ_K]2 59-‐75 4,8 571,068 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6966.6969.4Nuclei_fractions
QLEADILDVNQIFK[iTRAQ_Nterm]QLEADILDVNQIFK[iTRAQ_K]2 190-‐203 7,565 645,369 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11465.11468.3Nuclei_fractions

Q9UKM9 LEQIAAEQK[iTRAQ_Nterm]LEQIAAEQK[iTRAQ_K]2 192-‐200 6,988 439,927 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4873.4876.3Nuclei_fractions
Q9UKM9 LEQIAAEQK[iTRAQ_Nterm]LEQIAAEQK[iTRAQ_K]2 192-‐200 5,125 659,387 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4859.4862.2Nuclei_fractions
Q9UKM9 LSPVPVPR [iTRAQ_Nterm]LSPVPVPR1 118-‐125 6,064 504,819 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5372.5375.2Nuclei_fractions
Q9UKM9 SNIDALLSR[iTRAQ_Nterm]SNIDALLSR1 183-‐191 4,859 566,829 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7091.7094.2Nuclei_fractions
Q9UKM9 VFIGNLNTALVK[iTRAQ_Nterm]VFIGNLNTALVK[iTRAQ_K]2 23-‐34 7,246 788,986 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9124.9127.2Nuclei_fractions
Q9UKM9 VFIGNLNTALVK[iTRAQ_Nterm]VFIGNLNTALVK[iTRAQ_K]2 23-‐34 6,41 526,327 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9131.9134.3Nuclei_fractions

DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 162-‐173 8,494 671,403 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8949.8952.2Nuclei_fractions
DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 162-‐173 8,417 671,404 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8928.8931.2Nuclei_fractions
DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 162-‐173 7,92 671,404 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8855.8858.2Nuclei_fractions
DAGVIAGLNVLR[iTRAQ_Nterm]DAGVIAGLNVLR1 162-‐173 7,73 671,404 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9053.9056.2Nuclei_fractions
NQVAMNPQNTVFDAK[iTRAQ_Nterm]NQVAM[Oxidation_M]NPQNTVFDAK[iTRAQ_K]3 59-‐73 8,336 991,009 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5744.5747.2Nuclei_fractions
NQVAMNPQNTVFDAK[iTRAQ_Nterm]NQVAM[Oxidation_M]NPQNTVFDAK[iTRAQ_K]3 59-‐73 6,615 661,008 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5841.5844.3Nuclei_fractions
NQVAMNPQNTVFDAK[iTRAQ_Nterm]NQVAM[Oxidation_M]NPQNTVFDAK[iTRAQ_K]3 59-‐73 6,351 661,008 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5729.5732.3Nuclei_fractions
TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 39-‐51 8,276 816,405 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6349.6352.2Nuclei_fractions
TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 39-‐51 5,889 544,607 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6378.6381.3Nuclei_fractions

P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 43-‐59 7,008 1121,173 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13173.13176.2Nuclei_fractions
P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 43-‐59 6,75 747,783 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13157.13160.3Nuclei_fractions
P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 43-‐59 5,553 561,092 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13194.13197.4Nuclei_fractions



P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2IKYPENFFLLR[iTRAQ_Nterm]IK[iTRAQ_K]YPENFFLLR2 111-‐121 5,968 576,674 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9984.9987.3Nuclei_fractions
P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2LNLDSIIGR [iTRAQ_Nterm]LNLDSIIGR1 6-‐14 5,674 572,845 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9259.9262.2Nuclei_fractions
P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2TFTDCFNCLPIAAIVDEK[iTRAQ_Nterm]TFTDC[Cys_CAM]FNC[Cys_CAM]LPIAAIVDEK[iTRAQ_K]4 150-‐167 6,268 801,402 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11850.11853.3Nuclei_fractions
P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2TFTDCFNCLPIAAIVDEK[iTRAQ_Nterm]TFTDC[Cys_CAM]FNC[Cys_CAM]LPIAAIVDEK[iTRAQ_K]4 150-‐167 4,793 801,403 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11870.11873.3Nuclei_fractions

Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51EETQPPVALKK[iTRAQ_Nterm]EETQPPVALK[iTRAQ_K]K[iTRAQ_K]3 93-‐103 5,027 558,007 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4014.4017.3Nuclei_fractions
Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51PGHLQEGFGCVVTNR[iTRAQ_Nterm]PGHLQEGFGC[Cys_CAM]VVTNR2 2-‐16 8,382 605,643 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5587.5590.3Nuclei_fractions
Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51SAAQAAAQTNSNAAGK[iTRAQ_Nterm]SAAQAAAQTNSNAAGK[iTRAQ_K]2 53-‐68 6,695 583,644 2012_02_21_FRF_OT_78_ANF_TMT_N_10.348.351.3Nuclei_fractions
Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51SKSEEAHAEDSVMDHHFR[iTRAQ_Nterm]SK[iTRAQ_K]SEEAHAEDSVM[Oxidation_M]DHHFR3 307-‐324 4,732 604,789 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3318.3321.4Nuclei_fractions

P11279 ALQATVGNSYK[iTRAQ_Nterm]ALQATVGNSYK[iTRAQ_K]2 299-‐309 8,567 720,411 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4722.4725.2Nuclei_fractions
P11279 FFLQGIQLNTILPDAR[iTRAQ_Nterm]FFLQGIQLNTILPDAR1 271-‐286 10,374 995,569 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11856.11859.2Nuclei_fractions
P11279 FFLQGIQLNTILPDAR[iTRAQ_Nterm]FFLQGIQLNTILPDAR1 271-‐286 9,838 664,048 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11784.11787.3Nuclei_fractions
P11279 FFLQGIQLNTILPDAR[iTRAQ_Nterm]FFLQGIQLNTILPDAR1 271-‐286 7,928 664,048 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11827.11830.3Nuclei_fractions
P11279 FFLQGIQLNTILPDAR[iTRAQ_Nterm]FFLQGIQLNTILPDAR1 271-‐286 6,365 664,049 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11275.11278.3Nuclei_fractions
P11279 TVESITDIR [iTRAQ_Nterm]TVESITDIR1 110-‐118 5,754 589,33 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5822.5825.2Nuclei_fractions

O00469,O00469_ISOFORM_2GFALLNFVVK[iTRAQ_Nterm]GFALLNFVVK[iTRAQ_K]2 620-‐629 5,018 698,437 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11308.11311.2Nuclei_fractions
O00469,O00469_ISOFORM_2IIAPLVTR [iTRAQ_Nterm]IIAPLVTR1 388-‐395 5,713 513,843 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6773.6776.2Nuclei_fractions
O00469,O00469_ISOFORM_2LLVITVATK[iTRAQ_Nterm]LLVITVATK[iTRAQ_K]2 14-‐22 5,418 623,422 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8626.8629.2Nuclei_fractions
O00469,O00469_ISOFORM_2VVFAADGILWPDKR[iTRAQ_Nterm]VVFAADGILWPDK[iTRAQ_K]R2 111-‐124 8,54 625,696 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9475.9478.3Nuclei_fractions
O00469,O00469_ISOFORM_2VVFAADGILWPDKR[iTRAQ_Nterm]VVFAADGILWPDK[iTRAQ_K]R2 111-‐124 7,845 625,697 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9426.9429.3Nuclei_fractions

P40939 DSIFSNLTGQLDYQGFEK[iTRAQ_Nterm]DSIFSNLTGQLDYQGFEK[iTRAQ_K]2 387-‐404 7,59 784,068 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10919.10922.3Nuclei_fractions
P40939 KTVLGTPEVLLGALPGAGGTQR[iTRAQ_Nterm]K[iTRAQ_K]TVLGTPEVLLGALPGAGGTQR2 130-‐151 7,624 808,482 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9747.9750.3Nuclei_fractions
P40939 KTVLGTPEVLLGALPGAGGTQR[iTRAQ_Nterm]K[iTRAQ_K]TVLGTPEVLLGALPGAGGTQR2 130-‐151 6,548 808,482 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9726.9729.3Nuclei_fractions
P40939 TVLGTPEVLLGALPGAGGTQR[iTRAQ_Nterm]TVLGTPEVLLGALPGAGGTQR1 131-‐151 9,383 1076,118 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10735.10738.2Nuclei_fractions
P40939 TVLGTPEVLLGALPGAGGTQR[iTRAQ_Nterm]TVLGTPEVLLGALPGAGGTQR1 131-‐151 7,493 717,749 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10740.10743.3Nuclei_fractions
P40939 TVLGTPEVLLGALPGAGGTQR[iTRAQ_Nterm]TVLGTPEVLLGALPGAGGTQR1 131-‐151 5,488 717,748 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10042.10045.3Nuclei_fractions

P16401 ALAAGGYDVEK[iTRAQ_Nterm]ALAAGGYDVEK[iTRAQ_K]2 67-‐77 6,889 691,384 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4971.4974.2Nuclei_fractions
P16401 ALAAGGYDVEKNNSR[iTRAQ_Nterm]ALAAGGYDVEK[iTRAQ_K]NNSR2 67-‐81 6,492 618,331 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4112.4115.3Nuclei_fractions
P16401 ATGPPVSELITK[iTRAQ_Nterm]ATGPPVSELITK[iTRAQ_K]2 37-‐48 5,539 750,947 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6806.6809.2Nuclei_fractions
P16401 SLVSKGTLVQTK[iTRAQ_Nterm]SLVSK[iTRAQ_K]GTLVQTK[iTRAQ_K]3 88-‐99 5,608 565,025 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4765.4768.3Nuclei_fractions
P16401 SLVSKGTLVQTK[iTRAQ_Nterm]SLVSK[iTRAQ_K]GTLVQTK[iTRAQ_K]3 88-‐99 4,919 565,025 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4778.4781.3Nuclei_fractions

P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 42-‐58 7,008 1121,173 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13173.13176.2Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 42-‐58 6,75 747,783 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13157.13160.3Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2EIFLSQPILLELEAPLK[iTRAQ_Nterm]EIFLSQPILLELEAPLK[iTRAQ_K]2 42-‐58 5,553 561,092 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13194.13197.4Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2ICGDIHGQYTDLLR[iTRAQ_Nterm]IC[Cys_CAM]GDIHGQYTDLLR2 59-‐72 5,28 602,309 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7264.7267.3Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2IKYPENFFLLR[iTRAQ_Nterm]IK[iTRAQ_K]YPENFFLLR2 110-‐120 5,968 576,674 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9984.9987.3Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2TFTDCFNCLPIAAIVDEK[iTRAQ_Nterm]TFTDC[Cys_CAM]FNC[Cys_CAM]LPIAAIVDEK[iTRAQ_K]4 149-‐166 6,268 801,402 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11850.11853.3Nuclei_fractions
P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2TFTDCFNCLPIAAIVDEK[iTRAQ_Nterm]TFTDC[Cys_CAM]FNC[Cys_CAM]LPIAAIVDEK[iTRAQ_K]4 149-‐166 4,793 801,403 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11870.11873.3Nuclei_fractions

P30153_CHAIN_0EWAHATIIPK[iTRAQ_Nterm]EWAHATIIPK[iTRAQ_K]2 476-‐485 4,822 485,286 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6105.6108.3Nuclei_fractions
P30153_CHAIN_0LNIISNLDCVNEVIGIR[iTRAQ_Nterm]LNIISNLDC[Cys_CAM]VNEVIGIR2 382-‐398 6,317 696,056 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11927.11930.3Nuclei_fractions
P30153_CHAIN_0LSTIALALGVER[iTRAQ_Nterm]LSTIALALGVER1 35-‐46 6,761 693,928 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10461.10464.2Nuclei_fractions
P30153_CHAIN_0SALASVIMGLSPILGK[iTRAQ_Nterm]SALASVIM[Oxidation_M]GLSPILGK[iTRAQ_K]3 343-‐358 6,591 621,039 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11766.11768.3Nuclei_fractions
P30153_CHAIN_0SALASVIMGLSPILGK[iTRAQ_Nterm]SALASVIM[Oxidation_M]GLSPILGK[iTRAQ_K]3 343-‐358 6,558 931,061 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11805.11808.2Nuclei_fractions

AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 6,264 560,778 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3616.3619.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,984 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.327.330.2Nuclei_fractions



AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,489 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15123.15126.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,253 560,779 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15216.15219.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,222 560,781 2012_02_21_FRF_OT_69_ANF_TMT_N_02.51.54.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,208 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15312.15313.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 5,045 560,781 2012_02_21_FRF_OT_68_ANF_TMT_N_01.14934.14937.2Nuclei_fractions
AGFAGDDAPR[iTRAQ_Nterm]AGFAGDDAPR1 682-‐691 4,84 560,78 2012_02_21_FRF_OT_68_ANF_TMT_N_01.15030.15033.2Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 748-‐758 8,692 830,429 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6267.6270.2Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 748-‐758 7,853 553,956 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6342.6345.3Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 748-‐758 7,671 553,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6363.6366.3Nuclei_fractions
IWHHTFYNELR[iTRAQ_Nterm]IWHHTFYNELR1 748-‐758 6,661 553,954 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6251.6254.3Nuclei_fractions
QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1023-‐1035 9,495 554,274 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4108.4111.3Nuclei_fractions
QEYDESGPSIVHR[iTRAQ_Nterm]QEYDESGPSIVHR1 1023-‐1035 5,931 554,276 2012_02_21_FRF_OT_69_ANF_TMT_N_02.14201.14204.3Nuclei_fractions

P12111_CHAIN_0,P12111AAPLQGMLPGLLAPLR[iTRAQ_Nterm]AAPLQGM[Oxidation_M]LPGLLAPLR2 404-‐419 8,321 889,533 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9375.9378.2Nuclei_fractions
P12111_CHAIN_0,P12111AAPLQGMLPGLLAPLR[iTRAQ_Nterm]AAPLQGM[Oxidation_M]LPGLLAPLR2 404-‐419 5,736 593,355 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9370.9373.3Nuclei_fractions
P12111_CHAIN_0,P12111ALILVGLER[iTRAQ_Nterm]ALILVGLER1 1770-‐1778 4,896 564,369 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9375.9378.2Nuclei_fractions
P12111_CHAIN_0,P12111LLVLITGGK[iTRAQ_Nterm]LLVLITGGK[iTRAQ_K]2 346-‐354 5,006 601,409 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10049.10052.2Nuclei_fractions
P12111_CHAIN_0,P12111LQPVLQPLPSPGVGGK[iTRAQ_Nterm]LQPVLQPLPSPGVGGK[iTRAQ_K]2 1010-‐1025 6,186 625,715 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7794.7797.3Nuclei_fractions

P25205 AILCLLLGGVER[iTRAQ_Nterm]AILC[Cys_CAM]LLLGGVER2 315-‐326 8,722 729,439 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12221.12224.2Nuclei_fractions
P25205 VALLDVFR[iTRAQ_Nterm]VALLDVFR1 748-‐755 7,077 538,835 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10666.10669.2Nuclei_fractions
P25205 VQVVGTYR[iTRAQ_Nterm]VQVVGTYR1 234-‐241 8,585 533,314 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4342.4345.2Nuclei_fractions
P25205 VQVVGTYR[iTRAQ_Nterm]VQVVGTYR1 234-‐241 7,644 533,313 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4329.4332.2Nuclei_fractions

AIVFVVDSAAFQR[iTRAQ_Nterm]AIVFVVDSAAFQR1 138-‐150 9,554 783,945 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10134.10137.2Nuclei_fractions
AIVFVVDSAAFQR[iTRAQ_Nterm]AIVFVVDSAAFQR1 138-‐150 7,153 522,965 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10154.10157.3Nuclei_fractions
LLTGLYR [iTRAQ_Nterm]LLTGLYR1 84-‐90 6,201 490,307 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7611.7614.2Nuclei_fractions
SAAPSTLDSSSTAPAQLGK[iTRAQ_Nterm]SAAPSTLDSSSTAPAQLGK[iTRAQ_K]2 209-‐227 8,275 693,041 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4714.4717.3Nuclei_fractions
SAAPSTLDSSSTAPAQLGK[iTRAQ_Nterm]SAAPSTLDSSSTAPAQLGK[iTRAQ_K]2 209-‐227 7,135 693,042 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4686.4689.3Nuclei_fractions
SAAPSTLDSSSTAPAQLGK[iTRAQ_Nterm]SAAPSTLDSSSTAPAQLGK[iTRAQ_K]2 209-‐227 7,053 693,042 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4830.4833.3Nuclei_fractions

Q6P2Q9 KWQQLQAK[iTRAQ_Nterm]K[iTRAQ_K]WQQLQAK[iTRAQ_K]3 35-‐42 5,735 487,967 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4288.4291.3Nuclei_fractions
Q6P2Q9 LFPPWIKPADTEPPPLLVYK[iTRAQ_Nterm]LFPPWIK[iTRAQ_K]PADTEPPPLLVYK[iTRAQ_K]3 934-‐953 5,27 689,158 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11141.11144.4Nuclei_fractions
Q6P2Q9 LLILALER [iTRAQ_Nterm]LLILALER1 837-‐844 4,749 542,865 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10902.10905.2Nuclei_fractions
Q6P2Q9 TILQHLSEAWR[iTRAQ_Nterm]TILQHLSEAWR1 707-‐717 8,202 499,947 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9284.9287.3Nuclei_fractions

Q13740_ISOFORM_2,Q13740ALFLETEQLK[iTRAQ_Nterm]ALFLETEQLK[iTRAQ_K]2 116-‐125 5,467 493,961 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8686.8689.3Nuclei_fractions
Q13740_ISOFORM_2,Q13740ESLTLIVEGKPQIK[iTRAQ_Nterm]ESLTLIVEGK[iTRAQ_K]PQIK[iTRAQ_K]3 379-‐392 7,809 663,077 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7368.7371.3Nuclei_fractions
Q13740_ISOFORM_2,Q13740VLHPLEGAVVIIFK[iTRAQ_Nterm]VLHPLEGAVVIIFK[iTRAQ_K]2 149-‐162 5,028 608,384 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10054.10057.3Nuclei_fractions
Q13740_ISOFORM_2,Q13740YEKPDGSPVFIAFR[iTRAQ_Nterm]YEK[iTRAQ_K]PDGSPVFIAFR2 31-‐44 5,594 638,685 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8299.8302.3Nuclei_fractions

Q13505_ISOFORM_3,Q13505_ISOFORM_2EARECLTLLSQR[iTRAQ_Nterm]EAREC[Cys_CAM]LTLLSQR2 322-‐333 4,863 540,62 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8574.8577.3Nuclei_fractions
Q13505_ISOFORM_3,Q13505_ISOFORM_2ISNPWQSPSGTLPALR[iTRAQ_Nterm]ISNPWQSPSGTLPALR1 191-‐206 6,689 623,346 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8494.8497.3Nuclei_fractions
Q13505_ISOFORM_3,Q13505_ISOFORM_2LLGGPPR [iTRAQ_Nterm]LLGGPPR1 2-‐8 6,057 427,271 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10576.10579.2Nuclei_fractions
Q13505_ISOFORM_3,Q13505_ISOFORM_2LLPVLVHTFWIDTK[iTRAQ_Nterm]LLPVLVHTFWIDTK[iTRAQ_K]2 253-‐266 6,284 657,399 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11244.11246.3Nuclei_fractions

Q16181 DVTNNVHYENYR[iTRAQ_Nterm]DVTNNVHYENYR1 298-‐309 6,253 556,602 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4011.4014.3Nuclei_fractions
Q16181 STLINSLFLTDLYSPEYPGPSHR[iTRAQ_Nterm]STLINSLFLTDLYSPEYPGPSHR1 63-‐85 11,867 917,809 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11471.11474.3Nuclei_fractions
Q16181 VNIIPLIAK [iTRAQ_Nterm]VNIIPLIAK[iTRAQ_K]2 186-‐194 5,73 634,93 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9018.9021.2Nuclei_fractions

DVVICPDASLEDAKK[iTRAQ_Nterm]DVVIC[Cys_CAM]PDASLEDAK[iTRAQ_K]K[iTRAQ_K]4 49-‐63 9,44 698,05 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5585.5588.3Nuclei_fractions
GLIAAICAGPTALLAHEIGFGSK[iTRAQ_Nterm]GLIAAIC[Cys_CAM]AGPTALLAHEIGFGSK[iTRAQ_K]3 100-‐122 7,564 852,489 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11065.11067.3Nuclei_fractions



VTVAGLAGKDPVQCSR[iTRAQ_Nterm]VTVAGLAGK[iTRAQ_K]DPVQC[Cys_CAM]SR3 33-‐48 6,824 649,364 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6058.6061.3Nuclei_fractions
VTVAGLAGKDPVQCSR[iTRAQ_Nterm]VTVAGLAGK[iTRAQ_K]DPVQC[Cys_CAM]SR3 33-‐48 5,13 649,365 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6003.6006.3Nuclei_fractions

O15260 LCLISTFLEDGIR[iTRAQ_Nterm]LC[Cys_CAM]LISTFLEDGIR2 31-‐43 9,092 840,962 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12655.12658.2Nuclei_fractions
O15260 LCLISTFLEDGIR[iTRAQ_Nterm]LC[Cys_CAM]LISTFLEDGIR2 31-‐43 7,974 560,976 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12662.12665.3Nuclei_fractions
O15260 NLALGGGLLLLLAESR[iTRAQ_Nterm]NLALGGGLLLLLAESR1 120-‐135 9,127 877,538 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12554.12557.2Nuclei_fractions
O15260 NLALGGGLLLLLAESR[iTRAQ_Nterm]NLALGGGLLLLLAESR1 120-‐135 9,125 877,542 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12403.12406.2Nuclei_fractions
O15260 NLALGGGLLLLLAESR[iTRAQ_Nterm]NLALGGGLLLLLAESR1 120-‐135 8,34 585,362 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12402.12405.3Nuclei_fractions
O15260 NLALGGGLLLLLAESR[iTRAQ_Nterm]NLALGGGLLLLLAESR1 120-‐135 6,265 585,361 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12553.12556.3Nuclei_fractions
O15260 QYLPHVAR[iTRAQ_Nterm]QYLPHVAR1 23-‐30 5,569 564,327 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4202.4205.2Nuclei_fractions

O14950_CHAIN_0,P19105,O14950DGFIDKEDLHDMLASLGK[iTRAQ_Nterm]DGFIDK[iTRAQ_K]EDLHDMLASLGK[iTRAQ_K]3 44-‐61 4,929 609,825 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10070.10073.4Nuclei_fractions
O14950_CHAIN_0,P19105,O14950EAFNMIDQNR[iTRAQ_Nterm]EAFNMIDQNR1 34-‐43 6,048 691,337 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5963.5966.2Nuclei_fractions
O14950_CHAIN_0,P19105,O14950ELLTTMGDR[iTRAQ_Nterm]ELLTTMGDR1 123-‐131 5,088 590,311 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5696.5699.2Nuclei_fractions
O14950_CHAIN_0,P19105,O14950GNFNYIEFTR[iTRAQ_Nterm]GNFNYIEFTR1 150-‐159 7,699 702,858 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8192.8195.2Nuclei_fractions

O60568 LLVITVATAETEGYLR[iTRAQ_Nterm]LLVITVATAETEGYLR1 15-‐30 10,703 947,048 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12201.12204.2Nuclei_fractions
O60568 LLVITVATAETEGYLR[iTRAQ_Nterm]LLVITVATAETEGYLR1 15-‐30 10,281 631,7 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12208.12211.3Nuclei_fractions
O60568 LSLNLDHK[iTRAQ_Nterm]LSLNLDHK[iTRAQ_K]2 184-‐191 5,185 409,915 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5622.5625.3Nuclei_fractions
O60568 VFLAVFVEQPTPFLPR[iTRAQ_Nterm]VFLAVFVEQPTPFLPR1 274-‐289 7,838 668,722 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12264.12267.3Nuclei_fractions
O60568 VFLAVFVEQPTPFLPR[iTRAQ_Nterm]VFLAVFVEQPTPFLPR1 274-‐289 7,319 668,722 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12399.12402.3Nuclei_fractions

P46777 GAVDGGLSIPHSTK[iTRAQ_Nterm]GAVDGGLSIPHSTK[iTRAQ_K]2 164-‐177 8,631 542,973 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4942.4945.3Nuclei_fractions
P46777 QFSQYIK [iTRAQ_Nterm]QFSQYIK[iTRAQ_K]2 221-‐227 5,486 601,344 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6016.6019.2Nuclei_fractions
P46777 QFSQYIK [iTRAQ_Nterm]QFSQYIK[iTRAQ_K]2 221-‐227 5,021 401,231 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6030.6033.3Nuclei_fractions
P46777 VGLTNYAAAYCTGLLLAR[iTRAQ_Nterm]VGLTNYAAAYC[Cys_CAM]TGLLLAR2 89-‐106 9,423 691,047 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9533.9536.3Nuclei_fractions

P12277 FCTGLTQIETLFK[iTRAQ_Nterm]FC[Cys_CAM]TGLTQIETLFK[iTRAQ_K]3 252-‐264 9,082 923,512 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11603.11606.2Nuclei_fractions
P12277 FCTGLTQIETLFK[iTRAQ_Nterm]FC[Cys_CAM]TGLTQIETLFK[iTRAQ_K]3 252-‐264 5,219 616,009 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11596.11599.3Nuclei_fractions
P12277 LGFSEVELVQMVVDGVK[iTRAQ_Nterm]LGFSEVELVQMVVDGVK[iTRAQ_K]2 341-‐357 6,36 713,067 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13256.13259.3Nuclei_fractions
P12277 VLTPELYAELR[iTRAQ_Nterm]VLTPELYAELR1 32-‐42 7,986 724,424 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9339.9342.2Nuclei_fractions

P50914 ALVDGPCTQVR[iTRAQ_Nterm]ALVDGPC[Cys_CAM]TQVR2 35-‐45 6,404 680,362 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4594.4597.2Nuclei_fractions
P50914 ALVDGPCTQVR[iTRAQ_Nterm]ALVDGPC[Cys_CAM]TQVR2 35-‐45 6,282 680,363 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4641.4644.2Nuclei_fractions
P50914 ALVDGPCTQVR[iTRAQ_Nterm]ALVDGPC[Cys_CAM]TQVR2 35-‐45 6,073 680,361 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4511.4514.2Nuclei_fractions
P50914 ALVDGPCTQVR[iTRAQ_Nterm]ALVDGPC[Cys_CAM]TQVR2 35-‐45 5,959 680,363 2012_02_21_FRF_OT_75_ANF_TMT_N_07.4660.4663.2Nuclei_fractions
P50914 LVAIVDVIDQNR[iTRAQ_Nterm]LVAIVDVIDQNR1 23-‐34 9,317 749,94 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10469.10472.2Nuclei_fractions
P50914 LVAIVDVIDQNR[iTRAQ_Nterm]LVAIVDVIDQNR1 23-‐34 8,132 749,939 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10443.10446.2Nuclei_fractions
P50914 LVAIVDVIDQNR[iTRAQ_Nterm]LVAIVDVIDQNR1 23-‐34 7,768 500,295 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10463.10466.3Nuclei_fractions
P50914 VAYVSFGPHAGK[iTRAQ_Nterm]VAYVSFGPHAGK[iTRAQ_K]2 11-‐22 7,598 507,62 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5728.5731.3Nuclei_fractions

P62495 GFGGIGGILR[iTRAQ_Nterm]GFGGIGGILR1 404-‐413 7,566 545,829 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8347.8350.2Nuclei_fractions
P62495 LSVLGAITSVQQR[iTRAQ_Nterm]LSVLGAITSVQQR1 68-‐80 9,52 758,454 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8915.8918.2Nuclei_fractions
P62495 LSVLGAITSVQQR[iTRAQ_Nterm]LSVLGAITSVQQR1 68-‐80 7,706 505,971 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8914.8917.3Nuclei_fractions
P62495 YVLHCQGTEEEK[iTRAQ_Nterm]YVLHC[Cys_CAM]QGTEEEK[iTRAQ_K]3 330-‐341 6,058 594,299 2012_02_21_FRF_OT_70_ANF_TMT_N_03.3933.3936.3Nuclei_fractions

P42704 DLPVTEAVFSALVTGHAR[iTRAQ_Nterm]DLPVTEAVFSALVTGHAR1 168-‐185 9,737 676,374 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10911.10914.3Nuclei_fractions
P42704 KGAYDIFLNAK[iTRAQ_Nterm]K[iTRAQ_K]GAYDIFLNAK[iTRAQ_K]3 990-‐1000 5,682 557,999 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7052.7055.3Nuclei_fractions
P42704 SSLLLGFR [iTRAQ_Nterm]SSLLLGFR1 483-‐490 7,568 518,818 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8348.8351.2Nuclei_fractions

LEILTNLANEANISTLLR[iTRAQ_Nterm]LEILTNLANEANISTLLR1 390-‐407 9,395 714,749 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12741.12744.3Nuclei_fractions
TVIGSVLLR[iTRAQ_Nterm]TVIGSVLLR1 1077-‐1085 6,485 551,359 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8110.8113.2Nuclei_fractions



VVNVANVGAVPSGQDNIHR[iTRAQ_Nterm]VVNVANVGAVPSGQDNIHR1 1026-‐1044 7,067 697,378 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5413.5416.3Nuclei_fractions

P51659,P51659_CHAIN_1ATSTATSGFAGAIGQK[iTRAQ_Nterm]ATSTATSGFAGAIGQK[iTRAQ_K]2 315-‐330 7,228 585,988 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5784.5787.3Nuclei_fractions
P51659,P51659_CHAIN_1LGLLGLANSLAIEGR[iTRAQ_Nterm]LGLLGLANSLAIEGR1 168-‐182 7,856 820,997 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11595.11598.2Nuclei_fractions
P51659,P51659_CHAIN_1VVLVTGAGAGLGR[iTRAQ_Nterm]VVLVTGAGAGLGR1 10-‐22 7,744 657,406 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6458.6461.2Nuclei_fractions
P51659,P51659_CHAIN_1VVLVTGAGAGLGR[iTRAQ_Nterm]VVLVTGAGAGLGR1 10-‐22 5,987 438,606 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6486.6489.3Nuclei_fractions

P35637 AAIDWFDGK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]2 348-‐356 6,797 655,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8468.8471.2Nuclei_fractions
P35637 AAIDWFDGKEFSGNPIK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]EFSGNPIK[iTRAQ_K]3 348-‐364 6,472 776,42 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9463.9466.3Nuclei_fractions
P35637 AAIDWFDGKEFSGNPIK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]EFSGNPIK[iTRAQ_K]3 348-‐364 5,012 582,568 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9456.9459.4Nuclei_fractions
P35637 AAIDWFDGKEFSGNPIK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]EFSGNPIK[iTRAQ_K]3 348-‐364 4,811 582,566 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9436.9439.4Nuclei_fractions
P35637 LKGEATVSFDDPPSAK[iTRAQ_Nterm]LK[iTRAQ_K]GEATVSFDDPPSAK[iTRAQ_K]3 332-‐347 9,531 698,722 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5424.5427.3Nuclei_fractions
P35637 LKGEATVSFDDPPSAK[iTRAQ_Nterm]LK[iTRAQ_K]GEATVSFDDPPSAK[iTRAQ_K]3 332-‐347 8,553 698,721 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5494.5497.3Nuclei_fractions
P35637 LKGEATVSFDDPPSAK[iTRAQ_Nterm]LK[iTRAQ_K]GEATVSFDDPPSAK[iTRAQ_K]3 332-‐347 8,397 698,721 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5460.5463.3Nuclei_fractions

P52907 FTITPPTAQVVGVLK[iTRAQ_Nterm]FTITPPTAQVVGVLK[iTRAQ_K]2 178-‐192 6,893 930,066 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9614.9617.2Nuclei_fractions
P52907 FTITPPTAQVVGVLK[iTRAQ_Nterm]FTITPPTAQVVGVLK[iTRAQ_K]2 178-‐192 5,697 620,381 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9579.9582.3Nuclei_fractions
P52907 LLLNNDNLLR[iTRAQ_Nterm]LLLNNDNLLR1 37-‐46 6,497 671,408 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8738.8741.2Nuclei_fractions
P52907 TIDGQQTIIACIESHQFQPK[iTRAQ_Nterm]TIDGQQTIIAC[Cys_CAM]IESHQFQPK[iTRAQ_K]3 146-‐165 9,373 868,126 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9030.9033.3Nuclei_fractions

P60866 DTGKTPVEPEVAIHR[iTRAQ_Nterm]DTGK[iTRAQ_K]TPVEPEVAIHR2 4-‐18 7,701 646,362 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3974.3977.3Nuclei_fractions
P60866 DTGKTPVEPEVAIHR[iTRAQ_Nterm]DTGK[iTRAQ_K]TPVEPEVAIHR2 4-‐18 7,428 646,362 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4014.4017.3Nuclei_fractions
P60866 LIDLHSPSEIVK[iTRAQ_Nterm]LIDLHSPSEIVK[iTRAQ_K]2 87-‐98 6,424 819,99 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7147.7150.2Nuclei_fractions
P60866 LIDLHSPSEIVK[iTRAQ_Nterm]LIDLHSPSEIVK[iTRAQ_K]2 87-‐98 5,591 546,996 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7104.7107.3Nuclei_fractions
P60866 TPVEPEVAIHR[iTRAQ_Nterm]TPVEPEVAIHR1 8-‐18 8,637 464,598 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4329.4332.3Nuclei_fractions
P60866 TPVEPEVAIHR[iTRAQ_Nterm]TPVEPEVAIHR1 8-‐18 6,589 696,393 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4358.4361.2Nuclei_fractions

Q9UBG0 LQGAVCGVSSGPPPPR[iTRAQ_Nterm]LQGAVC[Cys_CAM]GVSSGPPPPR2 1208-‐1223 7,21 574,975 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4784.4787.3Nuclei_fractions
Q9UBG0 SCTEETHGFICQK[iTRAQ_Nterm]SC[Cys_CAM]TEETHGFIC[Cys_CAM]QK[iTRAQ_K]4 1067-‐1079 6,559 628,966 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4149.4152.3Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 8,86 500,967 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11505.11508.3Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 8,4 750,948 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11463.11466.2Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 8,328 750,95 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11482.11485.2Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 7,726 750,95 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10983.10986.2Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 7,379 500,968 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11497.11500.3Nuclei_fractions
Q9UBG0 TLGDQLSLLLGAR[iTRAQ_Nterm]TLGDQLSLLLGAR1 95-‐107 5,97 750,948 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10658.10661.2Nuclei_fractions

Q96AE4,Q96AE4_ISOFORM_2CQHAAEIITDLLR[iTRAQ_Nterm]C[Cys_CAM]QHAAEIITDLLR2 331-‐343 8,141 561,97 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9533.9536.3Nuclei_fractions
Q96AE4,Q96AE4_ISOFORM_2IAQITGPPDR[iTRAQ_Nterm]IAQITGPPDR1 321-‐330 7,837 606,347 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4889.4892.2Nuclei_fractions
Q96AE4,Q96AE4_ISOFORM_2IAQITGPPDR[iTRAQ_Nterm]IAQITGPPDR1 321-‐330 6,96 606,348 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4750.4753.2Nuclei_fractions
Q96AE4,Q96AE4_ISOFORM_2IQIAPDSGGLPER[iTRAQ_Nterm]IQIAPDSGGLPER1 133-‐145 6,445 748,913 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5828.5831.2Nuclei_fractions

Q9UMS4 IWSVPNASCVQVVR[iTRAQ_Nterm]IWSVPNASC[Cys_CAM]VQVVR2 289-‐302 7,173 586,987 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7912.7915.3Nuclei_fractions
Q9UMS4 IWSVPNASCVQVVR[iTRAQ_Nterm]IWSVPNASC[Cys_CAM]VQVVR2 289-‐302 6,574 879,974 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7913.7916.2Nuclei_fractions
Q9UMS4 KVTSVVFHPSQDLVFSASPDATIR[iTRAQ_Nterm]K[iTRAQ_K]VTSVVFHPSQDLVFSASPDATIR2 265-‐288 6,147 723,148 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8057.8060.4Nuclei_fractions
Q9UMS4 KVTSVVFHPSQDLVFSASPDATIR[iTRAQ_Nterm]K[iTRAQ_K]VTSVVFHPSQDLVFSASPDATIR2 265-‐288 4,962 723,149 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8079.8082.4Nuclei_fractions
Q9UMS4 VTSVVFHPSQDLVFSASPDATIR[iTRAQ_Nterm]VTSVVFHPSQDLVFSASPDATIR1 266-‐288 9,019 873,132 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8965.8968.3Nuclei_fractions

P16615_ISOFORM_5,P16615_ISOFORM_3,P16615,P16615_ISOFORM_4DIVPGDIVEIAVGDKVPADIR[iTRAQ_Nterm]DIVPGDIVEIAVGDK[iTRAQ_K]VPADIR2 144-‐164 7,359 827,137 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10681.10684.3Nuclei_fractions
P16615_ISOFORM_5,P16615_ISOFORM_3,P16615,P16615_ISOFORM_4IRDEMVATEQER[iTRAQ_Nterm]IRDEMVATEQER1 235-‐246 7,89 540,943 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4331.4334.3Nuclei_fractions
P16615_ISOFORM_5,P16615_ISOFORM_3,P16615,P16615_ISOFORM_4VGEATETALTCLVEK[iTRAQ_Nterm]VGEATETALTC[Cys_CAM]LVEK[iTRAQ_K]3 437-‐451 7,081 637,011 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8923.8926.3Nuclei_fractions

P61604 VLLPEYGGTK[iTRAQ_Nterm]VLLPEYGGTK[iTRAQ_K]2 70-‐79 5,826 682,908 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6653.6656.2Nuclei_fractions



P61604 VLLPEYGGTK[iTRAQ_Nterm]VLLPEYGGTK[iTRAQ_K]2 70-‐79 5,557 682,907 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6528.6531.2Nuclei_fractions
P61604 VLQATVVAVGSGSK[iTRAQ_Nterm]VLQATVVAVGSGSK[iTRAQ_K]2 40-‐53 8,573 802,487 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6878.6881.2Nuclei_fractions
P61604 VLQATVVAVGSGSK[iTRAQ_Nterm]VLQATVVAVGSGSK[iTRAQ_K]2 40-‐53 8,085 535,327 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6897.6900.3Nuclei_fractions
P61604 VLQATVVAVGSGSK[iTRAQ_Nterm]VLQATVVAVGSGSK[iTRAQ_K]2 40-‐53 7,425 535,327 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6850.6853.3Nuclei_fractions
P61604 VVLDDKDYFLFR[iTRAQ_Nterm]VVLDDK[iTRAQ_K]DYFLFR2 80-‐91 7,889 909,509 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9584.9587.2Nuclei_fractions
P61604 VVLDDKDYFLFR[iTRAQ_Nterm]VVLDDK[iTRAQ_K]DYFLFR2 80-‐91 5,721 606,675 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9568.9571.3Nuclei_fractions

P48047 LVRPPVQVYGIEGR[iTRAQ_Nterm]LVRPPVQVYGIEGR1 4-‐17 8,027 576,341 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6709.6712.3Nuclei_fractions
P48047 SFLSQGQVLK[iTRAQ_Nterm]SFLSQGQVLK[iTRAQ_K]2 140-‐149 6,017 697,916 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6877.6880.2Nuclei_fractions
P48047 SFLSQGQVLK[iTRAQ_Nterm]SFLSQGQVLK[iTRAQ_K]2 140-‐149 4,936 697,916 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6904.6907.2Nuclei_fractions
P48047 VAASVLNPYVK[iTRAQ_Nterm]VAASVLNPYVK[iTRAQ_K]2 51-‐61 8,2 724,94 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7184.7187.2Nuclei_fractions

P61158 LGYAGNTEPQFIIPSCIAIK[iTRAQ_Nterm]LGYAGNTEPQFIIPSC[Cys_CAM]IAIK[iTRAQ_K]3 18-‐37 7,573 827,454 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10293.10296.3Nuclei_fractions
P61158 LGYAGNTEPQFIIPSCIAIK[iTRAQ_Nterm]LGYAGNTEPQFIIPSC[Cys_CAM]IAIK[iTRAQ_K]3 18-‐37 5,793 827,456 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10321.10324.3Nuclei_fractions
P61158 LGYAGNTEPQFIIPSCIAIK[iTRAQ_Nterm]LGYAGNTEPQFIIPSC[Cys_CAM]IAIK[iTRAQ_K]3 18-‐37 5,377 827,456 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10308.10311.3Nuclei_fractions
P61158 LPACVVDCGTGYTK[iTRAQ_Nterm]LPAC[Cys_CAM]VVDC[Cys_CAM]GTGYTK[iTRAQ_K]4 4-‐17 7,183 610,312 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6354.6357.3Nuclei_fractions
P61158 QYTGINAISKK[iTRAQ_Nterm]QYTGINAISK[iTRAQ_K]K[iTRAQ_K]3 254-‐264 7,437 552,334 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4499.4502.3Nuclei_fractions
P61158 QYTGINAISKK[iTRAQ_Nterm]QYTGINAISK[iTRAQ_K]K[iTRAQ_K]3 254-‐264 6,833 552,334 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4464.4467.3Nuclei_fractions

P99999 ADLIAYLK [iTRAQ_Nterm]ADLIAYLK[iTRAQ_K]2 92-‐99 4,9 597,872 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9125.9128.2Nuclei_fractions
P99999 KTGQAPGYSYTAANK[iTRAQ_Nterm]K[iTRAQ_K]TGQAPGYSYTAANK[iTRAQ_K]3 39-‐53 9,192 663,7 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3582.3585.3Nuclei_fractions
P99999 TGQAPGYSYTAANK[iTRAQ_Nterm]TGQAPGYSYTAANK[iTRAQ_K]2 40-‐53 7,959 572,966 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4085.4088.3Nuclei_fractions
P99999 TGQAPGYSYTAANK[iTRAQ_Nterm]TGQAPGYSYTAANK[iTRAQ_K]2 40-‐53 7,501 572,965 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4057.4060.3Nuclei_fractions

P15259,P18669_CHAIN_0,P18669,Q8N0Y7ALPFWNEEIVPQIK[iTRAQ_Nterm]ALPFWNEEIVPQIK[iTRAQ_K]2 162-‐175 6,759 986,568 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11229.11232.2Nuclei_fractions
P15259,P18669_CHAIN_0,P18669,Q8N0Y7ALPFWNEEIVPQIK[iTRAQ_Nterm]ALPFWNEEIVPQIK[iTRAQ_K]2 162-‐175 4,989 493,786 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11264.11267.4Nuclei_fractions
P15259,P18669_CHAIN_0,P18669,Q8N0Y7HYGGLTGLNK[iTRAQ_Nterm]HYGGLTGLNK[iTRAQ_K]2 90-‐99 6,002 449,925 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4643.4646.3Nuclei_fractions
P15259,P18669_CHAIN_0,P18669,Q8N0Y7VLIAAHGNSLR[iTRAQ_Nterm]VLIAAHGNSLR1 180-‐190 9,141 647,891 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4470.4473.2Nuclei_fractions
P15259,P18669_CHAIN_0,P18669,Q8N0Y7VLIAAHGNSLR[iTRAQ_Nterm]VLIAAHGNSLR1 180-‐190 8,301 647,891 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4448.4451.2Nuclei_fractions
P15259,P18669_CHAIN_0,P18669,Q8N0Y7VLIAAHGNSLR[iTRAQ_Nterm]VLIAAHGNSLR1 180-‐190 7,875 432,263 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4433.4436.3Nuclei_fractions

Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 6,471 680,428 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8287.8290.2Nuclei_fractions
Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,985 680,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8236.8239.2Nuclei_fractions
Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,355 453,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8237.8240.3Nuclei_fractions
Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153LQIWDTAGQER[iTRAQ_Nterm]LQIWDTAGQER1 59-‐69 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions
Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153TITTAYYR [iTRAQ_Nterm]TITTAYYR1 72-‐79 7,691 566,81 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4734.4737.2Nuclei_fractions

P26640_CHAIN_0ALSPLEEWLR[iTRAQ_Nterm]ALSPLEEWLR1 138-‐147 8,372 679,385 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11487.11490.2Nuclei_fractions
P26640_CHAIN_0GALINVPPPFLGLPR[iTRAQ_Nterm]GALINVPPPFLGLPR1 619-‐633 6,758 853,021 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9717.9720.2Nuclei_fractions
P26640_CHAIN_0LHEEGIIYR [iTRAQ_Nterm]LHEEGIIYR1 462-‐470 6,58 425,239 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4928.4931.3Nuclei_fractions

P40429,Q6NVV1LAHEVGWK[iTRAQ_Nterm]LAHEVGWK[iTRAQ_K]2 140-‐147 5,269 409,908 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5089.5092.3Nuclei_fractions
P40429,Q6NVV1LAHEVGWK[iTRAQ_Nterm]LAHEVGWK[iTRAQ_K]2 140-‐147 4,961 614,359 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5111.5114.2Nuclei_fractions
P40429,Q6NVV1VFDGIPPPYDKK[iTRAQ_Nterm]VFDGIPPPYDK[iTRAQ_K]K[iTRAQ_K]3 103-‐114 5,919 603,351 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6171.6174.3Nuclei_fractions
P40429,Q6NVV1VFDGIPPPYDKK[iTRAQ_Nterm]VFDGIPPPYDK[iTRAQ_K]K[iTRAQ_K]3 103-‐114 5,424 603,35 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6254.6257.3Nuclei_fractions
P40429,Q6NVV1VFDGIPPPYDKK[iTRAQ_Nterm]VFDGIPPPYDK[iTRAQ_K]K[iTRAQ_K]3 103-‐114 5,068 603,349 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6290.6293.3Nuclei_fractions
P40429,Q6NVV1YLAFLR [iTRAQ_Nterm]YLAFLR1 53-‐58 4,876 463,783 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8913.8916.2Nuclei_fractions
P40429,Q6NVV1YQAVTATLEEK[iTRAQ_Nterm]YQAVTATLEEK[iTRAQ_K]2 148-‐158 5,634 514,288 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6370.6373.3Nuclei_fractions

Q02818 DLELLIQTATR[iTRAQ_Nterm]DLELLIQTATR1 127-‐137 5,689 708,911 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10555.10558.2Nuclei_fractions
Q02818 LVTLEEFLASTQR[iTRAQ_Nterm]LVTLEEFLASTQR1 285-‐297 7,623 825,963 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12067.12070.2Nuclei_fractions
Q02818 LVTLEEFLASTQR[iTRAQ_Nterm]LVTLEEFLASTQR1 285-‐297 5,931 550,978 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12061.12064.3Nuclei_fractions



Q02818 LVTLEEFLASTQRK[iTRAQ_Nterm]LVTLEEFLASTQRK[iTRAQ_K]2 285-‐298 8,371 641,711 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10896.10899.3Nuclei_fractions

P08648_CHAIN_0,P08648KTIQFDFQILSK[iTRAQ_Nterm]K[iTRAQ_K]TIQFDFQILSK[iTRAQ_K]3 718-‐729 6,491 634,048 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8403.8406.3Nuclei_fractions
P08648_CHAIN_0,P08648SLQWFGATVR[iTRAQ_Nterm]SLQWFGATVR1 97-‐106 7,661 654,865 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8563.8566.2Nuclei_fractions
P08648_CHAIN_0,P08648VYVYLQHPAGIEPTPTLTLTGHDEFGR[iTRAQ_Nterm]VYVYLQHPAGIEPTPTLTLTGHDEFGR1 324-‐350 7,443 789,664 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8853.8856.4Nuclei_fractions
P08648_CHAIN_0,P08648VYVYLQHPAGIEPTPTLTLTGHDEFGR[iTRAQ_Nterm]VYVYLQHPAGIEPTPTLTLTGHDEFGR1 324-‐350 7,35 789,665 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8867.8870.4Nuclei_fractions

Q92520 LIADLGSTSITNLGFR[iTRAQ_Nterm]LIADLGSTSITNLGFR1 140-‐155 10,529 911,507 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10866.10869.2Nuclei_fractions
Q92520 LIADLGSTSITNLGFR[iTRAQ_Nterm]LIADLGSTSITNLGFR1 140-‐155 9,908 911,514 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10818.10821.2Nuclei_fractions
Q92520 LIADLGSTSITNLGFR[iTRAQ_Nterm]LIADLGSTSITNLGFR1 140-‐155 9,063 608,01 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10812.10815.3Nuclei_fractions
Q92520 LIADLGSTSITNLGFR[iTRAQ_Nterm]LIADLGSTSITNLGFR1 140-‐155 7,396 608,013 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10479.10482.3Nuclei_fractions
Q92520 LIADLGSTSITNLGFR[iTRAQ_Nterm]LIADLGSTSITNLGFR1 140-‐155 7,191 608,01 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10860.10863.3Nuclei_fractions
Q92520 RLIADLGSTSITNLGFR[iTRAQ_Nterm]RLIADLGSTSITNLGFR1 139-‐155 11,039 660,047 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8865.8868.3Nuclei_fractions

P62879,Q9HAV0_CHAIN_0,Q9HAV0ELPGHTGYLSCCR[iTRAQ_Nterm]ELPGHTGYLSC[Cys_CAM]C[Cys_CAM]R3 137-‐149 5,965 565,268 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4664.4667.3Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0KACGDSTLTQITAGLDPVGR[iTRAQ_Nterm]K[iTRAQ_K]AC[Cys_CAM]GDSTLTQITAGLDPVGR3 22-‐41 6,689 783,424 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8228.8231.3Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 8,873 821,46 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9327.9330.2Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 8,237 821,459 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9343.9346.2Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,933 547,974 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9285.9288.3Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,799 821,458 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9279.9282.2Nuclei_fractions
P62879,Q9HAV0_CHAIN_0,Q9HAV0LIIWDSYTTNK[iTRAQ_Nterm]LIIWDSYTTNK[iTRAQ_K]2 78-‐88 7,314 547,974 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9447.9450.3Nuclei_fractions

O95302 ISQSGDFLR[iTRAQ_Nterm]ISQSGDFLR1 250-‐258 7,387 583,819 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5864.5867.2Nuclei_fractions
O95302 ISQSGDFLR[iTRAQ_Nterm]ISQSGDFLR1 250-‐258 5,53 583,817 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5989.5992.2Nuclei_fractions
O95302 IVVPPHLGYGEEGR[iTRAQ_Nterm]IVVPPHLGYGEEGR1 309-‐322 5,163 556,307 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6389.6392.3Nuclei_fractions
O95302 TIQVSDFVR[iTRAQ_Nterm]TIQVSDFVR1 138-‐146 8,947 604,842 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7669.7672.2Nuclei_fractions
O95302 TIQVSDFVR[iTRAQ_Nterm]TIQVSDFVR1 138-‐146 5,987 604,842 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7654.7657.2Nuclei_fractions
O95302 TIQVSDFVR[iTRAQ_Nterm]TIQVSDFVR1 138-‐146 5,6 604,842 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7830.7833.2Nuclei_fractions

P48741 ARFEELCSDLFR[iTRAQ_Nterm]ARFEELC[Cys_CAM]SDLFR2 302-‐313 6,733 562,953 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8870.8873.3Nuclei_fractions
P48741 LLQDFFNGK[iTRAQ_Nterm]LLQDFFNGK[iTRAQ_K]2 351-‐359 6,356 685,392 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10483.10486.2Nuclei_fractions
P48741 LLQDFFNGK[iTRAQ_Nterm]LLQDFFNGK[iTRAQ_K]2 351-‐359 4,962 457,264 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10448.10451.3Nuclei_fractions
P48741 TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 39-‐51 8,276 816,405 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6349.6352.2Nuclei_fractions
P48741 TTPSYVAFTDTER[iTRAQ_Nterm]TTPSYVAFTDTER1 39-‐51 5,889 544,607 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6378.6381.3Nuclei_fractions

P38919 EQIYDVYR [iTRAQ_Nterm]EQIYDVYR1 198-‐205 4,785 615,321 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5611.5614.2Nuclei_fractions
P38919 KGVAINFVK[iTRAQ_Nterm]K[iTRAQ_K]GVAINFVK[iTRAQ_K]3 373-‐381 5,163 469,973 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5367.5370.3Nuclei_fractions
P38919 KLDYGQHVVAGTPGR[iTRAQ_Nterm]K[iTRAQ_K]LDYGQHVVAGTPGR2 151-‐165 5,976 629,358 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4148.4151.3Nuclei_fractions
P38919 KVDWLTEK[iTRAQ_Nterm]K[iTRAQ_K]VDWLTEK[iTRAQ_K]3 288-‐295 5,416 725,937 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5778.5781.2Nuclei_fractions

P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 8,491 1110,649 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11892.11895.2Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 8,375 1110,651 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12459.12461.2Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 7,155 740,768 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11884.11887.3Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 7,056 740,768 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12604.12607.3Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 6,738 1110,65 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12611.12614.2Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 6,658 740,769 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12449.12450.3Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 5,782 740,769 2012_02_21_FRF_OT_70_ANF_TMT_N_03.11941.11943.3Nuclei_fractions
P18206_CHAIN_0,P18206AIPDLTAPVAAVQAAVSNLVR[iTRAQ_Nterm]AIPDLTAPVAAVQAAVSNLVR1 36-‐56 5,534 740,77 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11353.11355.3Nuclei_fractions
P18206_CHAIN_0,P18206ETVQTTEDQILKR[iTRAQ_Nterm]ETVQTTEDQILK[iTRAQ_K]R2 60-‐72 5,794 617,015 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5517.5520.3Nuclei_fractions
P18206_CHAIN_0,P18206VLQLTSWDEDAWASK[iTRAQ_Nterm]VLQLTSWDEDAWASK[iTRAQ_K]2 247-‐261 7,044 679,688 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10114.10117.3Nuclei_fractions

DFQSGQHVIVR[iTRAQ_Nterm]DFQSGQHVIVR1 28-‐38 7,44 477,26 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4160.4163.3Nuclei_fractions



FLALLR [iTRAQ_Nterm]FLALLR1 729-‐734 8,461 438,793 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9256.9259.2Nuclei_fractions
LLDYVPIGPR[iTRAQ_Nterm]LLDYVPIGPR1 608-‐617 5,265 643,884 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9357.9360.2Nuclei_fractions

ELVTQQLPHLLK[iTRAQ_Nterm]ELVTQQLPHLLK[iTRAQ_K]2 40-‐51 6,312 854,024 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7884.7887.2Nuclei_fractions
ELVTQQLPHLLK[iTRAQ_Nterm]ELVTQQLPHLLK[iTRAQ_K]2 40-‐51 6,29 569,686 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7826.7829.3Nuclei_fractions
KDSLSVNEFK[iTRAQ_Nterm]K[iTRAQ_K]DSLSVNEFK[iTRAQ_K]3 30-‐39 6,897 533,645 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5217.5220.3Nuclei_fractions
KDSLSVNEFK[iTRAQ_Nterm]K[iTRAQ_K]DSLSVNEFK[iTRAQ_K]3 30-‐39 5,77 533,643 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5059.5062.3Nuclei_fractions
KDSLSVNEFK[iTRAQ_Nterm]K[iTRAQ_K]DSLSVNEFK[iTRAQ_K]3 30-‐39 5,504 533,646 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5071.5074.3Nuclei_fractions
SLDVNQDSELK[iTRAQ_Nterm]SLDVNQDSELK[iTRAQ_K]2 62-‐72 7,948 768,413 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4724.4727.2Nuclei_fractions
SLDVNQDSELK[iTRAQ_Nterm]SLDVNQDSELK[iTRAQ_K]2 62-‐72 7,673 512,611 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4717.4720.3Nuclei_fractions

Q96N66_ISOFORM_3,Q96N66_ISOFORM_2AGGGPTLQCPPPSSPEK[iTRAQ_Nterm]AGGGPTLQC[Cys_CAM]PPPSSPEK[iTRAQ_K]3 272-‐288 6,75 656,675 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4063.4066.3Nuclei_fractions
Q96N66_ISOFORM_3,Q96N66_ISOFORM_2KAASQPTSLAPEK[iTRAQ_Nterm]K[iTRAQ_K]AASQPTSLAPEK[iTRAQ_K]3 456-‐468 5,295 587,35 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3440.3443.3Nuclei_fractions
Q96N66_ISOFORM_3,Q96N66_ISOFORM_2LVSLASEVQDLHLAQR[iTRAQ_Nterm]LVSLASEVQDLHLAQR1 112-‐127 9,064 641,7 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9422.9425.3Nuclei_fractions

GYAFNHSADFETVR[iTRAQ_Nterm]GYAFNHSADFETVR1 201-‐214 5,085 586,618 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5942.5945.3Nuclei_fractions
HIVLSGGSTMYPGLPSR[iTRAQ_Nterm]HIVLSGGSTM[Oxidation_M]YPGLPSR2 300-‐316 9,864 644,677 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5875.5878.3Nuclei_fractions
HLWDYTFGPEK[iTRAQ_Nterm]HLWDYTFGPEK[iTRAQ_K]2 87-‐97 6,142 560,961 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8119.8122.3Nuclei_fractions

Q13492_ISOFORM_2,Q13492ATTLSNAVSSLASTGLSLTK[iTRAQ_Nterm]ATTLSNAVSSLASTGLSLTK[iTRAQ_K]2 299-‐318 7,076 737,424 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11133.11136.3Nuclei_fractions
Q13492_ISOFORM_2,Q13492ITAAQHSVTGSAVSK[iTRAQ_Nterm]ITAAQHSVTGSAVSK[iTRAQ_K]2 10-‐24 8,812 582,332 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3791.3794.3Nuclei_fractions
Q13492_ISOFORM_2,Q13492KLTGGSNWQPK[iTRAQ_Nterm]K[iTRAQ_K]LTGGSNWQPK[iTRAQ_K]3 521-‐531 5,202 549,992 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4212.4215.3Nuclei_fractions

P12109_CHAIN_0GLEQLLVGGSHLK[iTRAQ_Nterm]GLEQLLVGGSHLK[iTRAQ_K]2 136-‐148 7,022 546,997 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8687.8690.3Nuclei_fractions
P12109_CHAIN_0LSIIATDHTYR[iTRAQ_Nterm]LSIIATDHTYR1 200-‐210 7,529 478,599 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6056.6059.3Nuclei_fractions
P12109_CHAIN_0VFSVAITPDHLEPR[iTRAQ_Nterm]VFSVAITPDHLEPR1 186-‐199 6,514 575,656 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7651.7654.3Nuclei_fractions

P08708 IAGYVTHLMK[iTRAQ_Nterm]IAGYVTHLM[Oxidation_M]K[iTRAQ_K]3 49-‐58 5,122 479,611 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6171.6174.3Nuclei_fractions
P08708 IAGYVTHLMK[iTRAQ_Nterm]IAGYVTHLM[Oxidation_M]K[iTRAQ_K]3 49-‐58 4,815 479,611 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6219.6222.3Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 10,263 905,157 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10888.10891.3Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 9,43 905,159 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10839.10842.3Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 8,47 905,157 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10910.10913.3Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 8,04 679,119 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10881.10884.4Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 7,836 905,155 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10493.10496.3Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 6,896 679,118 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10840.10843.4Nuclei_fractions
P08708 LLDFGSLSNLQVTQPTVGMNFK[iTRAQ_Nterm]LLDFGSLSNLQVTQPTVGM[Oxidation_M]NFK[iTRAQ_K]3 107-‐128 6,791 679,119 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10505.10508.4Nuclei_fractions
P08708 VCEEIAIIPSKK[iTRAQ_Nterm]VC[Cys_CAM]EEIAIIPSK[iTRAQ_K]K[iTRAQ_K]4 33-‐44 5,669 607,029 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6239.6242.3Nuclei_fractions
P08708 VCEEIAIIPSKK[iTRAQ_Nterm]VC[Cys_CAM]EEIAIIPSK[iTRAQ_K]K[iTRAQ_K]4 33-‐44 5,318 607,031 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6274.6277.3Nuclei_fractions

DFNHINVELSLLGK[iTRAQ_Nterm]DFNHINVELSLLGK[iTRAQ_K]2 37-‐50 7,967 629,692 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9175.9178.3Nuclei_fractions
DFNHINVELSLLGK[iTRAQ_Nterm]DFNHINVELSLLGK[iTRAQ_K]2 37-‐50 7,111 629,693 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9155.9158.3Nuclei_fractions
GVTLGFR [iTRAQ_Nterm]GVTLGFR1 83-‐89 6,445 447,27 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6150.6153.2Nuclei_fractions
TILSNQTVDIPENVDITLK[iTRAQ_Nterm]TILSNQTVDIPENVDITLK[iTRAQ_K]2 3-‐21 6,57 801,119 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9406.9409.3Nuclei_fractions
TILSNQTVDIPENVDITLK[iTRAQ_Nterm]TILSNQTVDIPENVDITLK[iTRAQ_K]2 3-‐21 6,412 801,12 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9391.9394.3Nuclei_fractions

Q14444 LNQDQLDAVSK[iTRAQ_Nterm]LNQDQLDAVSK[iTRAQ_K]2 88-‐98 6,334 759,923 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4995.4998.2Nuclei_fractions
Q14444 QILGVIDKK[iTRAQ_Nterm]QILGVIDK[iTRAQ_K]K[iTRAQ_K]3 56-‐64 4,93 482,654 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5903.5906.3Nuclei_fractions
Q14444 TVLELQYVLDKLGDDEVR[iTRAQ_Nterm]TVLELQYVLDK[iTRAQ_K]LGDDEVR2 148-‐165 9,656 798,446 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12135.12138.3Nuclei_fractions
Q14444 TVLELQYVLDKLGDDEVR[iTRAQ_Nterm]TVLELQYVLDK[iTRAQ_K]LGDDEVR2 148-‐165 7,347 798,445 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12170.12173.3Nuclei_fractions
Q14444 TVLELQYVLDKLGDDEVR[iTRAQ_Nterm]TVLELQYVLDK[iTRAQ_K]LGDDEVR2 148-‐165 5,42 599,085 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12143.12146.4Nuclei_fractions

P51571 FFDEESYSLLR[iTRAQ_Nterm]FFDEESYSLLR1 83-‐93 7,234 775,386 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9804.9807.2Nuclei_fractions



P51571 NNEDISIIPPLFTVSVDHR[iTRAQ_Nterm]NNEDISIIPPLFTVSVDHR1 98-‐116 6,217 770,747 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11130.11133.3Nuclei_fractions
P51571 YQVSWSLDHK[iTRAQ_Nterm]YQVSWSLDHK[iTRAQ_K]2 63-‐72 7,446 517,611 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6268.6271.3Nuclei_fractions

P60891,P21108_CHAIN_0,P21108IFSGSSHQDLSQK[iTRAQ_Nterm]IFSGSSHQDLSQK[iTRAQ_K]2 5-‐17 6,284 574,641 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4565.4568.3Nuclei_fractions
P60891,P21108_CHAIN_0,P21108LNVDFALIHK[iTRAQ_Nterm]LNVDFALIHK[iTRAQ_K]2 184-‐193 5,923 486,629 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8373.8376.3Nuclei_fractions
P60891,P21108_CHAIN_0,P21108VYAILTHGIFSGPAISR[iTRAQ_Nterm]VYAILTHGIFSGPAISR1 243-‐259 8,687 649,378 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9431.9434.3Nuclei_fractions

P61803 ADFQGISPER[iTRAQ_Nterm]ADFQGISPER1 82-‐91 6,774 632,325 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4990.4993.2Nuclei_fractions
P61803 FLEEYLSSTPQR[iTRAQ_Nterm]FLEEYLSSTPQR1 11-‐22 6,869 807,417 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9240.9243.2Nuclei_fractions
P61803 FLEEYLSSTPQR[iTRAQ_Nterm]FLEEYLSSTPQR1 11-‐22 5,301 538,614 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9247.9250.3Nuclei_fractions
P61803 SASVVSVISR[iTRAQ_Nterm]SASVVSVISR1 1-‐10 7,2 574,842 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5513.5516.2Nuclei_fractions

P24844 DGFIDKEDLHDMLASLGK[iTRAQ_Nterm]DGFIDK[iTRAQ_K]EDLHDMLASLGK[iTRAQ_K]3 45-‐62 4,929 609,825 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10070.10073.4Nuclei_fractions
P24844 EAFNMIDQNR[iTRAQ_Nterm]EAFNMIDQNR1 35-‐44 6,048 691,337 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5963.5966.2Nuclei_fractions
P24844 ELLTTMGDR[iTRAQ_Nterm]ELLTTMGDR1 124-‐132 5,088 590,311 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5696.5699.2Nuclei_fractions
P24844 NAFACFDEEASGFIHEDHLR[iTRAQ_Nterm]NAFAC[Cys_CAM]FDEEASGFIHEDHLR2 104-‐123 4,766 628,04 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10508.10511.4Nuclei_fractions

Q01105_CHAIN_0,Q01105EFHLNESGDPSSK[iTRAQ_Nterm]EFHLNESGDPSSK[iTRAQ_K]2 142-‐154 6,108 578,957 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4374.4377.3Nuclei_fractions
Q01105_CHAIN_0,Q01105IDFYFDENPYFENK[iTRAQ_Nterm]IDFYFDENPYFENK[iTRAQ_K]2 124-‐137 8,12 1065,007 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10659.10662.2Nuclei_fractions
Q01105_CHAIN_0,Q01105IDFYFDENPYFENK[iTRAQ_Nterm]IDFYFDENPYFENK[iTRAQ_K]2 124-‐137 6,97 710,343 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10673.10676.3Nuclei_fractions
Q01105_CHAIN_0,Q01105IDFYFDENPYFENK[iTRAQ_Nterm]IDFYFDENPYFENK[iTRAQ_K]2 124-‐137 6,732 710,343 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10624.10627.3Nuclei_fractions
Q01105_CHAIN_0,Q01105IDFYFDENPYFENK[iTRAQ_Nterm]IDFYFDENPYFENK[iTRAQ_K]2 124-‐137 6,548 710,341 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10638.10641.3Nuclei_fractions
Q01105_CHAIN_0,Q01105VEVTEFEDIK[iTRAQ_Nterm]VEVTEFEDIK[iTRAQ_K]2 110-‐119 6,596 748,909 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7522.7525.2Nuclei_fractions

ECADLWPR[iTRAQ_Nterm]EC[Cys_CAM]ADLWPR2 124-‐131 5,282 595,791 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6187.6190.2Nuclei_fractions
ISLGLPVGAVINCADNTGAK[iTRAQ_Nterm]ISLGLPVGAVINC[Cys_CAM]ADNTGAK[iTRAQ_K]3 16-‐35 8,432 1129,625 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9776.9779.2Nuclei_fractions
ISLGLPVGAVINCADNTGAK[iTRAQ_Nterm]ISLGLPVGAVINC[Cys_CAM]ADNTGAK[iTRAQ_K]3 16-‐35 7,748 753,42 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9796.9799.3Nuclei_fractions
ISLGLPVGAVINCADNTGAK[iTRAQ_Nterm]ISLGLPVGAVINC[Cys_CAM]ADNTGAK[iTRAQ_K]3 16-‐35 7,309 753,422 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9865.9868.3Nuclei_fractions
ISLGLPVGAVINCADNTGAK[iTRAQ_Nterm]ISLGLPVGAVINC[Cys_CAM]ADNTGAK[iTRAQ_K]3 16-‐35 6,867 753,427 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9590.9593.3Nuclei_fractions
NLYIISVK [iTRAQ_Nterm]NLYIISVK[iTRAQ_K]2 36-‐43 6,912 413,263 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7976.7979.3Nuclei_fractions
NLYIISVK [iTRAQ_Nterm]NLYIISVK[iTRAQ_K]2 36-‐43 4,859 619,391 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7949.7952.2Nuclei_fractions

P47897 GFHQVPFAPIVFIER[iTRAQ_Nterm]GFHQVPFAPIVFIER1 601-‐615 6,16 634,36 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10158.10161.3Nuclei_fractions
P47897 ILQLVATGAVR[iTRAQ_Nterm]ILQLVATGAVR1 498-‐508 4,857 642,911 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8564.8567.2Nuclei_fractions
P47897 LFTLTALR [iTRAQ_Nterm]LFTLTALR1 515-‐522 9,596 539,841 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9116.9119.2Nuclei_fractions

Q5SSJ5,Q5SSJ5_ISOFORM_4ALPLIVGAQLIHADK[iTRAQ_Nterm]ALPLIVGAQLIHADK[iTRAQ_K]2 14-‐28 7,337 616,386 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9760.9763.3Nuclei_fractions
Q5SSJ5,Q5SSJ5_ISOFORM_4ALPLIVGAQLIHADKLGEK[iTRAQ_Nterm]ALPLIVGAQLIHADK[iTRAQ_K]LGEK[iTRAQ_K]3 14-‐32 6,007 605,379 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9711.9714.4Nuclei_fractions
Q5SSJ5,Q5SSJ5_ISOFORM_4KYVSQYYPK[iTRAQ_Nterm]K[iTRAQ_K]YVSQYYPK[iTRAQ_K]3 282-‐290 7,231 536,644 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4540.4543.3Nuclei_fractions

P31930 ADLTEYLSTHYK[iTRAQ_Nterm]ADLTEYLSTHYK[iTRAQ_K]2 180-‐191 7,426 576,974 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7516.7519.3Nuclei_fractions
P31930 RIPLAEWESR[iTRAQ_Nterm]RIPLAEWESR1 389-‐398 6,789 467,597 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6682.6685.3Nuclei_fractions
P31930 SLLTYGR [iTRAQ_Nterm]SLLTYGR1 382-‐388 6,344 477,28 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5672.5675.2Nuclei_fractions

P09211 ALPGQLKPFETLLSQNQGGK[iTRAQ_Nterm]ALPGQLK[iTRAQ_K]PFETLLSQNQGGK[iTRAQ_K]3 121-‐140 7,797 853,494 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8548.8551.3Nuclei_fractions
P09211 ASCLYGQLPK[iTRAQ_Nterm]ASC[Cys_CAM]LYGQLPK[iTRAQ_K]3 45-‐54 5,933 712,892 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6122.6125.2Nuclei_fractions
P09211 PPYTVVYFPVR[iTRAQ_Nterm]PPYTVVYFPVR1 1-‐11 6,807 741,416 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8571.8574.2Nuclei_fractions

P49591_CHAIN_0KLDLEAWFPGSGAFR[iTRAQ_Nterm]K[iTRAQ_K]LDLEAWFPGSGAFR2 376-‐390 7,319 661,364 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10888.10891.3Nuclei_fractions
P49591_CHAIN_0VLDLDLFR [iTRAQ_Nterm]VLDLDLFR1 2-‐9 6,359 567,836 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10771.10774.2Nuclei_fractions
P49591_CHAIN_0YLIATSEQPIAALHR[iTRAQ_Nterm]YLIATSEQPIAALHR1 267-‐281 6,792 609,682 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7227.7230.3Nuclei_fractions



AVPKEDIYSGGGGGGSR[iTRAQ_Nterm]AVPK[iTRAQ_K]EDIYSGGGGGGSR2 173-‐189 6,663 632,335 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4028.4031.3Nuclei_fractions
KLFVGGLK[iTRAQ_Nterm]K[iTRAQ_K]LFVGGLK[iTRAQ_K]3 99-‐106 5,105 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5283.5286.2Nuclei_fractions
KLFVGGLK[iTRAQ_Nterm]K[iTRAQ_K]LFVGGLK[iTRAQ_K]3 99-‐106 4,865 647,435 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5543.5546.2Nuclei_fractions
LFIGGLNVQTSESGLR[iTRAQ_Nterm]LFIGGLNVQTSESGLR1 9-‐24 8,667 918,012 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9425.9428.2Nuclei_fractions
LFIGGLNVQTSESGLR[iTRAQ_Nterm]LFIGGLNVQTSESGLR1 9-‐24 5,635 612,341 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9391.9394.3Nuclei_fractions

AQLGLGHSYSR[iTRAQ_Nterm]AQLGLGHSYSR1 144-‐154 7,443 444,911 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3971.3974.3Nuclei_fractions
LIAHAGSLTNLAK[iTRAQ_Nterm]LIAHAGSLTNLAK[iTRAQ_K]2 308-‐320 5,605 532,993 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6416.6419.3Nuclei_fractions
VVSLSEYR [iTRAQ_Nterm]VVSLSEYR1 271-‐278 7,375 548,812 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5863.5866.2Nuclei_fractions

Q9Y6C9 EVSSSFDHVIK[iTRAQ_Nterm]EVSSSFDHVIK[iTRAQ_K]2 111-‐121 6,167 512,616 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5410.5413.3Nuclei_fractions
Q9Y6C9 EVSSSFDHVIK[iTRAQ_Nterm]EVSSSFDHVIK[iTRAQ_K]2 111-‐121 5,992 512,616 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5374.5377.3Nuclei_fractions
Q9Y6C9 GLFTGLTPR[iTRAQ_Nterm]GLFTGLTPR1 68-‐76 6,562 553,329 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7780.7783.2Nuclei_fractions
Q9Y6C9 LCSGVLGTVVHGK[iTRAQ_Nterm]LC[Cys_CAM]SGVLGTVVHGK[iTRAQ_K]3 77-‐89 7,599 538,98 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6871.6874.3Nuclei_fractions

IQYQLVDISQDNALR[iTRAQ_Nterm]IQYQLVDISQDNALR1 33-‐47 9,334 960,52 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8650.8653.2Nuclei_fractions
IQYQLVDISQDNALR[iTRAQ_Nterm]IQYQLVDISQDNALR1 33-‐47 7,218 640,682 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8658.8661.3Nuclei_fractions
IQYQLVDISQDNALRDEMR[iTRAQ_Nterm]IQYQLVDISQDNALRDEM[Oxidation_M]R2 33-‐51 5,832 823,087 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7739.7742.3Nuclei_fractions
VYSTSVTGSR[iTRAQ_Nterm]VYSTSVTGSR1 6-‐15 5,027 600,822 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3650.3653.2Nuclei_fractions

P06756_CHAIN_0,P06756,P06756_CHAIN_1AGTQLLAGLR[iTRAQ_Nterm]AGTQLLAGLR1 683-‐692 7,108 572,351 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7263.7266.2Nuclei_fractions
P06756_CHAIN_0,P06756,P06756_CHAIN_1SSASFNVIEFPYK[iTRAQ_Nterm]SSASFNVIEFPYK[iTRAQ_K]2 916-‐928 5,543 592,986 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9293.9296.3Nuclei_fractions
P06756_CHAIN_0,P06756,P06756_CHAIN_1STGLNAVPSQILEGQWAAR[iTRAQ_Nterm]STGLNAVPSQILEGQWAAR1 374-‐392 7,395 714,72 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9859.9862.3Nuclei_fractions

DLLFQALGR[iTRAQ_Nterm]DLLFQALGR1 9-‐17 6,048 588,85 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9875.9878.2Nuclei_fractions
NPGFEIIHGLLDR[iTRAQ_Nterm]NPGFEIIHGLLDR1 505-‐517 8,835 542,302 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10428.10431.3Nuclei_fractions
TTLLPGLLK[iTRAQ_Nterm]TTLLPGLLK[iTRAQ_K]2 452-‐460 5,159 622,416 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9172.9175.2Nuclei_fractions

O43175 DLPLLLFR [iTRAQ_Nterm]DLPLLLFR1 461-‐468 7,357 565,857 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10687.10690.2Nuclei_fractions
O43175 DLPLLLFR [iTRAQ_Nterm]DLPLLLFR1 461-‐468 5,84 565,857 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11531.11534.2Nuclei_fractions
O43175 DLPLLLFR [iTRAQ_Nterm]DLPLLLFR1 461-‐468 5,665 565,857 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11046.11049.2Nuclei_fractions
O43175 DLPLLLFR [iTRAQ_Nterm]DLPLLLFR1 461-‐468 5,556 565,857 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11532.11535.2Nuclei_fractions
O43175 NAGNCLSPAVIVGLLK[iTRAQ_Nterm]NAGNC[Cys_CAM]LSPAVIVGLLK[iTRAQ_K]3 364-‐379 6,539 638,708 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11057.11060.3Nuclei_fractions
O43175 TLGILGLGR[iTRAQ_Nterm]TLGILGLGR1 146-‐154 6,1 522,338 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8437.8440.2Nuclei_fractions

O75694 EITAIESSVPCQLLESVLQELK[iTRAQ_Nterm]EITAIESSVPC[Cys_CAM]QLLESVLQELK[iTRAQ_K]3 635-‐656 6,437 925,513 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13634.13637.3Nuclei_fractions
O75694 ISLQAIQQLVR[iTRAQ_Nterm]ISLQAIQQLVR1 717-‐727 6,215 706,938 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9653.9656.2Nuclei_fractions
O75694 VASVSQNAIVSAAGNIAR[iTRAQ_Nterm]VASVSQNAIVSAAGNIAR1 256-‐273 7,266 624,685 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7647.7650.3Nuclei_fractions

P60953 NVFDEAILAALEPPEPK[iTRAQ_Nterm]NVFDEAILAALEPPEPK[iTRAQ_K]2 167-‐183 5,236 714,396 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12570.12573.3Nuclei_fractions
P60953 TPFLLVGTQIDLR[iTRAQ_Nterm]TPFLLVGTQIDLR1 108-‐120 8,586 808,98 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10875.10878.2Nuclei_fractions
P60953 TPFLLVGTQIDLR[iTRAQ_Nterm]TPFLLVGTQIDLR1 108-‐120 8,037 808,98 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10890.10893.2Nuclei_fractions
P60953 TPFLLVGTQIDLR[iTRAQ_Nterm]TPFLLVGTQIDLR1 108-‐120 6,476 539,655 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10883.10886.3Nuclei_fractions
P60953 TPFLLVGTQIDLR[iTRAQ_Nterm]TPFLLVGTQIDLR1 108-‐120 5,985 539,655 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10938.10941.3Nuclei_fractions
P60953 YVECSALTQK[iTRAQ_Nterm]YVEC[Cys_CAM]SALTQK[iTRAQ_K]3 154-‐163 5,996 496,267 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4952.4955.3Nuclei_fractions

P33993 ALLLLLVGGVDQSPR[iTRAQ_Nterm]ALLLLLVGGVDQSPR1 352-‐366 8,038 848,022 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12392.12395.2Nuclei_fractions
P33993 ALLLLLVGGVDQSPR[iTRAQ_Nterm]ALLLLLVGGVDQSPR1 352-‐366 7,505 565,68 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12391.12394.3Nuclei_fractions
P33993 ALLLLLVGGVDQSPR[iTRAQ_Nterm]ALLLLLVGGVDQSPR1 352-‐366 5,896 565,681 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12277.12280.3Nuclei_fractions
P33993 IAQPGDHVSVTGIFLPILR[iTRAQ_Nterm]IAQPGDHVSVTGIFLPILR1 263-‐281 6,816 726,428 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10411.10414.3Nuclei_fractions
P33993 TLLAILR [iTRAQ_Nterm]TLLAILR1 604-‐610 4,949 472,327 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9236.9239.2Nuclei_fractions



FACHSASLTVR[iTRAQ_Nterm]FAC[Cys_CAM]HSASLTVR2 143-‐153 5,674 464,912 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4300.4303.3Nuclei_fractions
GIVEFSGKPAAR[iTRAQ_Nterm]GIVEFSGK[iTRAQ_K]PAAR2 191-‐202 5,934 507,301 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4924.4927.3Nuclei_fractions
NLPQYVSNELLEEAFSVFGQVER[iTRAQ_Nterm]NLPQYVSNELLEEAFSVFGQVER1 154-‐176 8,183 938,154 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13676.13679.3Nuclei_fractions

Q15286_CHAIN_0LLIIGDSGVGK[iTRAQ_Nterm]LLIIGDSGVGK[iTRAQ_K]2 11-‐21 6,471 680,428 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8287.8290.2Nuclei_fractions
Q15286_CHAIN_0LLIIGDSGVGK[iTRAQ_Nterm]LLIIGDSGVGK[iTRAQ_K]2 11-‐21 5,985 680,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8236.8239.2Nuclei_fractions
Q15286_CHAIN_0LLIIGDSGVGK[iTRAQ_Nterm]LLIIGDSGVGK[iTRAQ_K]2 11-‐21 5,354 453,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8237.8240.3Nuclei_fractions
Q15286_CHAIN_0LQIWDTAGQER[iTRAQ_Nterm]LQIWDTAGQER1 59-‐69 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions
Q15286_CHAIN_0TITSTYYR [iTRAQ_Nterm]TITSTYYR1 72-‐79 5,567 574,808 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4504.4507.2Nuclei_fractions

P52292 FVSFLGR [iTRAQ_Nterm]FVSFLGR1 123-‐129 6,067 485,29 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8403.8406.2Nuclei_fractions
P52292 LLGASELPIVTPALR[iTRAQ_Nterm]LLGASELPIVTPALR1 300-‐314 7,086 847,526 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10322.10325.2Nuclei_fractions
P52292 NKNPAPPIDAVEQILPTLVR[iTRAQ_Nterm]NK[iTRAQ_K]NPAPPIDAVEQILPTLVR2 238-‐257 6,575 825,157 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11280.11283.3Nuclei_fractions

P30041 LIALSIDSVEDHLAWSK[iTRAQ_Nterm]LIALSIDSVEDHLAWSK[iTRAQ_K]2 67-‐83 6,895 729,076 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11788.11791.3Nuclei_fractions
P30041 LSILYPATTGR[iTRAQ_Nterm]LSILYPATTGR1 144-‐154 7,591 668,392 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7730.7733.2Nuclei_fractions
P30041 VVFVFGPDKK[iTRAQ_Nterm]VVFVFGPDK[iTRAQ_K]K[iTRAQ_K]3 132-‐141 5,239 523,323 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7612.7615.3Nuclei_fractions

P36542_ISOFORM_Heart,P36542HLLIGVSSDR[iTRAQ_Nterm]HLLIGVSSDR1 66-‐75 7,005 414,241 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5159.5162.3Nuclei_fractions
P36542_ISOFORM_Heart,P36542HLLIGVSSDR[iTRAQ_Nterm]HLLIGVSSDR1 66-‐75 4,805 414,24 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5131.5134.3Nuclei_fractions
P36542_ISOFORM_Heart,P36542IYGLGSLALYEK[iTRAQ_Nterm]IYGLGSLALYEK[iTRAQ_K]2 43-‐54 7,534 807,975 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9879.9882.2Nuclei_fractions
P36542_ISOFORM_Heart,P36542IYGLGSLALYEK[iTRAQ_Nterm]IYGLGSLALYEK[iTRAQ_K]2 43-‐54 6,076 538,984 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9873.9876.3Nuclei_fractions
P36542_ISOFORM_Heart,P36542THSDQFLVAFK[iTRAQ_Nterm]THSDQFLVAFK[iTRAQ_K]2 119-‐129 5,063 527,629 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7553.7556.3Nuclei_fractions

A1L0T0_ISOFORM_2DGHPVVVNILIGR[iTRAQ_Nterm]DGHPVVVNILIGR1 610-‐622 7,151 511,639 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7526.7529.3Nuclei_fractions
A1L0T0_ISOFORM_2LSGTVGVAAVTAGPGLTNTVTAVK[iTRAQ_Nterm]LSGTVGVAAVTAGPGLTNTVTAVK[iTRAQ_K]2 111-‐134 7,19 824,815 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8473.8476.3Nuclei_fractions
A1L0T0_ISOFORM_2NAQMAQSPILLLGGAASTLLQNR[iTRAQ_Nterm]NAQM[Oxidation_M]AQSPILLLGGAASTLLQNR2 135-‐157 5,248 843,131 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10537.10539.3Nuclei_fractions

P05023,P13637LIIVEGCQR [iTRAQ_Nterm]LIIVEGC[Cys_CAM]QR2 694-‐702 5,373 616,352 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6247.6250.2Nuclei_fractions
P05023,P13637LNIPVSQVNPR[iTRAQ_Nterm]LNIPVSQVNPR1 643-‐653 8,255 690,908 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6129.6132.2Nuclei_fractions
P05023,P13637YHTEIVFAR[iTRAQ_Nterm]YHTEIVFAR1 679-‐687 5,93 427,236 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5818.5821.3Nuclei_fractions

P29590_ISOFORM_PML-‐11,P29590_ISOFORM_PML-‐10,P29590ISQLAAVNRESK[iTRAQ_Nterm]ISQLAAVNRESK[iTRAQ_K]2 561-‐572 5,972 535,318 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10384.10387.3Nuclei_fractions
P29590_ISOFORM_PML-‐11,P29590_ISOFORM_PML-‐10,P29590LRQEEPQSLQAAVR[iTRAQ_Nterm]LRQEEPQSLQAAVR1 359-‐372 7,011 590,334 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4757.4760.3Nuclei_fractions
P29590_ISOFORM_PML-‐11,P29590_ISOFORM_PML-‐10,P29590LWGPGLPNFFR[iTRAQ_Nterm]LWGPGLPNFFR1 616-‐626 6,405 724,4 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10243.10245.2Nuclei_fractions

P30086 LYEQLSGK [iTRAQ_Nterm]LYEQLSGK[iTRAQ_K]2 179-‐186 5,189 613,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5660.5663.2Nuclei_fractions
P30086 LYEQLSGK [iTRAQ_Nterm]LYEQLSGK[iTRAQ_K]2 179-‐186 4,984 613,356 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5526.5529.2Nuclei_fractions
P30086 NRPTSISWDGLDSGK[iTRAQ_Nterm]NRPTSISWDGLDSGK[iTRAQ_K]2 47-‐61 7,947 641,005 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6387.6390.3Nuclei_fractions
P30086 YVWLVYEQDRPLK[iTRAQ_Nterm]YVWLVYEQDRPLK[iTRAQ_K]2 119-‐131 6,235 666,376 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9384.9387.3Nuclei_fractions

P06748 LLSISGK [iTRAQ_Nterm]LLSISGK[iTRAQ_K]2 135-‐141 5,951 503,331 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6191.6194.2Nuclei_fractions
P06748 MSVQPTVSLGGFEITPPVVLR[iTRAQ_Nterm]M[Oxidation_M]SVQPTVSLGGFEITPPVVLR2 81-‐101 8,203 1194,167 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10972.10975.2Nuclei_fractions
P06748 MSVQPTVSLGGFEITPPVVLR[iTRAQ_Nterm]M[Oxidation_M]SVQPTVSLGGFEITPPVVLR2 81-‐101 6,915 1194,163 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10999.11002.2Nuclei_fractions
P06748 VTLATLK [iTRAQ_Nterm]VTLATLK[iTRAQ_K]2 74-‐80 5,173 517,348 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6435.6438.2Nuclei_fractions

P02768_CHAIN_0,P02768KVPQVSTPTLVEVSR[iTRAQ_Nterm]K[iTRAQ_K]VPQVSTPTLVEVSR2 246-‐260 7,287 643,385 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6163.6166.3Nuclei_fractions
P02768_CHAIN_0,P02768LVTDLTK [iTRAQ_Nterm]LVTDLTK[iTRAQ_K]2 66-‐72 6,404 539,343 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5687.5690.2Nuclei_fractions
P02768_CHAIN_0,P02768YICENQDSISSK[iTRAQ_Nterm]YIC[Cys_CAM]ENQDSISSK[iTRAQ_K]3 95-‐106 5,618 866,427 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4583.4586.2Nuclei_fractions

P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 7,509 675,381 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10320.10323.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 183-‐192 7,419 667,386 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11105.11108.2Nuclei_fractions



P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 7,187 675,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10155.10158.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 6,717 675,383 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10454.10457.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 6,697 675,385 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9818.9821.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 6,558 675,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10245.10248.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 183-‐192 6,536 667,389 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10716.10719.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIMQLLR1 183-‐192 6,27 667,387 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11160.11163.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 6,266 675,383 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10391.10394.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,92 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10350.10353.3Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,891 450,592 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10030.10033.3Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,792 675,385 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10008.10011.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,475 450,592 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10288.10291.3Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,303 450,591 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10426.10429.3Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 5,105 675,384 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10212.10215.2Nuclei_fractions
P31947 DSTLIMQLLR[iTRAQ_Nterm]DSTLIM[Oxidation_M]QLLR2 183-‐192 4,863 450,592 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10490.10493.3Nuclei_fractions
P31947 NLLSVAYK[iTRAQ_Nterm]NLLSVAYK[iTRAQ_K]2 42-‐49 5,612 598,368 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7247.7250.2Nuclei_fractions
P31947 VLSSIEQK [iTRAQ_Nterm]VLSSIEQK[iTRAQ_K]2 61-‐68 6,093 596,363 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4930.4933.2Nuclei_fractions
P31947 VLSSIEQK [iTRAQ_Nterm]VLSSIEQK[iTRAQ_K]2 61-‐68 6,059 596,363 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4791.4794.2Nuclei_fractions

Q13247 FFSGYGR [iTRAQ_Nterm]FFSGYGR1 21-‐27 5,899 489,252 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6379.6382.2Nuclei_fractions
Q13247 LIVENLSSR[iTRAQ_Nterm]LIVENLSSR1 112-‐120 6,1 587,851 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6527.6530.2Nuclei_fractions
Q13247 LIVENLSSR[iTRAQ_Nterm]LIVENLSSR1 112-‐120 5,398 587,851 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6494.6497.2Nuclei_fractions
Q13247 TNEGVIEFR[iTRAQ_Nterm]TNEGVIEFR1 146-‐154 7,154 604,824 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5914.5917.2Nuclei_fractions

P62910_CHAIN_0GQILMPNIGYGSNKK[iTRAQ_Nterm]GQILM[Oxidation_M]PNIGYGSNK[iTRAQ_K]K[iTRAQ_K]4 51-‐65 6,864 690,058 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5080.5083.3Nuclei_fractions
P62910_CHAIN_0KFLVHNVK[iTRAQ_Nterm]K[iTRAQ_K]FLVHNVK[iTRAQ_K]3 76-‐83 4,739 472,974 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3855.3858.3Nuclei_fractions
P62910_CHAIN_0SYCAEIAHNVSSK[iTRAQ_Nterm]SYC[Cys_CAM]AEIAHNVSSK[iTRAQ_K]3 94-‐106 7,546 585,297 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5019.5022.3Nuclei_fractions

P17813_ISOFORM_Short,P17813ETVHCDLQPVGPER[iTRAQ_Nterm]ETVHC[Cys_CAM]DLQPVGPER2 1-‐14 5,688 594,295 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4173.4176.3Nuclei_fractions
P17813_ISOFORM_Short,P17813GFKLPDTPQGLLGEAR[iTRAQ_Nterm]GFK[iTRAQ_K]LPDTPQGLLGEAR2 264-‐279 6,708 663,045 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8893.8896.3Nuclei_fractions
P17813_ISOFORM_Short,P17813GFKLPDTPQGLLGEAR[iTRAQ_Nterm]GFK[iTRAQ_K]LPDTPQGLLGEAR2 264-‐279 6,171 663,045 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8852.8855.3Nuclei_fractions
P17813_ISOFORM_Short,P17813TQILEWAAER[iTRAQ_Nterm]TQILEWAAER1 119-‐128 6,731 680,872 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8652.8655.2Nuclei_fractions

P36871,P36871_ISOFORM_2EAIQLIAR [iTRAQ_Nterm]EAIQLIAR1 68-‐75 5,399 529,328 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6290.6293.2Nuclei_fractions
P36871,P36871_ISOFORM_2INQDPQVMLAPLISIALK[iTRAQ_Nterm]INQDPQVM[Oxidation_M]LAPLISIALK[iTRAQ_K]3 527-‐544 6,582 756,78 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11533.11536.3Nuclei_fractions
P36871,P36871_ISOFORM_2SIFDFSALK[iTRAQ_Nterm]SIFDFSALK[iTRAQ_K]2 200-‐208 7,097 658,379 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10398.10401.2Nuclei_fractions

DREDYVPYTGEK[iTRAQ_Nterm]DREDYVPYTGEK[iTRAQ_K]2 82-‐93 5,158 587,296 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4423.4426.3Nuclei_fractions
EHLLSYLEK[iTRAQ_Nterm]EHLLSYLEK[iTRAQ_K]2 67-‐75 6,033 473,943 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7146.7149.3Nuclei_fractions
FGYQFTQQGPR[iTRAQ_Nterm]FGYQFTQQGPR1 318-‐328 7,884 736,871 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6408.6411.2Nuclei_fractions

Q13263_CHAIN_0,Q13263IVAERPGTNSTGPAPMAPPR[iTRAQ_Nterm]IVAERPGTNSTGPAPM[Oxidation_M]APPR2 326-‐345 6,648 727,056 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3880.3883.3Nuclei_fractions
Q13263_CHAIN_0,Q13263KLLASLVK[iTRAQ_Nterm]K[iTRAQ_K]LLASLVK[iTRAQ_K]3 172-‐179 5,279 435,305 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6149.6152.3Nuclei_fractions
Q13263_CHAIN_0,Q13263LTEDKADVQSIIGLQR[iTRAQ_Nterm]LTEDK[iTRAQ_K]ADVQSIIGLQR2 693-‐708 7,143 692,065 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7974.7977.3Nuclei_fractions

FGQVYTEAK[iTRAQ_Nterm]FGQVYTEAK[iTRAQ_K]2 647-‐655 6,315 665,866 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5275.5278.2Nuclei_fractions
FYSLLDPSYAK[iTRAQ_Nterm]FYSLLDPSYAK[iTRAQ_K]2 330-‐340 7,572 796,436 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9532.9535.2Nuclei_fractions
IIFDDFR [iTRAQ_Nterm]IIFDDFR1 500-‐506 5,158 535,294 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8944.8947.2Nuclei_fractions

LNWLSVDFNNWK[iTRAQ_Nterm]LNWLSVDFNNWK[iTRAQ_K]2 96-‐107 6,451 608,663 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11616.11619.3Nuclei_fractions
LTFSCLGGSDNFK[iTRAQ_Nterm]LTFSC[Cys_CAM]LGGSDNFK[iTRAQ_K]3 36-‐48 7,482 578,632 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8355.8358.3Nuclei_fractions
SILCCLR [iTRAQ_Nterm]SILC[Cys_CAM]C[Cys_CAM]LR3 72-‐78 4,998 533,288 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6962.6965.2Nuclei_fractions



P51114_ISOFORM_2,P51114_CHAIN_0,P51114GFLEFVEDFIQVPR[iTRAQ_Nterm]GFLEFVEDFIQVPR1 192-‐205 8,891 920,499 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13698.13701.2Nuclei_fractions
P51114_ISOFORM_2,P51114_CHAIN_0,P51114KVPGVTAIELDEDTGTFR[iTRAQ_Nterm]K[iTRAQ_K]VPGVTAIELDEDTGTFR2 161-‐178 9,891 746,077 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7756.7759.3Nuclei_fractions

P08729,P05787_CHAIN_0,P05787AKQEELEAALQR[iTRAQ_Nterm]AK[iTRAQ_K]QEELEAALQR2 351-‐362 6,454 558,653 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5628.5631.3Nuclei_fractions
P08729,P05787_CHAIN_0,P05787FASFIDKVR[iTRAQ_Nterm]FASFIDK[iTRAQ_K]VR2 101-‐109 5,171 457,607 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7947.7950.3Nuclei_fractions
P08729,P05787_CHAIN_0,P05787KLLEGEESR[iTRAQ_Nterm]K[iTRAQ_K]LLEGEESR2 393-‐401 7,146 450,263 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3571.3574.3Nuclei_fractions
P08729,P05787_CHAIN_0,P05787KLLEGEESR[iTRAQ_Nterm]K[iTRAQ_K]LLEGEESR2 393-‐401 6,978 450,263 2012_02_21_FRF_OT_70_ANF_TMT_N_03.359.362.3Nuclei_fractions

APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 264-‐273 7,147 663,853 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8809.8812.2Nuclei_fractions
APDFVFYAPR[iTRAQ_Nterm]APDFVFYAPR1 264-‐273 6,392 663,854 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8749.8752.2Nuclei_fractions
IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 238-‐246 6,595 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10307.10310.2Nuclei_fractions
IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 238-‐246 6,171 624,848 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10265.10268.2Nuclei_fractions
IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 238-‐246 6,021 624,847 2012_02_21_FRF_OT_75_ANF_TMT_N_07.9834.9837.2Nuclei_fractions
IGFPWSEIR [iTRAQ_Nterm]IGFPWSEIR1 238-‐246 5,605 624,845 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10301.10304.2Nuclei_fractions
KAPDFVFYAPR[iTRAQ_Nterm]K[iTRAQ_K]APDFVFYAPR2 263-‐273 4,995 533,636 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7599.7602.3Nuclei_fractions

P61254,Q9UNX3FNPFVTSDR[iTRAQ_Nterm]FNPFVTSDR1 2-‐10 7,543 613,818 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7348.7351.2Nuclei_fractions
P61254,Q9UNX3FNPFVTSDR[iTRAQ_Nterm]FNPFVTSDR1 2-‐10 6,11 613,818 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7583.7586.2Nuclei_fractions
P61254,Q9UNX3KYVIYIER [iTRAQ_Nterm]K[iTRAQ_K]YVIYIER2 76-‐83 5,652 457,946 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6073.6076.3Nuclei_fractions
P61254,Q9UNX3YVIYIER [iTRAQ_Nterm]YVIYIER1 77-‐83 5,499 550,318 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7352.7355.2Nuclei_fractions

IFEYETQR [iTRAQ_Nterm]IFEYETQR1 38-‐45 6,183 615,32 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6132.6135.2Nuclei_fractions
KEDALLYQSK[iTRAQ_Nterm]K[iTRAQ_K]EDALLYQSK[iTRAQ_K]3 79-‐88 5,225 542,989 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4506.4509.3Nuclei_fractions
KEDALLYQSK[iTRAQ_Nterm]K[iTRAQ_K]EDALLYQSK[iTRAQ_K]3 79-‐88 4,75 542,988 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4527.4530.3Nuclei_fractions
YNIPHGPVVGSTR[iTRAQ_Nterm]YNIPHGPVVGSTR1 19-‐31 7,239 514,284 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4973.4976.3Nuclei_fractions

P43304_CHAIN_0,P43304GFITIVDVQR[iTRAQ_Nterm]GFITIVDVQR1 515-‐524 5,822 646,381 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8572.8575.2Nuclei_fractions
P43304_CHAIN_0,P43304LAFLNVQAAEEALPR[iTRAQ_Nterm]LAFLNVQAAEEALPR1 432-‐446 7,093 596,006 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11033.11036.3Nuclei_fractions
P43304_CHAIN_0,P43304VIFFLPWQK[iTRAQ_Nterm]VIFFLPWQK[iTRAQ_K]2 214-‐222 5,648 489,297 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11549.11552.3Nuclei_fractions
P43304_CHAIN_0,P43304VIFFLPWQK[iTRAQ_Nterm]VIFFLPWQK[iTRAQ_K]2 214-‐222 5,35 733,447 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11548.11551.2Nuclei_fractions
P43304_CHAIN_0,P43304VIFFLPWQK[iTRAQ_Nterm]VIFFLPWQK[iTRAQ_K]2 214-‐222 4,861 489,297 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11576.11579.3Nuclei_fractions

Q13283 DFFQSYGNVVELR[iTRAQ_Nterm]DFFQSYGNVVELR1 357-‐369 9,388 859,431 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9671.9674.2Nuclei_fractions
Q13283 LPNFGFVVFDDSEPVQK[iTRAQ_Nterm]LPNFGFVVFDDSEPVQK[iTRAQ_K]2 376-‐392 9,154 742,73 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11633.11636.3Nuclei_fractions

P18085 DAVLLLFANK[iTRAQ_Nterm]DAVLLLFANK[iTRAQ_K]2 117-‐126 6,466 464,621 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10827.10830.3Nuclei_fractions
P18085 IQEVADELQK[iTRAQ_Nterm]IQEVADELQK[iTRAQ_K]2 99-‐108 6,044 487,611 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6369.6372.3Nuclei_fractions
P18085 IQEVADELQK[iTRAQ_Nterm]IQEVADELQK[iTRAQ_K]2 99-‐108 5,388 730,912 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6368.6371.2Nuclei_fractions
P18085 LGEIVTTIPTIGFNVETVEYK[iTRAQ_Nterm]LGEIVTTIPTIGFNVETVEYK[iTRAQ_K]2 38-‐58 6,03 871,156 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11800.11803.3Nuclei_fractions
P18085 LGEIVTTIPTIGFNVETVEYK[iTRAQ_Nterm]LGEIVTTIPTIGFNVETVEYK[iTRAQ_K]2 38-‐58 5,941 871,159 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11862.11865.3Nuclei_fractions

P35222 EGLLAIFK [iTRAQ_Nterm]EGLLAIFK[iTRAQ_K]2 217-‐224 6,426 589,872 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10624.10627.2Nuclei_fractions
P35222 LLWTTSR [iTRAQ_Nterm]LLWTTSR1 327-‐333 4,943 510,802 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7214.7217.2Nuclei_fractions
P35222 TLVTQNSGVEALIHAILR[iTRAQ_Nterm]TLVTQNSGVEALIHAILR1 427-‐444 7,144 693,744 2012_02_21_FRF_OT_76_ANF_TMT_N_08.11264.11267.3Nuclei_fractions

P49411 AEAGDNLGALVR[iTRAQ_Nterm]AEAGDNLGALVR1 273-‐284 8,056 665,367 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5970.5973.2Nuclei_fractions
P49411 LLDAVDTYIPVPAR[iTRAQ_Nterm]LLDAVDTYIPVPAR1 196-‐209 10,425 843,98 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10462.10465.2Nuclei_fractions

Q92688 LKDISTLEPLK[iTRAQ_Nterm]LK[iTRAQ_K]DISTLEPLK[iTRAQ_K]3 100-‐110 5,026 563,687 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6919.6922.3Nuclei_fractions
Q92688 LPNLTHLNLSGNK[iTRAQ_Nterm]LPNLTHLNLSGNK[iTRAQ_K]2 87-‐99 6,106 570,341 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7864.7867.3Nuclei_fractions
Q92688 SLDLFNCEVTNLNDYR[iTRAQ_Nterm]SLDLFNC[Cys_CAM]EVTNLNDYR2 117-‐132 7,275 706,339 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10100.10103.3Nuclei_fractions



P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2ALWEDEGVR[iTRAQ_Nterm]ALWEDEGVR1 137-‐145 5,269 609,815 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6327.6330.2Nuclei_fractions
P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 43-‐53 7,65 673,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8132.8135.2Nuclei_fractions
P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 43-‐53 7,138 673,418 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8276.8279.2Nuclei_fractions
P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2LLLLGAGESGK[iTRAQ_Nterm]LLLLGAGESGK[iTRAQ_K]2 43-‐53 4,964 449,281 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8270.8273.3Nuclei_fractions
P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2LQEALNLFK[iTRAQ_Nterm]LQEALNLFK[iTRAQ_K]2 251-‐259 5,481 455,279 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9994.9997.3Nuclei_fractions
P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2LQEALNLFK[iTRAQ_Nterm]LQEALNLFK[iTRAQ_K]2 251-‐259 5,233 682,415 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9999.10002.2Nuclei_fractions

P31942_ISOFORM_3ATENDIANFFSPLNPIR[iTRAQ_Nterm]ATENDIANFFSPLNPIR1 69-‐85 11,525 1032,038 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11799.11802.2Nuclei_fractions
P31942_ISOFORM_3ATENDIANFFSPLNPIR[iTRAQ_Nterm]ATENDIANFFSPLNPIR1 69-‐85 9,036 688,361 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11792.11795.3Nuclei_fractions
P31942_ISOFORM_3VHIDIGADGR[iTRAQ_Nterm]VHIDIGADGR1 86-‐95 6,856 598,831 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4858.4861.2Nuclei_fractions

P23528 EDLVFIFWAPESAPLK[iTRAQ_Nterm]EDLVFIFWAPESAPLK[iTRAQ_K]2 96-‐111 6,409 717,4 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13152.13155.3Nuclei_fractions
P23528 KSSTPEEVK[iTRAQ_Nterm]K[iTRAQ_K]SSTPEEVK[iTRAQ_K]3 21-‐29 5,05 479,617 2012_02_21_FRF_OT_73_ANF_TMT_N_06.325.328.3Nuclei_fractions
P23528 NIILEEGKEILVGDVGQTVDDPYATFVK[iTRAQ_Nterm]NIILEEGK[iTRAQ_K]EILVGDVGQTVDDPYATFVK[iTRAQ_K]3 45-‐72 6,876 1165,649 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12080.12083.3Nuclei_fractions
P23528 NIILEEGKEILVGDVGQTVDDPYATFVK[iTRAQ_Nterm]NIILEEGK[iTRAQ_K]EILVGDVGQTVDDPYATFVK[iTRAQ_K]3 45-‐72 5,212 874,485 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12163.12166.4Nuclei_fractions
P23528 NIILEEGKEILVGDVGQTVDDPYATFVK[iTRAQ_Nterm]NIILEEGK[iTRAQ_K]EILVGDVGQTVDDPYATFVK[iTRAQ_K]3 45-‐72 4,905 874,485 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12052.12055.4Nuclei_fractions

LCFSTAQHAS[iTRAQ_Nterm]LC[Cys_CAM]FSTAQHAS2 580-‐589 6,036 633,307 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5378.5381.2Nuclei_fractions
SSSGLLEWESK[iTRAQ_Nterm]SSSGLLEWESK[iTRAQ_K]2 542-‐552 7,266 755,905 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7323.7326.2Nuclei_fractions
TPASPVVHIR[iTRAQ_Nterm]TPASPVVHIR1 98-‐107 5,02 407,58 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4043.4046.3Nuclei_fractions

ALNRPPTYPTK[iTRAQ_Nterm]ALNRPPTYPTK[iTRAQ_K]2 45-‐55 5,323 515,971 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3908.3911.3Nuclei_fractions
VLTLSDDLER[iTRAQ_Nterm]VLTLSDDLER1 225-‐234 6,389 652,864 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7300.7303.2Nuclei_fractions
VNILFDFVK[iTRAQ_Nterm]VNILFDFVK[iTRAQ_K]2 240-‐248 6,601 691,922 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11436.11439.2Nuclei_fractions
VNILFDFVK[iTRAQ_Nterm]VNILFDFVK[iTRAQ_K]2 240-‐248 5,623 461,615 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11443.11446.3Nuclei_fractions

Q9Y4L1 DAVVYPILVEFTR[iTRAQ_Nterm]DAVVYPILVEFTR1 407-‐419 7,181 833,473 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12165.12168.2Nuclei_fractions
Q9Y4L1 LAGLFNEQR[iTRAQ_Nterm]LAGLFNEQR1 251-‐259 5,969 596,334 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7760.7763.2Nuclei_fractions
Q9Y4L1 LPATEKPVLLSK[iTRAQ_Nterm]LPATEK[iTRAQ_K]PVLLSK[iTRAQ_K]3 846-‐857 5,114 576,705 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6112.6115.3Nuclei_fractions
Q9Y4L1 LPATEKPVLLSK[iTRAQ_Nterm]LPATEK[iTRAQ_K]PVLLSK[iTRAQ_K]3 846-‐857 4,848 576,706 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6140.6143.3Nuclei_fractions

GCALQCAILSPAFK[iTRAQ_Nterm]GC[Cys_CAM]ALQC[Cys_CAM]AILSPAFK[iTRAQ_K]4 375-‐388 5,293 608,664 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8956.8959.3Nuclei_fractions
VLATAFDTTLGGR[iTRAQ_Nterm]VLATAFDTTLGGR1 222-‐234 7,561 733,409 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8902.8905.2Nuclei_fractions
VLTFYR [iTRAQ_Nterm]VLTFYR1 431-‐436 5,396 471,78 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7031.7034.2Nuclei_fractions

LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 169-‐182 9,344 816,497 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10821.10823.2Nuclei_fractions
LISQIVSSITASLR[iTRAQ_Nterm]LISQIVSSITASLR1 169-‐182 9,04 544,666 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10826.10827.3Nuclei_fractions
QIFHPEQLITGK[iTRAQ_Nterm]QIFHPEQLITGK[iTRAQ_K]2 24-‐35 8,844 849,994 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7652.7655.2Nuclei_fractions
QIFHPEQLITGK[iTRAQ_Nterm]QIFHPEQLITGK[iTRAQ_K]2 24-‐35 6,148 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7707.7710.3Nuclei_fractions
QIFHPEQLITGK[iTRAQ_Nterm]QIFHPEQLITGK[iTRAQ_K]2 24-‐35 5,576 566,998 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7602.7605.3Nuclei_fractions

O75390 DILADLIPK [iTRAQ_Nterm]DILADLIPK[iTRAQ_K]2 8-‐16 4,85 643,402 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10694.10697.2Nuclei_fractions
O75390 DYIWNTLNSGR[iTRAQ_Nterm]DYIWNTLNSGR1 303-‐313 5,851 741,876 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9069.9072.2Nuclei_fractions
O75390 DYIWNTLNSGR[iTRAQ_Nterm]DYIWNTLNSGR1 303-‐313 5,492 741,878 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8915.8918.2Nuclei_fractions
O75390 VVPGYGHAVLR[iTRAQ_Nterm]VVPGYGHAVLR1 314-‐324 7,453 437,927 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4924.4927.3Nuclei_fractions
O75390 VVPGYGHAVLR[iTRAQ_Nterm]VVPGYGHAVLR1 314-‐324 7,229 656,388 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4945.4948.2Nuclei_fractions

O15400_CHAIN_0,O15400ITQCSVEIQR[iTRAQ_Nterm]ITQC[Cys_CAM]SVEIQR2 25-‐34 7,924 689,369 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4692.4695.2Nuclei_fractions
O15400_CHAIN_0,O15400LVAEFTTSLTNFQK[iTRAQ_Nterm]LVAEFTTSLTNFQK[iTRAQ_K]2 93-‐106 10,202 629,69 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10749.10752.3Nuclei_fractions
O15400_CHAIN_0,O15400LVAEFTTSLTNFQK[iTRAQ_Nterm]LVAEFTTSLTNFQK[iTRAQ_K]2 93-‐106 9,464 629,69 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10742.10745.3Nuclei_fractions
O15400_CHAIN_0,O15400LVAEFTTSLTNFQK[iTRAQ_Nterm]LVAEFTTSLTNFQK[iTRAQ_K]2 93-‐106 8,623 629,69 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10687.10690.3Nuclei_fractions



Q03252 GLESDVAELR[iTRAQ_Nterm]GLESDVAELR1 151-‐160 6,591 616,835 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6444.6447.2Nuclei_fractions
Q03252 KSVFEEEVR[iTRAQ_Nterm]K[iTRAQ_K]SVFEEEVR2 202-‐210 5,443 470,934 2012_02_21_FRF_OT_70_ANF_TMT_N_03.4814.4817.3Nuclei_fractions
Q03252 LRAELDEVNK[iTRAQ_Nterm]LRAELDEVNK[iTRAQ_K]2 103-‐112 6,047 492,289 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4943.4946.3Nuclei_fractions

P20591,P20592SSVLEALSGVALPR[iTRAQ_Nterm]SSVLEALSGVALPR1 83-‐96 11,962 771,955 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10705.10708.2Nuclei_fractions
P20591,P20592SSVLEALSGVALPR[iTRAQ_Nterm]SSVLEALSGVALPR1 83-‐96 6,684 514,972 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10698.10701.3Nuclei_fractions
P20591,P20592VRPCIDLIDSLR[iTRAQ_Nterm]VRPC[Cys_CAM]IDLIDSLR2 48-‐59 6,086 534,303 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8704.8707.3Nuclei_fractions

P17931 IALDFQR [iTRAQ_Nterm]IALDFQR1 144-‐150 5,023 503,794 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6977.6980.2Nuclei_fractions
P17931 IQVLVEPDHFK[iTRAQ_Nterm]IQVLVEPDHFK[iTRAQ_K]2 199-‐209 6,302 538,315 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7102.7105.3Nuclei_fractions
P17931 VAVNDAHLLQYNHR[iTRAQ_Nterm]VAVNDAHLLQYNHR1 210-‐223 6,596 449,244 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5175.5178.4Nuclei_fractions

AYGDFAWSNPLHPDIFPGLR[iTRAQ_Nterm]AYGDFAWSNPLHPDIFPGLR1 163-‐182 9,157 806,416 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10604.10607.3Nuclei_fractions
GIFVFGNPQLSVIALGSR[iTRAQ_Nterm]GIFVFGNPQLSVIALGSR1 439-‐456 8,691 1010,081 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10315.10316.2Nuclei_fractions

P55084 FNNWGGSLSLGHPFGATGCR[iTRAQ_Nterm]FNNWGGSLSLGHPFGATGC[Cys_CAM]R2 384-‐403 8,788 760,368 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8488.8491.3Nuclei_fractions
P55084 TPFLLSGTSYK[iTRAQ_Nterm]TPFLLSGTSYK[iTRAQ_K]2 29-‐39 8,985 751,429 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8418.8421.2Nuclei_fractions
P55084 TPFLLSGTSYK[iTRAQ_Nterm]TPFLLSGTSYK[iTRAQ_K]2 29-‐39 5,827 501,288 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8410.8413.3Nuclei_fractions

LLASINSTVR[iTRAQ_Nterm]LLASINSTVR1 880-‐889 6,322 609,369 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7032.7035.2Nuclei_fractions
LVFSNVNLK[iTRAQ_Nterm]LVFSNVNLK[iTRAQ_K]2 666-‐674 6,474 661,408 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8255.8258.2Nuclei_fractions
YLAIAPPIIK[iTRAQ_Nterm]YLAIAPPIIK[iTRAQ_K]2 245-‐254 4,953 693,953 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9300.9303.2Nuclei_fractions

Q15005 IDKWDGSAVK[iTRAQ_Nterm]IDK[iTRAQ_K]WDGSAVK[iTRAQ_K]3 47-‐56 4,936 517,633 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4793.4796.3Nuclei_fractions
Q15005 IDKWDGSAVK[iTRAQ_Nterm]IDK[iTRAQ_K]WDGSAVK[iTRAQ_K]3 47-‐56 4,802 517,635 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4749.4752.3Nuclei_fractions
Q15005 LHDSLAIER[iTRAQ_Nterm]LHDSLAIER1 214-‐222 5,142 599,341 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4646.4649.2Nuclei_fractions
Q15005 LTFISGR [iTRAQ_Nterm]LTFISGR1 173-‐179 7,668 469,282 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6603.6606.2Nuclei_fractions

AVIVLVENFYK[iTRAQ_Nterm]AVIVLVENFYK[iTRAQ_K]2 11-‐21 6,191 528,32 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11092.11095.3Nuclei_fractions
AVIVLVENFYK[iTRAQ_Nterm]AVIVLVENFYK[iTRAQ_K]2 11-‐21 5,836 528,322 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11058.11061.3Nuclei_fractions
AVIVLVENFYK[iTRAQ_Nterm]AVIVLVENFYK[iTRAQ_K]2 11-‐21 4,83 528,322 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11071.11074.3Nuclei_fractions
ISFDEYWTLIGGITGPIAK[iTRAQ_Nterm]ISFDEYWTLIGGITGPIAK[iTRAQ_K]2 74-‐92 5,134 790,443 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13201.13204.3Nuclei_fractions
LIQNLDANHDGR[iTRAQ_Nterm]LIQNLDANHDGR1 62-‐73 6,396 503,935 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4940.4943.3Nuclei_fractions

Q02952_ISOFORM_2,Q02952LVQNIIQTAVDQFVR[iTRAQ_Nterm]LVQNIIQTAVDQFVR1 1444-‐1458 9,971 944,552 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11983.11986.2Nuclei_fractions
Q02952_ISOFORM_2,Q02952LVQNIIQTAVDQFVR[iTRAQ_Nterm]LVQNIIQTAVDQFVR1 1444-‐1458 8,515 630,034 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12705.12708.3Nuclei_fractions
Q02952_ISOFORM_2,Q02952TEGTQEADQYADEKTK[iTRAQ_Nterm]TEGTQEADQYADEK[iTRAQ_K]TK[iTRAQ_K]3 1156-‐1171 7,737 749,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3652.3655.3Nuclei_fractions

P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070ALSIGFETCR[iTRAQ_Nterm]ALSIGFETC[Cys_CAM]R2 69-‐78 9,187 649,339 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7172.7175.2Nuclei_fractions
P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070ALSIGFETCR[iTRAQ_Nterm]ALSIGFETC[Cys_CAM]R2 69-‐78 8,39 649,339 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7039.7042.2Nuclei_fractions
P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070ALSIGFETCR[iTRAQ_Nterm]ALSIGFETC[Cys_CAM]R2 69-‐78 5,433 433,229 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7206.7209.3Nuclei_fractions
P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070YGFIEGHVVIPR[iTRAQ_Nterm]YGFIEGHVVIPR1 79-‐90 8,505 765,933 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7758.7761.2Nuclei_fractions
P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070YGFIEGHVVIPR[iTRAQ_Nterm]YGFIEGHVVIPR1 79-‐90 6,093 510,957 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7742.7745.3Nuclei_fractions

EQVIAALR [iTRAQ_Nterm]EQVIAALR1 205-‐212 5,077 522,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5826.5829.2Nuclei_fractions
EQVIAALR [iTRAQ_Nterm]EQVIAALR1 205-‐212 4,774 522,321 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5680.5683.2Nuclei_fractions
NFVVVMVTKPK[iTRAQ_Nterm]NFVVVMVTK[iTRAQ_K]PK[iTRAQ_K]3 68-‐78 5,726 565,353 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6512.6515.3Nuclei_fractions
NFVVVMVTKPK[iTRAQ_Nterm]NFVVVM[Oxidation_M]VTK[iTRAQ_K]PK[iTRAQ_K]4 68-‐78 5,494 570,684 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5534.5537.3Nuclei_fractions
NFVVVMVTKPK[iTRAQ_Nterm]NFVVVM[Oxidation_M]VTK[iTRAQ_K]PK[iTRAQ_K]4 68-‐78 5,055 570,684 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5569.5572.3Nuclei_fractions
QIIQQNPSLLPALLQQIGR[iTRAQ_Nterm]QIIQQNPSLLPALLQQIGR1 290-‐308 6,872 1137,677 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10214.10216.2Nuclei_fractions
QIIQQNPSLLPALLQQIGR[iTRAQ_Nterm]QIIQQNPSLLPALLQQIGR1 290-‐308 5,847 758,783 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10206.10209.3Nuclei_fractions



Q8NBJ5 FISAPTK [iTRAQ_Nterm]FISAPTK[iTRAQ_K]2 298-‐304 6,083 526,324 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5086.5089.2Nuclei_fractions
Q8NBJ5 KLLAAEPLSK[iTRAQ_Nterm]K[iTRAQ_K]LLAAEPLSK[iTRAQ_K]3 479-‐488 5,658 501,329 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5190.5193.3Nuclei_fractions
Q8NBJ5 VLIALLAR [iTRAQ_Nterm]VLIALLAR1 25-‐32 5,896 506,854 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9588.9591.2Nuclei_fractions

Q0ZGT2,Q0ZGT2_ISOFORM_3EAENFHEEDDVDVRPAR[iTRAQ_Nterm]EAENFHEEDDVDVRPAR1 471-‐487 5,19 543,758 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4107.4110.4Nuclei_fractions
Q0ZGT2,Q0ZGT2_ISOFORM_3LTFEELER [iTRAQ_Nterm]LTFEELER1 235-‐242 7,574 590,821 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7524.7527.2Nuclei_fractions
Q0ZGT2,Q0ZGT2_ISOFORM_3TISQEFLTPGKLEINFEELLK[iTRAQ_Nterm]TISQEFLTPGK[iTRAQ_K]LEINFEELLK[iTRAQ_K]3 349-‐369 4,801 721,167 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12515.12518.4Nuclei_fractions

FGAPPHAGGGIGLER[iTRAQ_Nterm]FGAPPHAGGGIGLER1 461-‐475 5,544 527,287 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5588.5591.3Nuclei_fractions
LQSGICHLFR[iTRAQ_Nterm]LQSGIC[Cys_CAM]HLFR2 198-‐207 5,939 458,92 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7305.7308.3Nuclei_fractions
LQSGICHLFR[iTRAQ_Nterm]LQSGIC[Cys_CAM]HLFR2 198-‐207 4,933 458,92 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7284.7287.3Nuclei_fractions
VFSIGPVFR[iTRAQ_Nterm]VFSIGPVFR1 265-‐273 6,059 583,346 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8955.8958.2Nuclei_fractions

P56134_CHAIN_0,P56134DFSPSGIFGAFQR[iTRAQ_Nterm]DFSPSGIFGAFQR1 28-‐40 10,431 786,903 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10699.10702.2Nuclei_fractions
P56134_CHAIN_0,P56134DFSPSGIFGAFQR[iTRAQ_Nterm]DFSPSGIFGAFQR1 28-‐40 10,116 786,904 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10311.10314.2Nuclei_fractions
P56134_CHAIN_0,P56134DFSPSGIFGAFQR[iTRAQ_Nterm]DFSPSGIFGAFQR1 28-‐40 9,644 786,905 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10645.10648.2Nuclei_fractions
P56134_CHAIN_0,P56134DFSPSGIFGAFQR[iTRAQ_Nterm]DFSPSGIFGAFQR1 28-‐40 9,434 786,901 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10664.10667.2Nuclei_fractions
P56134_CHAIN_0,P56134DFSPSGIFGAFQR[iTRAQ_Nterm]DFSPSGIFGAFQR1 28-‐40 8,825 786,901 2012_02_21_FRF_OT_75_ANF_TMT_N_07.10071.10074.2Nuclei_fractions
P56134_CHAIN_0,P56134LGELPSWILMR[iTRAQ_Nterm]LGELPSWILM[Oxidation_M]R2 17-‐27 7,107 492,279 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11000.11003.3Nuclei_fractions
P56134_CHAIN_0,P56134LGELPSWILMR[iTRAQ_Nterm]LGELPSWILM[Oxidation_M]R2 17-‐27 5,972 737,916 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10966.10969.2Nuclei_fractions

P40227 ALQFLEEVK[iTRAQ_Nterm]ALQFLEEVK[iTRAQ_K]2 129-‐137 5,853 682,906 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9660.9663.2Nuclei_fractions
P40227 AQLGVQAFADALLIIPK[iTRAQ_Nterm]AQLGVQAFADALLIIPK[iTRAQ_K]2 432-‐448 6,4 686,087 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12420.12423.3Nuclei_fractions
P40227 AQLGVQAFADALLIIPK[iTRAQ_Nterm]AQLGVQAFADALLIIPK[iTRAQ_K]2 432-‐448 5,376 686,086 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11739.11742.3Nuclei_fractions
P40227 GLQDVLR [iTRAQ_Nterm]GLQDVLR1 28-‐34 5,228 472,787 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6142.6145.2Nuclei_fractions
P40227 GLQDVLR [iTRAQ_Nterm]GLQDVLR1 28-‐34 4,87 472,787 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6025.6028.2Nuclei_fractions

QGIFQVVISR[iTRAQ_Nterm]QGIFQVVISR1 227-‐236 10,131 645,888 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8390.8393.2Nuclei_fractions
QLGTAYVSATTGAVATALGLK[iTRAQ_Nterm]QLGTAYVSATTGAVATALGLK[iTRAQ_K]2 149-‐169 7,326 761,103 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11410.11413.3Nuclei_fractions

TSILAAANPISGHYDR[iTRAQ_Nterm]TSILAAANPISGHYDR1 497-‐512 6,146 610,658 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7030.7033.3Nuclei_fractions
YLQLAEELIRPER[iTRAQ_Nterm]YLQLAEELIRPER1 46-‐58 4,744 592,004 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11313.11316.3Nuclei_fractions
YTQPNICR [iTRAQ_Nterm]YTQPNIC[Cys_CAM]R2 174-‐181 6,46 598,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3936.3939.2Nuclei_fractions

Q07021 AFVDFLSDEIKEER[iTRAQ_Nterm]AFVDFLSDEIK[iTRAQ_K]EER2 8-‐21 11,189 662,685 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10266.10269.3Nuclei_fractions
Q07021 AFVDFLSDEIKEER[iTRAQ_Nterm]AFVDFLSDEIK[iTRAQ_K]EER2 8-‐21 9,11 662,687 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10232.10235.3Nuclei_fractions
Q07021 AFVDFLSDEIKEER[iTRAQ_Nterm]AFVDFLSDEIK[iTRAQ_K]EER2 8-‐21 8,435 662,687 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10295.10298.3Nuclei_fractions
Q07021 VEEQEPELTSTPNFVVEVIK[iTRAQ_Nterm]VEEQEPELTSTPNFVVEVIK[iTRAQ_K]2 82-‐101 6,147 859,132 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10057.10060.3Nuclei_fractions

P35268 AGNLGGGVVTIER[iTRAQ_Nterm]AGNLGGGVVTIER1 52-‐64 10,199 693,896 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5672.5675.2Nuclei_fractions
P35268 AGNLGGGVVTIER[iTRAQ_Nterm]AGNLGGGVVTIER1 52-‐64 9,696 693,896 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5583.5586.2Nuclei_fractions
P35268 AGNLGGGVVTIER[iTRAQ_Nterm]AGNLGGGVVTIER1 52-‐64 6,618 462,933 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5680.5683.3Nuclei_fractions
P35268 ITVTSEVPFSK[iTRAQ_Nterm]ITVTSEVPFSK[iTRAQ_K]2 69-‐79 7,118 748,435 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7087.7090.2Nuclei_fractions

EVLDSFLDLAR[iTRAQ_Nterm]EVLDSFLDLAR1 179-‐189 9,077 711,393 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11556.11559.2Nuclei_fractions
NIFPSNLVSAAFR[iTRAQ_Nterm]NIFPSNLVSAAFR1 190-‐202 8,232 790,44 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9782.9785.2Nuclei_fractions
NIFPSNLVSAAFR[iTRAQ_Nterm]NIFPSNLVSAAFR1 190-‐202 7,972 790,441 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9681.9684.2Nuclei_fractions

GITNLCVIGGDGSLTGANLFR[iTRAQ_Nterm]GITNLC[Cys_CAM]VIGGDGSLTGANLFR2 118-‐138 7,288 760,405 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10497.10500.3Nuclei_fractions
GITNLCVIGGDGSLTGANLFR[iTRAQ_Nterm]GITNLC[Cys_CAM]VIGGDGSLTGANLFR2 118-‐138 6,861 760,407 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10566.10569.3Nuclei_fractions
IIEVVDAIMTTAQSHQR[iTRAQ_Nterm]IIEVVDAIM[Oxidation_M]TTAQSHQR2 194-‐210 10,011 691,37 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9763.9766.3Nuclei_fractions
IIEVVDAIMTTAQSHQR[iTRAQ_Nterm]IIEVVDAIMTTAQSHQR1 194-‐210 8,527 686,039 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11593.11596.3Nuclei_fractions



P07996 FVFGTTPEDILR[iTRAQ_Nterm]FVFGTTPEDILR1 199-‐210 8,424 769,919 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10170.10173.2Nuclei_fractions
P07996 TIVTTLQDSIR[iTRAQ_Nterm]TIVTTLQDSIR1 271-‐281 8,847 695,906 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8628.8631.2Nuclei_fractions
P07996 TIVTTLQDSIR[iTRAQ_Nterm]TIVTTLQDSIR1 271-‐281 8,397 695,906 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8760.8763.2Nuclei_fractions

P30533 FSGEELDKLWR[iTRAQ_Nterm]FSGEELDK[iTRAQ_K]LWR2 130-‐140 5,741 556,64 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8792.8795.3Nuclei_fractions
P30533 FSGEELDKLWR[iTRAQ_Nterm]FSGEELDK[iTRAQ_K]LWR2 130-‐140 5,194 556,639 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8826.8829.3Nuclei_fractions
P30533 LAELHADLK[iTRAQ_Nterm]LAELHADLK[iTRAQ_K]2 42-‐50 5,179 433,263 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5724.5727.3Nuclei_fractions
P30533 VHEYNVLLETLSR[iTRAQ_Nterm]VHEYNVLLETLSR1 149-‐161 6,324 572,987 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9161.9164.3Nuclei_fractions

P50991 ALIAGGGAPEIELALR[iTRAQ_Nterm]ALIAGGGAPEIELALR1 419-‐434 9,791 848,001 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9801.9804.2Nuclei_fractions
P50991 ALIAGGGAPEIELALR[iTRAQ_Nterm]ALIAGGGAPEIELALR1 419-‐434 7,054 565,671 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9821.9824.3Nuclei_fractions
P50991 ALIAGGGAPEIELALR[iTRAQ_Nterm]ALIAGGGAPEIELALR1 419-‐434 6,842 565,67 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9793.9796.3Nuclei_fractions
P50991 SIHDALCVIR[iTRAQ_Nterm]SIHDALC[Cys_CAM]VIR2 403-‐412 7,412 443,248 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6650.6653.3Nuclei_fractions
P50991 SIHDALCVIR[iTRAQ_Nterm]SIHDALC[Cys_CAM]VIR2 403-‐412 7,085 443,247 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6433.6436.3Nuclei_fractions

P34897 AALEALGSCLNNK[iTRAQ_Nterm]AALEALGSC[Cys_CAM]LNNK[iTRAQ_K]3 54-‐66 4,876 550,3 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7347.7350.3Nuclei_fractions
P34897 GYSLVSGGTDNHLVLVDLRPK[iTRAQ_Nterm]GYSLVSGGTDNHLVLVDLRPK[iTRAQ_K]2 340-‐360 6,449 632,858 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8092.8095.4Nuclei_fractions
P34897 VLELVSITANK[iTRAQ_Nterm]VLELVSITANK[iTRAQ_K]2 370-‐380 5,771 492,309 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9026.9029.3Nuclei_fractions

AITIANQTNCPLYITK[iTRAQ_Nterm]AITIANQTNC[Cys_CAM]PLYITK[iTRAQ_K]3 239-‐254 9,48 703,726 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7695.7698.3Nuclei_fractions
VFNLYPR [iTRAQ_Nterm]VFNLYPR1 391-‐397 7,61 526,804 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7304.7307.2Nuclei_fractions

P61769_CHAIN_0,P61769SNFLNCYVSGFHPSDIEVDLLK[iTRAQ_Nterm]SNFLNC[Cys_CAM]YVSGFHPSDIEVDLLK[iTRAQ_K]3 19-‐40 9,745 948,15 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11340.11343.3Nuclei_fractions
P61769_CHAIN_0,P61769VEHSDLSFSK[iTRAQ_Nterm]VEHSDLSFSK[iTRAQ_K]2 48-‐57 7,252 718,888 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4710.4713.2Nuclei_fractions
P61769_CHAIN_0,P61769VEHSDLSFSK[iTRAQ_Nterm]VEHSDLSFSK[iTRAQ_K]2 48-‐57 7,17 479,593 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4675.4678.3Nuclei_fractions

Q9UBQ0_ISOFORM_2LVLVLGDLHIPHR[iTRAQ_Nterm]LVLVLGDLHIPHR1 2-‐14 5,042 542,671 2012_02_21_FRF_OT_77_ANF_TMT_N_09.8739.8742.3Nuclei_fractions
Q9UBQ0_ISOFORM_2TLAGDVHIVR[iTRAQ_Nterm]TLAGDVHIVR1 51-‐60 4,908 408,911 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5237.5240.3Nuclei_fractions
Q9UBQ0_ISOFORM_2VVTVGQFK[iTRAQ_Nterm]VVTVGQFK[iTRAQ_K]2 74-‐81 7,038 583,362 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6078.6081.2Nuclei_fractions

P49755 ISFHLPINSR[iTRAQ_Nterm]ISFHLPINSR1 1-‐10 6,634 443,259 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7626.7629.3Nuclei_fractions
P49755 ITDSAGHILYSK[iTRAQ_Nterm]ITDSAGHILYSK[iTRAQ_K]2 45-‐56 5,585 531,634 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5763.5766.3Nuclei_fractions
P49755 LKPLEVELR[iTRAQ_Nterm]LK[iTRAQ_K]PLEVELR2 113-‐121 4,72 692,942 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6815.6818.2Nuclei_fractions

IVALNAHTFLR[iTRAQ_Nterm]IVALNAHTFLR1 245-‐255 7,188 466,95 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7704.7707.3Nuclei_fractions
LAAAILGGVDQIHIKPGAK[iTRAQ_Nterm]LAAAILGGVDQIHIK[iTRAQ_K]PGAK[iTRAQ_K]3 144-‐162 4,888 576,859 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9508.9511.4Nuclei_fractions
NLVPGESVYGEKR[iTRAQ_Nterm]NLVPGESVYGEK[iTRAQ_K]R2 110-‐122 4,842 579,328 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4841.4844.3Nuclei_fractions

ALAGGVTLGLAIEPK[iTRAQ_Nterm]ALAGGVTLGLAIEPK[iTRAQ_K]2 646-‐660 5,498 566,687 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9068.9071.3Nuclei_fractions
AVITNILLR [iTRAQ_Nterm]AVITNILLR1 29-‐37 5,783 578,881 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8620.8623.2Nuclei_fractions
LFLELLDHEYLTSTVR[iTRAQ_Nterm]LFLELLDHEYLTSTVR1 10-‐25 5,543 698,387 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12299.12302.3Nuclei_fractions

Q14554 GFPTICYFEK[iTRAQ_Nterm]GFPTIC[Cys_CAM]YFEK[iTRAQ_K]3 205-‐214 6,569 775,402 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9265.9268.2Nuclei_fractions
Q14554 LLSTVAQAVK[iTRAQ_Nterm]LLSTVAQAVK[iTRAQ_K]2 45-‐54 5,36 659,418 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8208.8211.2Nuclei_fractions
Q14554 YAVPVLR [iTRAQ_Nterm]YAVPVLR1 343-‐349 4,81 481,301 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6338.6341.2Nuclei_fractions

P12270 GQNLLLTNLQTIQGILER[iTRAQ_Nterm]GQNLLLTNLQTIQGILER1 810-‐827 10,392 1084,633 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12422.12425.2Nuclei_fractions
P12270 GQNLLLTNLQTIQGILER[iTRAQ_Nterm]GQNLLLTNLQTIQGILER1 810-‐827 7,346 723,424 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12416.12417.3Nuclei_fractions
P12270 IAVEAQNKYER[iTRAQ_Nterm]IAVEAQNK[iTRAQ_K]YER2 1073-‐1083 6,342 536,971 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4160.4163.3Nuclei_fractions

Q9HDC9 EPPLLLGVLHPNTK[iTRAQ_Nterm]EPPLLLGVLHPNTK[iTRAQ_K]2 74-‐87 5,401 606,037 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9046.9049.3Nuclei_fractions



Q9HDC9 LLEYDTVTR[iTRAQ_Nterm]LLEYDTVTR1 239-‐247 5,861 627,347 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6313.6316.2Nuclei_fractions
Q9HDC9 LLLSSETPIEGK[iTRAQ_Nterm]LLLSSETPIEGK[iTRAQ_K]2 184-‐195 5,471 525,647 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7428.7431.3Nuclei_fractions

P24539 HYLFDVQR[iTRAQ_Nterm]HYLFDVQR1 122-‐129 5,034 407,888 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6273.6276.3Nuclei_fractions
P24539 LAQLEEAK[iTRAQ_Nterm]LAQLEEAK[iTRAQ_K]2 90-‐97 5,365 595,357 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5327.5330.2Nuclei_fractions
P24539 QASIQHIQNAIDTEK[iTRAQ_Nterm]QASIQHIQNAIDTEK[iTRAQ_K]2 98-‐112 6,329 662,029 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5773.5776.3Nuclei_fractions

P38159 ALEAVFGK[iTRAQ_Nterm]ALEAVFGK[iTRAQ_K]2 22-‐29 5,051 561,843 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7619.7622.2Nuclei_fractions
P38159 ALEAVFGK[iTRAQ_Nterm]ALEAVFGK[iTRAQ_K]2 22-‐29 4,72 561,843 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7765.7768.2Nuclei_fractions
P38159 IVEVLLMK [iTRAQ_Nterm]IVEVLLM[Oxidation_M]K[iTRAQ_K]3 33-‐40 4,864 416,934 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9217.9220.3Nuclei_fractions
P38159 LFIGGLNTETNEK[iTRAQ_Nterm]LFIGGLNTETNEK[iTRAQ_K]2 9-‐21 6,794 575,323 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8002.8005.3Nuclei_fractions
P38159 LFIGGLNTETNEK[iTRAQ_Nterm]LFIGGLNTETNEK[iTRAQ_K]2 9-‐21 6,291 862,48 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7925.7928.2Nuclei_fractions
P38159 LFIGGLNTETNEK[iTRAQ_Nterm]LFIGGLNTETNEK[iTRAQ_K]2 9-‐21 4,997 575,323 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7896.7899.3Nuclei_fractions

P20618 LSEGFSIHTR[iTRAQ_Nterm]LSEGFSIHTR1 29-‐38 9,5 430,902 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5621.5624.3Nuclei_fractions
P20618 TVIGCSGFHGDCLTLTK[iTRAQ_Nterm]TVIGC[Cys_CAM]SGFHGDC[Cys_CAM]LTLTK[iTRAQ_K]4 50-‐66 7,191 718,701 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6967.6970.3Nuclei_fractions

FLSVLER [iTRAQ_Nterm]FLSVLER1 448-‐454 5,307 504,304 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9012.9015.2Nuclei_fractions
IIPLLTDPK [iTRAQ_Nterm]IIPLLTDPK[iTRAQ_K]2 160-‐168 4,971 649,422 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9089.9092.2Nuclei_fractions
VISYWR [iTRAQ_Nterm]VISYWR1 93-‐98 6,367 484,278 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6906.6909.2Nuclei_fractions

Q9UKV3_ISOFORM_3,Q9UKV3_ISOFORM_2KPSISITTESLK[iTRAQ_Nterm]K[iTRAQ_K]PSISITTESLK[iTRAQ_K]3 861-‐872 6,485 579,358 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5601.5604.3Nuclei_fractions
Q9UKV3_ISOFORM_3,Q9UKV3_ISOFORM_2KSLSPGVSR[iTRAQ_Nterm]K[iTRAQ_K]S[PHOS]LSPGVSR3 654-‐662 5,127 649,866 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7918.7921.2Nuclei_fractions
Q9UKV3_ISOFORM_3,Q9UKV3_ISOFORM_2LLDDLFR [iTRAQ_Nterm]LLDDLFR1 1210-‐1216 5,025 518,302 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10938.10941.2Nuclei_fractions
Q9UKV3_ISOFORM_3,Q9UKV3_ISOFORM_2LLDDLFR [iTRAQ_Nterm]LLDDLFR1 1210-‐1216 4,889 518,302 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10897.10900.2Nuclei_fractions

P37108 KGTVEGFEPADNK[iTRAQ_Nterm]K[iTRAQ_K]GTVEGFEPADNK[iTRAQ_K]3 42-‐54 5,707 608,668 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4193.4196.3Nuclei_fractions
P37108 VLLESEQFLTELTR[iTRAQ_Nterm]VLLESEQFLTELTR1 1-‐14 10,868 911,51 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13011.13014.2Nuclei_fractions
P37108 VLLESEQFLTELTR[iTRAQ_Nterm]VLLESEQFLTELTR1 1-‐14 9,534 608,008 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13019.13022.3Nuclei_fractions

ISLISEK [iTRAQ_Nterm]ISLISEK[iTRAQ_K]2 93-‐99 5,504 539,342 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6064.6067.2Nuclei_fractions
LVTDLLQR[iTRAQ_Nterm]LVTDLLQR1 308-‐315 5,944 551,34 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8502.8505.2Nuclei_fractions
LVTDLLQR[iTRAQ_Nterm]LVTDLLQR1 308-‐315 5,755 551,34 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8447.8450.2Nuclei_fractions
LVTDLLQR[iTRAQ_Nterm]LVTDLLQR1 308-‐315 4,933 551,341 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8467.8470.2Nuclei_fractions
VENQYQLLK[iTRAQ_Nterm]VENQYQLLK[iTRAQ_K]2 72-‐80 5,097 711,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5955.5958.2Nuclei_fractions

VLIDWINDVLVGER[iTRAQ_Nterm]VLIDWINDVLVGER1 100-‐113 9,581 893,007 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13579.13582.2Nuclei_fractions
VLYNLFTK [iTRAQ_Nterm]VLYNLFTK[iTRAQ_K]2 360-‐367 6,959 643,392 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9852.9855.2Nuclei_fractions

FEHCNFNDVTTR[iTRAQ_Nterm]FEHC[Cys_CAM]NFNDVTTR2 42-‐53 7,096 842,389 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4920.4923.2Nuclei_fractions
FEHCNFNDVTTR[iTRAQ_Nterm]FEHC[Cys_CAM]NFNDVTTR2 42-‐53 5,575 561,928 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4899.4902.3Nuclei_fractions
LQCYNCPNPTADCK[iTRAQ_Nterm]LQC[Cys_CAM]YNC[Cys_CAM]PNPTADC[Cys_CAM]K[iTRAQ_K]5 1-‐14 9,435 1014,963 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4380.4383.2Nuclei_fractions
LQCYNCPNPTADCK[iTRAQ_Nterm]LQC[Cys_CAM]YNC[Cys_CAM]PNPTADC[Cys_CAM]K[iTRAQ_K]5 1-‐14 7,664 676,978 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4372.4375.3Nuclei_fractions
LQCYNCPNPTADCK[iTRAQ_Nterm]LQC[Cys_CAM]YNC[Cys_CAM]PNPTADC[Cys_CAM]K[iTRAQ_K]5 1-‐14 7,615 676,978 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4343.4346.3Nuclei_fractions
LQCYNCPNPTADCK[iTRAQ_Nterm]LQC[Cys_CAM]YNC[Cys_CAM]PNPTADC[Cys_CAM]K[iTRAQ_K]5 1-‐14 6,278 676,977 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4477.4480.3Nuclei_fractions

Q99439 GLQSGVDIGVK[iTRAQ_Nterm]GLQSGVDIGVK[iTRAQ_K]2 134-‐144 7,429 680,905 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5590.5593.2Nuclei_fractions
Q99439 TWIEGLTGLSIGPDFQK[iTRAQ_Nterm]TWIEGLTGLSIGPDFQK[iTRAQ_K]2 35-‐51 9,078 717,396 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11869.11872.3Nuclei_fractions
Q99439 TWIEGLTGLSIGPDFQK[iTRAQ_Nterm]TWIEGLTGLSIGPDFQK[iTRAQ_K]2 35-‐51 7,137 717,397 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11808.11811.3Nuclei_fractions

ELLTVGQEHWK[iTRAQ_Nterm]ELLTVGQEHWK[iTRAQ_K]2 415-‐425 7,35 543,307 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6768.6771.3Nuclei_fractions
GFLGCFPDIIGTHK[iTRAQ_Nterm]GFLGC[Cys_CAM]FPDIIGTHK[iTRAQ_K]3 498-‐511 9,07 617,334 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9725.9728.3Nuclei_fractions



O75380 VIACDGGGGALGHPK[iTRAQ_Nterm]VIAC[Cys_CAM]DGGGGALGHPK[iTRAQ_K]3 56-‐70 9,395 566,306 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4109.4112.3Nuclei_fractions
O75380 VIACDGGGGALGHPK[iTRAQ_Nterm]VIAC[Cys_CAM]DGGGGALGHPK[iTRAQ_K]3 56-‐70 8,85 566,307 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4089.4092.3Nuclei_fractions
O75380 VTHTGQVYDDKDYR[iTRAQ_Nterm]VTHTGQVYDDK[iTRAQ_K]DYR2 11-‐24 6,969 662,339 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3458.3461.3Nuclei_fractions
O75380 VTHTGQVYDDKDYR[iTRAQ_Nterm]VTHTGQVYDDK[iTRAQ_K]DYR2 11-‐24 5,037 497,006 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3463.3466.4Nuclei_fractions

P09669 AGIFQSVK [iTRAQ_Nterm]AGIFQSVK[iTRAQ_K]2 67-‐74 5,73 569,347 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6169.6172.2Nuclei_fractions
P09669 AGIFQSVK [iTRAQ_Nterm]AGIFQSVK[iTRAQ_K]2 67-‐74 5,339 569,349 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6220.6223.2Nuclei_fractions
P09669 AYADFYR [iTRAQ_Nterm]AYADFYR1 47-‐53 5,01 525,263 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5792.5795.2Nuclei_fractions
P09669 KAYADFYR[iTRAQ_Nterm]K[iTRAQ_K]AYADFYR2 46-‐53 5,56 441,244 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4987.4990.3Nuclei_fractions

Q9Y2D5_ISOFORM_3,Q9Y2D5_ISOFORM_5,Q9Y2D5_ISOFORM_4,Q9Y2D5_ISOFORM_2LWAEDGEFTSAR[iTRAQ_Nterm]LWAEDGEFTSAR1 430-‐441 6,667 763,375 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7559.7562.2Nuclei_fractions
Q9Y2D5_ISOFORM_3,Q9Y2D5_ISOFORM_5,Q9Y2D5_ISOFORM_4,Q9Y2D5_ISOFORM_2SPGALETPSAAGSQGNTASQGK[iTRAQ_Nterm]SPGALETPSAAGSQGNTASQGK[iTRAQ_K]2 393-‐414 9,631 768,733 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3847.3850.3Nuclei_fractions

Q13641 AGAFEHLPSLR[iTRAQ_Nterm]AGAFEHLPSLR1 104-‐114 5,116 447,918 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6944.6947.3Nuclei_fractions
Q13641 DVLAQLPSLR[iTRAQ_Nterm]DVLAQLPSLR1 197-‐206 5,332 628,38 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8741.8744.2Nuclei_fractions
Q13641 NLFLTGNQLAVLPAGAFAR[iTRAQ_Nterm]NLFLTGNQLAVLPAGAFAR1 64-‐82 5,843 706,405 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9940.9943.3Nuclei_fractions

P09525 GLGTDDNTLIR[iTRAQ_Nterm]GLGTDDNTLIR1 259-‐269 7,929 659,858 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5360.5363.2Nuclei_fractions
P09525 ISQTYQQQYGR[iTRAQ_Nterm]ISQTYQQQYGR1 123-‐133 8,353 758,387 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4085.4088.2Nuclei_fractions

P09661 KLDGFPLLR[iTRAQ_Nterm]K[iTRAQ_K]LDGFPLLR2 55-‐63 5,8 449,618 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8347.8350.3Nuclei_fractions
P09661 NAIANASTLAEVER[iTRAQ_Nterm]NAIANASTLAEVER1 205-‐218 10,394 801,935 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6525.6528.2Nuclei_fractions

Q6IAA8 KLLLDPSSPPTK[iTRAQ_Nterm]K[iTRAQ_K]LLLDPSSPPTK[iTRAQ_K]3 19-‐30 6,757 576,694 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5399.5402.3Nuclei_fractions
Q6IAA8 KLLLDPSSPPTK[iTRAQ_Nterm]K[iTRAQ_K]LLLDPSSPPTK[iTRAQ_K]3 19-‐30 5,684 576,693 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5350.5353.3Nuclei_fractions
Q6IAA8 LAVLSSSLTHWK[iTRAQ_Nterm]LAVLSSSLTHWK[iTRAQ_K]2 91-‐102 9,434 543,99 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9251.9254.3Nuclei_fractions

P62888 LVILANNCPALR[iTRAQ_Nterm]LVILANNC[Cys_CAM]PALR2 44-‐55 9,115 499,961 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7892.7895.3Nuclei_fractions
P62888 LVILANNCPALR[iTRAQ_Nterm]LVILANNC[Cys_CAM]PALR2 44-‐55 8,308 749,44 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7885.7888.2Nuclei_fractions
P62888 VCTLAIIDPGDSDIIR[iTRAQ_Nterm]VC[Cys_CAM]TLAIIDPGDSDIIR2 90-‐105 7,074 951,512 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9505.9508.2Nuclei_fractions
P62888 VCTLAIIDPGDSDIIR[iTRAQ_Nterm]VC[Cys_CAM]TLAIIDPGDSDIIR2 90-‐105 5,877 634,676 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9489.9492.3Nuclei_fractions

P07093_ISOFORM_2,P07093ASAATTAILIAR[iTRAQ_Nterm]ASAATTAILIAR1 335-‐346 10,852 651,898 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6470.6473.2Nuclei_fractions
P07093_ISOFORM_2,P07093LVLVNAVYFK[iTRAQ_Nterm]LVLVNAVYFK[iTRAQ_K]2 162-‐171 5,289 727,456 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10147.10150.2Nuclei_fractions

O75534 EAFGFIER [iTRAQ_Nterm]EAFGFIER1 164-‐171 4,938 556,798 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7755.7758.2Nuclei_fractions
O75534 IKVDFVIPK [iTRAQ_Nterm]IK[iTRAQ_K]VDFVIPK[iTRAQ_K]3 256-‐264 4,936 497,661 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7407.7410.3Nuclei_fractions
O75534 IKVDFVIPK [iTRAQ_Nterm]IK[iTRAQ_K]VDFVIPK[iTRAQ_K]3 256-‐264 4,775 497,661 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7442.7445.3Nuclei_fractions
O75534 VTLLEGDHVR[iTRAQ_Nterm]VTLLEGDHVR1 277-‐286 6,225 428,247 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5515.5518.3Nuclei_fractions

Q10713 GLDTVVALLADVVLQPR[iTRAQ_Nterm]GLDTVVALLADVVLQPR1 126-‐142 6,14 641,718 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13844.13847.3Nuclei_fractions
Q10713 LYLNVLNR[iTRAQ_Nterm]LYLNVLNR1 330-‐337 4,748 574,85 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8159.8162.2Nuclei_fractions
Q10713 YLSGIAHFLEK[iTRAQ_Nterm]YLSGIAHFLEK[iTRAQ_K]2 71-‐81 5,187 522,635 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9907.9910.3Nuclei_fractions

Q92598_ISOFORM_3,Q92598FICEQDHQNFLR[iTRAQ_Nterm]FIC[Cys_CAM]EQDHQNFLR2 612-‐623 4,759 584,286 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6487.6490.3Nuclei_fractions
Q92598_ISOFORM_3,Q92598GCALQCAILSPAFK[iTRAQ_Nterm]GC[Cys_CAM]ALQC[Cys_CAM]AILSPAFK[iTRAQ_K]4 375-‐388 5,293 608,664 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8956.8959.3Nuclei_fractions
Q92598_ISOFORM_3,Q92598IEVPLYSLLEQTHLK[iTRAQ_Nterm]IEVPLYSLLEQTHLK[iTRAQ_K]2 317-‐331 6,013 691,073 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10941.10944.3Nuclei_fractions

O00231 EASIDILHSIVK[iTRAQ_Nterm]EASIDILHSIVK[iTRAQ_K]2 20-‐31 5,419 538,324 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8405.8408.3Nuclei_fractions
O00231 EASIDILHSIVKR[iTRAQ_Nterm]EASIDILHSIVK[iTRAQ_K]R2 20-‐32 5,448 443,019 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7575.7578.4Nuclei_fractions
O00231 YQEALHLGSQLLR[iTRAQ_Nterm]YQEALHLGSQLLR1 142-‐154 5,165 557,982 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8667.8670.3Nuclei_fractions



P30049 AQAELVGTADEATR[iTRAQ_Nterm]AQAELVGTADEATR1 115-‐128 10,771 788,409 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4897.4900.2Nuclei_fractions
P30049 AQAELVGTADEATR[iTRAQ_Nterm]AQAELVGTADEATR1 115-‐128 7,554 525,942 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4912.4915.3Nuclei_fractions
P30049 IEANEALVK[iTRAQ_Nterm]IEANEALVK[iTRAQ_K]2 135-‐143 5,246 637,884 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5174.5177.2Nuclei_fractions
P30049 IEANEALVK[iTRAQ_Nterm]IEANEALVK[iTRAQ_K]2 135-‐143 4,773 425,592 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5194.5197.3Nuclei_fractions
P30049 IEANEALVK[iTRAQ_Nterm]IEANEALVK[iTRAQ_K]2 135-‐143 4,728 425,592 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5207.5210.3Nuclei_fractions

P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 10,462 918,031 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8886.8889.2Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 10,016 918,033 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8741.8744.2Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 9,182 612,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8906.8909.3Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 8,81 612,357 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8746.8749.3Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 8,76 612,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8859.8862.3Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 8,313 612,356 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8733.8736.3Nuclei_fractions
P62913_ISOFORM_2,P62913VLEQLTGQTPVFSK[iTRAQ_Nterm]VLEQLTGQTPVFSK[iTRAQ_K]2 38-‐51 7,843 612,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8942.8945.3Nuclei_fractions
P62913_ISOFORM_2,P62913YDGIILPGK [iTRAQ_Nterm]YDGIILPGK[iTRAQ_K]2 169-‐177 5,409 632,382 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7243.7246.2Nuclei_fractions

Q15437 AVLNPLCQVDYR[iTRAQ_Nterm]AVLNPLC[Cys_CAM]QVDYR2 68-‐79 8,354 796,425 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7845.7848.2Nuclei_fractions
Q15437 FSWNVWPSSR[iTRAQ_Nterm]FSWNVWPSSR1 19-‐28 7,486 705,359 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9139.9142.2Nuclei_fractions

P30455_CHAIN_0,P30443,P30455FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 9,324 887,469 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9469.9472.2Nuclei_fractions
P30455_CHAIN_0,P30443,P30455FIAVGYVDDTQFVR[iTRAQ_Nterm]FIAVGYVDDTQFVR1 22-‐35 8,367 591,981 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9490.9493.3Nuclei_fractions
P30455_CHAIN_0,P30443,P30455KWEAVHAAEQR[iTRAQ_Nterm]K[iTRAQ_K]WEAVHAAEQR2 146-‐156 6,486 403,976 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3766.3769.4Nuclei_fractions
P30455_CHAIN_0,P30443,P30455KWEAVHAAEQR[iTRAQ_Nterm]K[iTRAQ_K]WEAVHAAEQR2 146-‐156 5,75 403,976 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3752.3755.4Nuclei_fractions
P30455_CHAIN_0,P30443,P30455KWEAVHAAEQR[iTRAQ_Nterm]K[iTRAQ_K]WEAVHAAEQR2 146-‐156 5,655 403,976 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3739.3742.4Nuclei_fractions

GVFVQSVLPYFVATK[iTRAQ_Nterm]GVFVQSVLPYFVATK[iTRAQ_K]2 224-‐238 5,75 648,382 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11168.11171.3Nuclei_fractions
TFVDFFSQCLHEEYR[iTRAQ_Nterm]TFVDFFSQC[Cys_CAM]LHEEYR2 207-‐221 10,057 708 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11382.11385.3Nuclei_fractions
TFVDFFSQCLHEEYR[iTRAQ_Nterm]TFVDFFSQC[Cys_CAM]LHEEYR2 207-‐221 9,159 707,999 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11361.11364.3Nuclei_fractions

GSLITSLLR[iTRAQ_Nterm]GSLITSLLR1 259-‐267 10,433 552,349 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9172.9175.2Nuclei_fractions
VAASALNR[iTRAQ_Nterm]VAASALNR1 34-‐41 5,31 473,278 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7228.7231.2Nuclei_fractions

ILGGVISAISEAAAQYNPEPPPPR[iTRAQ_Nterm]ILGGVISAISEAAAQYNPEPPPPR1 61-‐84 10,932 864,47 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12788.12791.3Nuclei_fractions
ILGGVISAISEAAAQYNPEPPPPR[iTRAQ_Nterm]ILGGVISAISEAAAQYNPEPPPPR1 61-‐84 7,641 648,605 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12781.12784.4Nuclei_fractions
YLWNNIKR [iTRAQ_Nterm]YLWNNIK[iTRAQ_K]R2 166-‐173 4,809 465,61 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6575.6578.3Nuclei_fractions

LPFAAAQIGNSFR[iTRAQ_Nterm]LPFAAAQIGNSFR1 319-‐331 7,538 768,429 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8998.9001.2Nuclei_fractions
TFFSFPAVVAPFK[iTRAQ_Nterm]TFFSFPAVVAPFK[iTRAQ_K]2 603-‐615 8,195 873,501 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11520.11523.2Nuclei_fractions

Q8IVL6 AYAAGAWAPAVALLR[iTRAQ_Nterm]AYAAGAWAPAVALLR1 27-‐41 9,632 822,971 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9754.9757.2Nuclei_fractions
Q8IVL6 LLLEVSER [iTRAQ_Nterm]LLLEVSER1 514-‐521 6,074 551,834 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7638.7641.2Nuclei_fractions

P02533 APSTYGGGLSVSSSR[iTRAQ_Nterm]APSTYGGGLSVSSSR1 41-‐55 9,173 785,406 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4560.4563.2Nuclei_fractions
P02533 APSTYGGGLSVSSSR[iTRAQ_Nterm]APSTYGGGLSVSSSR1 41-‐55 7,99 523,938 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4602.4605.3Nuclei_fractions
P02533 APSTYGGGLSVSSSR[iTRAQ_Nterm]APSTYGGGLSVSSSR1 41-‐55 6,838 523,939 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4561.4564.3Nuclei_fractions
P02533 LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 125-‐133 6,521 451,61 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7193.7196.3Nuclei_fractions
P02533 LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 125-‐133 5,626 676,913 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7213.7216.2Nuclei_fractions

Q8N4C6_ISOFORM_4,Q8N4C6_ISOFORM_8,Q8N4C6_ISOFORM_2,Q8N4C6,Q8N4C6_ISOFORM_5,Q8N4C6_ISOFORM_3,Q8N4C6_ISOFORM_7LGTLNGSQEEMQK[iTRAQ_Nterm]LGTLNGS[PHOS]QEEMQK[iTRAQ_K]3 831-‐843 5,2 601,636 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6565.6568.3Nuclei_fractions
Q8N4C6_ISOFORM_4,Q8N4C6_ISOFORM_8,Q8N4C6_ISOFORM_2,Q8N4C6,Q8N4C6_ISOFORM_5,Q8N4C6_ISOFORM_3,Q8N4C6_ISOFORM_7LQQENSILR[iTRAQ_Nterm]LQQENSILR1 806-‐814 5,74 622,859 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5058.5061.2Nuclei_fractions
Q8N4C6_ISOFORM_4,Q8N4C6_ISOFORM_8,Q8N4C6_ISOFORM_2,Q8N4C6,Q8N4C6_ISOFORM_5,Q8N4C6_ISOFORM_3,Q8N4C6_ISOFORM_7LQTMVQNTK[iTRAQ_Nterm]LQTM[Oxidation_M]VQNTK[iTRAQ_K]3 1145-‐1153 4,735 456,269 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12398.12401.3Nuclei_fractions



Q96I24 RPLDDGVGNQLGALVHQR[iTRAQ_Nterm]RPLDDGVGNQLGALVHQR1 57-‐74 5,704 523,041 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6959.6962.4Nuclei_fractions
Q96I24 SINQQSGAHVELQR[iTRAQ_Nterm]SINQQSGAHVELQR1 378-‐391 9,905 570,972 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3676.3679.3Nuclei_fractions

ISLISEK [iTRAQ_Nterm]ISLISEK[iTRAQ_K]2 93-‐99 5,504 539,342 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6064.6067.2Nuclei_fractions
VENQYQLLK[iTRAQ_Nterm]VENQYQLLK[iTRAQ_K]2 72-‐80 5,097 711,915 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5955.5958.2Nuclei_fractions
VSQDLIETEKK[iTRAQ_Nterm]VSQDLIETEK[iTRAQ_K]K[iTRAQ_K]3 286-‐296 4,97 574,673 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4704.4707.3Nuclei_fractions

Q00688 ARLEIEPEWAYGK[iTRAQ_Nterm]ARLEIEPEWAYGK[iTRAQ_K]2 187-‐199 4,886 617,342 2012_02_21_FRF_OT_70_ANF_TMT_N_03.7586.7589.3Nuclei_fractions
Q00688 AWTVEQLR[iTRAQ_Nterm]AWTVEQLR1 8-‐15 4,836 573,824 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6911.6914.2Nuclei_fractions
Q00688 FLQEHGSDSFLAEHK[iTRAQ_Nterm]FLQEHGSDSFLAEHK[iTRAQ_K]2 27-‐41 5,848 509,015 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6263.6266.4Nuclei_fractions

FLAVGLVDNTVR[iTRAQ_Nterm]FLAVGLVDNTVR1 604-‐615 6,538 724,426 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9440.9443.2Nuclei_fractions
LGAVFNQVAFPLQYTPR[iTRAQ_Nterm]LGAVFNQVAFPLQYTPR1 770-‐786 9,016 689,052 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9919.9922.3Nuclei_fractions

Q16630,Q16630_ISOFORM_2AVSDASAGDYGSAIETLVTAISLIK[iTRAQ_Nterm]AVSDASAGDYGSAIETLVTAISLIK[iTRAQ_K]2 359-‐383 7,064 914,172 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13661.13664.3Nuclei_fractions
Q16630,Q16630_ISOFORM_2AVSDASAGDYGSAIETLVTAISLIK[iTRAQ_Nterm]AVSDASAGDYGSAIETLVTAISLIK[iTRAQ_K]2 359-‐383 6,192 685,879 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13662.13665.4Nuclei_fractions
Q16630,Q16630_ISOFORM_2VLISSLQDCLHGIESK[iTRAQ_Nterm]VLISSLQDC[Cys_CAM]LHGIESK[iTRAQ_K]3 395-‐410 8,466 696,388 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9635.9638.3Nuclei_fractions

P49748_ISOFORM_2,P49748AGLGSGLSLSGLVHPELSR[iTRAQ_Nterm]AGLGSGLSLSGLVHPELSR1 473-‐491 10,242 665,379 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9044.9047.3Nuclei_fractions
P49748_ISOFORM_2,P49748GILLFGTK [iTRAQ_Nterm]GILLFGTK[iTRAQ_K]2 148-‐155 5,276 568,868 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9068.9071.2Nuclei_fractions

Q9BUJ2_ISOFORM_4,Q9BUJ2_ISOFORM_2,Q9BUJ2AEPYCSVLPGFTFIQHLPLSER[iTRAQ_Nterm]AEPYC[Cys_CAM]SVLPGFTFIQHLPLSER2 273-‐294 9,04 902,467 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11137.11140.3Nuclei_fractions
Q9BUJ2_ISOFORM_4,Q9BUJ2_ISOFORM_2,Q9BUJ2EALGGQALYPHVLVK[iTRAQ_Nterm]EALGGQALYPHVLVK[iTRAQ_K]2 247-‐261 6,452 628,373 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7394.7397.3Nuclei_fractions

P15313 IPIFSAAGLPHNEIAAQICR[iTRAQ_Nterm]IPIFSAAGLPHNEIAAQIC[Cys_CAM]R2 189-‐208 7,658 774,756 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9388.9391.3Nuclei_fractions
P15313 QIYPPINVLPSLSR[iTRAQ_Nterm]QIYPPINVLPSLSR1 387-‐400 7,795 871,011 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9144.9147.2Nuclei_fractions
P15313 QIYPPINVLPSLSR[iTRAQ_Nterm]QIYPPINVLPSLSR1 387-‐400 7,356 581,008 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9138.9141.3Nuclei_fractions

Q969X5 LSFGDTLQVQNIHGAFNALGGADR[iTRAQ_Nterm]LSFGDTLQVQNIHGAFNALGGADR1 61-‐84 8,285 882,454 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9764.9767.3Nuclei_fractions
Q969X5 LTSNPLASHDYILK[iTRAQ_Nterm]LTSNPLASHDYILK[iTRAQ_K]2 85-‐98 7,15 620,687 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7546.7549.3Nuclei_fractions

P08779 APSTYGGGLSVSSR[iTRAQ_Nterm]APSTYGGGLSVSSR1 41-‐54 8,887 741,887 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4645.4648.2Nuclei_fractions
P08779 LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 127-‐135 6,521 451,61 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7193.7196.3Nuclei_fractions
P08779 LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 127-‐135 5,626 676,913 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7213.7216.2Nuclei_fractions

Q9UQ80 AAHLCAEAALR[iTRAQ_Nterm]AAHLC[Cys_CAM]AEAALR2 144-‐154 6,973 663,859 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4328.4331.2Nuclei_fractions
Q9UQ80 LVKPGNQNTQVTEAWNK[iTRAQ_Nterm]LVK[iTRAQ_K]PGNQNTQVTEAWNK[iTRAQ_K]3 155-‐171 8,325 787,109 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5358.5361.3Nuclei_fractions
Q9UQ80 LVKPGNQNTQVTEAWNK[iTRAQ_Nterm]LVK[iTRAQ_K]PGNQNTQVTEAWNK[iTRAQ_K]3 155-‐171 6,929 787,109 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5406.5409.3Nuclei_fractions

NNLCPSGSNIISNLFK[iTRAQ_Nterm]NNLC[Cys_CAM]PSGSNIISNLFK[iTRAQ_K]3 172-‐187 10,143 1033,551 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10462.10465.2Nuclei_fractions
NNLCPSGSNIISNLFK[iTRAQ_Nterm]NNLC[Cys_CAM]PSGSNIISNLFK[iTRAQ_K]3 172-‐187 8,252 689,372 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10434.10437.3Nuclei_fractions
TFHETLDCCGSSTLTALTTSVLK[iTRAQ_Nterm]TFHETLDC[Cys_CAM]C[Cys_CAM]GSSTLTALTTSVLK[iTRAQ_K]4 149-‐171 5,144 944,152 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9632.9635.3Nuclei_fractions

FNFLNPNDPYHAYYR[iTRAQ_Nterm]FNFLNPNDPYHAYYR1 81-‐95 5,788 692,336 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8752.8755.3Nuclei_fractions
VMQQQQQTTQQQLPQK[iTRAQ_Nterm]VM[Oxidation_M]QQQQQTTQQQLPQK[iTRAQ_K]3 116-‐131 9,476 749,403 2012_02_21_FRF_OT_78_ANF_TMT_N_10.3665.3668.3Nuclei_fractions

Q9Y230 AVLIAGQPGTGK[iTRAQ_Nterm]AVLIAGQPGTGK[iTRAQ_K]2 71-‐82 6,2 700,43 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4897.4900.2Nuclei_fractions
Q9Y230 YAIQLITAASLVCR[iTRAQ_Nterm]YAIQLITAASLVC[Cys_CAM]R2 400-‐413 9,033 861,988 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9893.9896.2Nuclei_fractions

P62826 LVLVGDGGTGK[iTRAQ_Nterm]LVLVGDGGTGK[iTRAQ_K]2 12-‐22 8,017 652,397 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5828.5831.2Nuclei_fractions
P62826 NLQYYDISAK[iTRAQ_Nterm]NLQYYDISAK[iTRAQ_K]2 142-‐151 7,213 751,91 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6214.6217.2Nuclei_fractions
P62826 NLQYYDISAK[iTRAQ_Nterm]NLQYYDISAK[iTRAQ_K]2 142-‐151 5,343 501,609 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6207.6210.3Nuclei_fractions



P09874 KPPLLNNADSVQAK[iTRAQ_Nterm]K[iTRAQ_K]PPLLNNADSVQAK[iTRAQ_K]3 747-‐760 5,482 643,05 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4825.4828.3Nuclei_fractions
P09874 TTNFAGILSQGLR[iTRAQ_Nterm]TTNFAGILSQGLR1 865-‐877 9,738 761,429 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8985.8988.2Nuclei_fractions
P09874 TTNFAGILSQGLR[iTRAQ_Nterm]TTNFAGILSQGLR1 865-‐877 8,253 507,956 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9011.9014.3Nuclei_fractions

DFYPAIADLFAESLQCK[iTRAQ_Nterm]DFYPAIADLFAESLQC[Cys_CAM]K[iTRAQ_K]3 256-‐272 7,407 759,388 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13228.13231.3Nuclei_fractions
TLPAFQVPYPPR[iTRAQ_Nterm]TLPAFQVPYPPR1 122-‐133 7,794 765,435 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8327.8330.2Nuclei_fractions
TLPAFQVPYPPR[iTRAQ_Nterm]TLPAFQVPYPPR1 122-‐133 7,439 765,436 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8509.8512.2Nuclei_fractions

P62917 ASGNYATVISHNPETK[iTRAQ_Nterm]ASGNYATVISHNPETK[iTRAQ_K]2 128-‐143 9,685 659,681 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4599.4602.3Nuclei_fractions
P62917 ASGNYATVISHNPETK[iTRAQ_Nterm]ASGNYATVISHNPETK[iTRAQ_K]2 128-‐143 6,457 495,013 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4648.4651.4Nuclei_fractions
P62917 ASGNYATVISHNPETK[iTRAQ_Nterm]ASGNYATVISHNPETK[iTRAQ_K]2 128-‐143 5,903 495,013 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4628.4631.4Nuclei_fractions
P62917 ASGNYATVISHNPETKK[iTRAQ_Nterm]ASGNYATVISHNPETK[iTRAQ_K]K[iTRAQ_K]3 128-‐144 5,432 563,061 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4281.4284.4Nuclei_fractions

P20674 LNDFASTVR[iTRAQ_Nterm]LNDFASTVR1 58-‐66 5,114 583,819 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6057.6060.2Nuclei_fractions
P20674 RLNDFASTVR[iTRAQ_Nterm]RLNDFASTVR1 57-‐66 9,927 661,87 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4798.4801.2Nuclei_fractions
P20674 RLNDFASTVR[iTRAQ_Nterm]RLNDFASTVR1 57-‐66 8,362 441,583 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4777.4780.3Nuclei_fractions

P24534 LVPVGYGIK[iTRAQ_Nterm]LVPVGYGIK[iTRAQ_K]2 176-‐184 5,443 617,394 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7471.7474.2Nuclei_fractions
P24534 SIQADGLVWGSSK[iTRAQ_Nterm]SIQADGLVWGSSK[iTRAQ_K]2 163-‐175 9,577 818,454 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7364.7367.2Nuclei_fractions
P24534 SIQADGLVWGSSK[iTRAQ_Nterm]SIQADGLVWGSSK[iTRAQ_K]2 163-‐175 9,364 818,455 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7249.7252.2Nuclei_fractions
P24534 SIQADGLVWGSSK[iTRAQ_Nterm]SIQADGLVWGSSK[iTRAQ_K]2 163-‐175 6,458 545,971 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7284.7287.3Nuclei_fractions

Q93008 KLPPVLAIQLK[iTRAQ_Nterm]K[iTRAQ_K]LPPVLAIQLK[iTRAQ_K]3 1788-‐1798 5,108 551,378 2012_02_21_FRF_OT_79_ANF_TMT_N_11.7329.7332.3Nuclei_fractions
Q93008 LYSVVSQLIR[iTRAQ_Nterm]LYSVVSQLIR1 2228-‐2237 9,889 661,403 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9783.9786.2Nuclei_fractions

Q14019 FALITWIGENVSGLQR[iTRAQ_Nterm]FALITWIGENVSGLQR1 75-‐90 9,334 974,547 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12353.12356.2Nuclei_fractions
Q14019 FALITWIGENVSGLQR[iTRAQ_Nterm]FALITWIGENVSGLQR1 75-‐90 7,592 650,032 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12346.12349.3Nuclei_fractions
Q14019 LFAFVR [iTRAQ_Nterm]LFAFVR1 57-‐62 5,648 448,777 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8794.8797.2Nuclei_fractions

O76094 EALNVINTHTK[iTRAQ_Nterm]EALNVINTHTK[iTRAQ_K]2 62-‐72 7,659 509,964 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4782.4785.3Nuclei_fractions
O76094 KTNLSAVVAAQSNWEK[iTRAQ_Nterm]K[iTRAQ_K]TNLSAVVAAQSNWEK[iTRAQ_K]3 147-‐162 7,217 726,746 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6492.6495.3Nuclei_fractions

Q13423 GITHIGYTDLPSR[iTRAQ_Nterm]GITHIGYTDLPSR1 324-‐336 7,111 525,288 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5908.5911.3Nuclei_fractions
Q13423 ILIVGGGVAGLASAGAAK[iTRAQ_Nterm]ILIVGGGVAGLASAGAAK[iTRAQ_K]2 187-‐204 7,726 605,044 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9118.9121.3Nuclei_fractions

P47813_CHAIN_0,O14602,P47813KVWINTSDIILVGLR[iTRAQ_Nterm]K[iTRAQ_K]VWINTSDIILVGLR2 67-‐81 6,333 672,416 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10525.10528.3Nuclei_fractions
P47813_CHAIN_0,O14602,P47813VWINTSDIILVGLR[iTRAQ_Nterm]VWINTSDIILVGLR1 68-‐81 8,502 872,021 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11751.11754.2Nuclei_fractions

P46063 LIYVTPEK [iTRAQ_Nterm]LIYVTPEK[iTRAQ_K]2 185-‐192 4,757 625,884 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6451.6454.2Nuclei_fractions
P46063 QFPNASLIGLTATATNHVLTDAQK[iTRAQ_Nterm]QFPNASLIGLTATATNHVLTDAQK[iTRAQ_K]2 243-‐266 10,077 933,846 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9970.9973.3Nuclei_fractions
P46063 QFPNASLIGLTATATNHVLTDAQK[iTRAQ_Nterm]QFPNASLIGLTATATNHVLTDAQK[iTRAQ_K]2 243-‐266 4,774 700,637 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9990.9993.4Nuclei_fractions

P54136 LQEVFGHAIK[iTRAQ_Nterm]LQEVFGHAIK[iTRAQ_K]2 8-‐17 5,191 477,286 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7128.7131.3Nuclei_fractions
P54136 VEIAGPGFINVHLR[iTRAQ_Nterm]VEIAGPGFINVHLR1 82-‐95 9,627 555,991 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8505.8508.3Nuclei_fractions

DIEAQTQKPEPPESAEK[iTRAQ_Nterm]DIEAQTQK[iTRAQ_K]PEPPESAEK[iTRAQ_K]3 348-‐364 7,683 777,084 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3786.3789.3Nuclei_fractions
EAQGNSSAGVEAAEQRPVEDGER[iTRAQ_Nterm]EAQGNSSAGVEAAEQRPVEDGER1 302-‐324 7,115 844,07 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3644.3647.3Nuclei_fractions

ANVELDHATLVR[iTRAQ_Nterm]ANVELDHATLVR1 132-‐143 7,374 494,612 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5130.5133.3Nuclei_fractions
LQQQLTQAQETLK[iTRAQ_Nterm]LQQQLTQAQETLK[iTRAQ_K]2 428-‐440 7,421 606,354 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6983.6986.3Nuclei_fractions



O94874_ISOFORM_2,O94874IISGHIDLDNR[iTRAQ_Nterm]IISGHIDLDNR1 164-‐174 5,543 466,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5921.5924.3Nuclei_fractions
O94874_ISOFORM_2,O94874TYDLPGNFLTQALTQR[iTRAQ_Nterm]TYDLPGNFLTQALTQR1 145-‐160 9,163 661,357 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11301.11304.3Nuclei_fractions

AIGSASEGAQSSLQEVYHK[iTRAQ_Nterm]AIGSASEGAQSSLQEVYHK[iTRAQ_K]2 169-‐187 8,547 750,725 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5703.5706.3Nuclei_fractions
AIGSASEGAQSSLQEVYHK[iTRAQ_Nterm]AIGSASEGAQSSLQEVYHK[iTRAQ_K]2 169-‐187 8,31 750,726 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5717.5720.3Nuclei_fractions
LFQVEYAIEAIK[iTRAQ_Nterm]LFQVEYAIEAIK[iTRAQ_K]2 21-‐32 6,156 571,334 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11570.11573.3Nuclei_fractions
LFQVEYAIEAIK[iTRAQ_Nterm]LFQVEYAIEAIK[iTRAQ_K]2 21-‐32 5,07 571,336 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11592.11595.3Nuclei_fractions

FSPAGPILSIR[iTRAQ_Nterm]FSPAGPILSIR1 31-‐41 8,653 651,39 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8200.8203.2Nuclei_fractions
FSPAGPILSIR[iTRAQ_Nterm]FSPAGPILSIR1 31-‐41 5,025 434,596 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8236.8239.3Nuclei_fractions
SGVGNIFIK [iTRAQ_Nterm]SGVGNIFIK[iTRAQ_K]2 96-‐104 6,042 611,874 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7205.7208.2Nuclei_fractions
SGVGNIFIK [iTRAQ_Nterm]SGVGNIFIK[iTRAQ_K]2 96-‐104 4,872 408,252 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7235.7238.3Nuclei_fractions

LDQWLTTMLLR[iTRAQ_Nterm]LDQWLTTM[Oxidation_M]LLR2 272-‐282 5,732 775,434 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10821.10824.2Nuclei_fractions
NSQSFFSGLFGGSSK[iTRAQ_Nterm]NSQSFFSGLFGGSSK[iTRAQ_K]2 23-‐37 8,691 613,316 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10412.10415.3Nuclei_fractions

P11177_ISOFORM_2,P11177TYYMSGGLQPVPIVFR[iTRAQ_Nterm]TYYM[Oxidation_M]SGGLQPVPIVFR2 100-‐115 7,814 994,527 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8858.8861.2Nuclei_fractions
P11177_ISOFORM_2,P11177TYYMSGGLQPVPIVFR[iTRAQ_Nterm]TYYM[Oxidation_M]SGGLQPVPIVFR2 100-‐115 7,353 663,358 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8843.8846.3Nuclei_fractions
P11177_ISOFORM_2,P11177VFLLGEEVAQYDGAYK[iTRAQ_Nterm]VFLLGEEVAQYDGAYK[iTRAQ_K]2 23-‐38 6,6 697,375 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10653.10656.3Nuclei_fractions

Q16795 FGPIPLGSLGWK[iTRAQ_Nterm]FGPIPLGSLGWK[iTRAQ_K]2 188-‐199 7,315 780,468 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10587.10590.2Nuclei_fractions
Q16795 VFEISPFEPWITR[iTRAQ_Nterm]VFEISPFEPWITR1 269-‐281 7,097 882,978 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12151.12154.2Nuclei_fractions

Q9Y3B3 KQYDSFTFTASK[iTRAQ_Nterm]K[iTRAQ_K]QYDSFTFTASK[iTRAQ_K]3 57-‐68 6,328 619,002 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5785.5788.3Nuclei_fractions
Q9Y3B3 SVIDYQTHFR[iTRAQ_Nterm]SVIDYQTHFR1 126-‐135 8,075 705,37 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5630.5633.2Nuclei_fractions
Q9Y3B3 SVIDYQTHFR[iTRAQ_Nterm]SVIDYQTHFR1 126-‐135 6,564 470,581 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5614.5617.3Nuclei_fractions

P09622 EANLAASFGK[iTRAQ_Nterm]EANLAASFGK[iTRAQ_K]2 461-‐470 6,667 648,366 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5947.5950.2Nuclei_fractions
P09622 EANLAASFGK[iTRAQ_Nterm]EANLAASFGK[iTRAQ_K]2 461-‐470 6,328 432,579 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5948.5951.3Nuclei_fractions
P09622 IPNIYAIGDVVAGPMLAHK[iTRAQ_Nterm]IPNIYAIGDVVAGPM[Oxidation_M]LAHK[iTRAQ_K]3 312-‐330 7,737 761,763 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9662.9665.3Nuclei_fractions

P04181_CHAIN_0,P04181IVFAAGNFWGR[iTRAQ_Nterm]IVFAAGNFWGR1 135-‐145 9,13 691,379 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9480.9483.2Nuclei_fractions
P04181_CHAIN_0,P04181LPSDVVTAVR[iTRAQ_Nterm]LPSDVVTAVR1 328-‐337 5,273 600,857 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6445.6448.2Nuclei_fractions

ALLNHLDVGVGR[iTRAQ_Nterm]ALLNHLDVGVGR1 34-‐45 5,882 469,945 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6833.6836.3Nuclei_fractions
SSLGAPAISAASFLQDLIHR[iTRAQ_Nterm]SSLGAPAISAASFLQDLIHR1 1-‐20 8,505 733,411 2012_02_21_FRF_OT_77_ANF_TMT_N_09.10076.10077.3Nuclei_fractions

O75131 DIVQFVPFR[iTRAQ_Nterm]DIVQFVPFR1 484-‐492 6,495 632,864 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9609.9612.2Nuclei_fractions
O75131 DIVQFVPFR[iTRAQ_Nterm]DIVQFVPFR1 484-‐492 5,286 632,862 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9769.9772.2Nuclei_fractions
O75131 DIVQFVPFR[iTRAQ_Nterm]DIVQFVPFR1 484-‐492 4,788 632,864 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9915.9918.2Nuclei_fractions
O75131 LYGPTNFSPIINHVAR[iTRAQ_Nterm]LYGPTNFSPIINHVAR1 390-‐405 7,881 648,36 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8060.8063.3Nuclei_fractions

O14776 LIVAYVDDLDRR[iTRAQ_Nterm]LIVAYVDDLDRR1 1049-‐1060 8,286 531,303 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9513.9516.3Nuclei_fractions
O14776 VFFYNPTTR[iTRAQ_Nterm]VFFYNPTTR1 523-‐531 6,084 644,845 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7681.7684.2Nuclei_fractions

GFGFITFTNPEHASVAMR[iTRAQ_Nterm]GFGFITFTNPEHASVAM[Oxidation_M]R2 48-‐65 8,215 714,691 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8919.8922.3Nuclei_fractions
YYDSRPGGYGYGYGR[iTRAQ_Nterm]YYDSRPGGYGYGYGR1 117-‐131 6,139 625,624 2012_02_21_FRF_OT_79_ANF_TMT_N_11.5030.5033.3Nuclei_fractions

P18621 EQIVPKPEEEVAQK[iTRAQ_Nterm]EQIVPK[iTRAQ_K]PEEEVAQK[iTRAQ_K]3 153-‐166 5,516 686,061 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4691.4694.3Nuclei_fractions
P18621 GLDVDSLVIEHIQVNK[iTRAQ_Nterm]GLDVDSLVIEHIQVNK[iTRAQ_K]2 105-‐120 8,83 689,73 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9310.9313.3Nuclei_fractions
P18621 GLDVDSLVIEHIQVNK[iTRAQ_Nterm]GLDVDSLVIEHIQVNK[iTRAQ_K]2 105-‐120 7,813 689,729 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9358.9361.3Nuclei_fractions



Q08431_ISOFORM_3,Q08431_CHAIN_0,Q08431LYPTSCHTACTLR[iTRAQ_Nterm]LYPTSC[Cys_CAM]HTAC[Cys_CAM]TLR3 132-‐144 7,177 575,284 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4477.4480.3Nuclei_fractions
Q08431_ISOFORM_3,Q08431_CHAIN_0,Q08431VTFLGLQHWVPELAR[iTRAQ_Nterm]VTFLGLQHWVPELAR1 18-‐32 7,141 637,361 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10442.10445.3Nuclei_fractions

ESETTTSLVLER[iTRAQ_Nterm]ESETTTSLVLER1 1-‐12 8,307 754,901 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5375.5378.2Nuclei_fractions
QATTIIADNIIFLSDQTK[iTRAQ_Nterm]QATTIIADNIIFLSDQTK[iTRAQ_K]2 112-‐129 6,004 760,764 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11485.11488.3Nuclei_fractions
QATTIIADNIIFLSDQTK[iTRAQ_Nterm]QATTIIADNIIFLSDQTK[iTRAQ_K]2 112-‐129 5,322 760,763 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11457.11460.3Nuclei_fractions

Q16881_ISOFORM_2,Q16881_ISOFORM_4,Q16881_ISOFORM_3,Q16881_ISOFORM_6,Q16881KIGLETVGVK[iTRAQ_Nterm]K[iTRAQ_K]IGLETVGVK[iTRAQ_K]3 299-‐308 5,096 492,654 2012_02_21_FRF_OT_77_ANF_TMT_N_09.5301.5304.3Nuclei_fractions
Q16881_ISOFORM_2,Q16881_ISOFORM_4,Q16881_ISOFORM_3,Q16881_ISOFORM_6,Q16881VVGFHVLGPNAGEVTQGFAAALK[iTRAQ_Nterm]VVGFHVLGPNAGEVTQGFAAALK[iTRAQ_K]2 435-‐457 9,188 857,482 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9752.9755.3Nuclei_fractions

P24752 LNVTPLAR[iTRAQ_Nterm]LNVTPLAR1 271-‐278 6,333 514,323 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5709.5712.2Nuclei_fractions
P24752 TPIGSFLGSLSLLPATK[iTRAQ_Nterm]TPIGSFLGSLSLLPATK[iTRAQ_K]2 17-‐33 7,926 995,586 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11851.11854.2Nuclei_fractions
P24752 TPIGSFLGSLSLLPATK[iTRAQ_Nterm]TPIGSFLGSLSLLPATK[iTRAQ_K]2 17-‐33 5,174 664,068 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11837.11838.3Nuclei_fractions

Q14676_ISOFORM_3,Q14676_ISOFORM_2,Q14676AVLALGGSLAGSAAEASHLVTDR[iTRAQ_Nterm]AVLALGGSLAGSAAEASHLVTDR1 885-‐907 9,153 770,756 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10149.10152.3Nuclei_fractions
Q14676_ISOFORM_3,Q14676_ISOFORM_2,Q14676VGLPLLSPEFLLTGVLK[iTRAQ_Nterm]VGLPLLSPEFLLTGVLK[iTRAQ_K]2 1032-‐1048 5,1 695,443 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12647.12648.3Nuclei_fractions

AIIKPQYVDQIPK[iTRAQ_Nterm]AIIK[iTRAQ_K]PQYVDQIPK[iTRAQ_K]3 166-‐178 6,053 649,066 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6127.6130.3Nuclei_fractions
AIIKPQYVDQIPK[iTRAQ_Nterm]AIIK[iTRAQ_K]PQYVDQIPK[iTRAQ_K]3 166-‐178 5,855 649,068 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6176.6179.3Nuclei_fractions
TQAIVCQQLDLTHLK[iTRAQ_Nterm]TQAIVC[Cys_CAM]QQLDLTHLK[iTRAQ_K]3 196-‐210 8,185 686,055 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7541.7544.3Nuclei_fractions

Q6UVK1 ALLHVWAGGPWPQGATLR[iTRAQ_Nterm]ALLHVWAGGPWPQGATLR1 2016-‐2033 8,989 692,055 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8977.8980.3Nuclei_fractions
Q6UVK1 ITVAALDASNLLASVPSPQR[iTRAQ_Nterm]ITVAALDASNLLASVPSPQR1 1694-‐1713 5,22 723,081 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10763.10766.3Nuclei_fractions

P08574 GLLSSLDHTSIR[iTRAQ_Nterm]GLLSSLDHTSIR1 16-‐27 7,756 481,609 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7504.7507.3Nuclei_fractions
P08574 LFDYFPKPYPNSEAAR[iTRAQ_Nterm]LFDYFPK[iTRAQ_K]PYPNSEAAR2 87-‐102 6,449 735,054 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8950.8953.3Nuclei_fractions

P59190 IQIWDTAGQER[iTRAQ_Nterm]IQIWDTAGQER1 59-‐69 7,713 730,884 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7172.7175.2Nuclei_fractions
P59190 LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 6,471 680,428 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8287.8290.2Nuclei_fractions
P59190 LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,985 680,427 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8236.8239.2Nuclei_fractions
P59190 LLLIGDSGVGK[iTRAQ_Nterm]LLLIGDSGVGK[iTRAQ_K]2 11-‐21 5,355 453,953 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8237.8240.3Nuclei_fractions

APVPGTPDSLSSGSSR[iTRAQ_Nterm]APVPGTPDSLSSGSSR1 322-‐337 8,643 829,929 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4378.4381.2Nuclei_fractions
APVPGTPDSLSSGSSR[iTRAQ_Nterm]APVPGTPDSLSSGSSR1 322-‐337 6,69 829,93 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4491.4494.2Nuclei_fractions
ESAINVAEGKK[iTRAQ_Nterm]ESAINVAEGK[iTRAQ_K]K[iTRAQ_K]3 212-‐222 5,537 526,649 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4161.4164.3Nuclei_fractions

Q13243 LIVENLSSR[iTRAQ_Nterm]LIVENLSSR1 107-‐115 6,1 587,851 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6527.6530.2Nuclei_fractions
Q13243 LIVENLSSR[iTRAQ_Nterm]LIVENLSSR1 107-‐115 5,398 587,851 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6494.6497.2Nuclei_fractions
Q13243 QAGEVTFADAHRPK[iTRAQ_Nterm]QAGEVTFADAHRPK[iTRAQ_K]2 127-‐140 8,077 605,665 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3836.3839.3Nuclei_fractions
Q13243 QAGEVTFADAHRPK[iTRAQ_Nterm]QAGEVTFADAHRPK[iTRAQ_K]2 127-‐140 5,106 454,501 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3815.3818.4Nuclei_fractions

Q29865_CHAIN_0,Q29963_CHAIN_0,P10321,Q29865,Q29963AYLEGTCVEWLR[iTRAQ_Nterm]AYLEGTC[Cys_CAM]VEWLR2 158-‐169 8,312 820,914 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9429.9432.2Nuclei_fractions
Q29865_CHAIN_0,Q29963_CHAIN_0,P10321,Q29865,Q29963YFDTAVSRPGR[iTRAQ_Nterm]YFDTAVSRPGR1 7-‐17 5,86 471,586 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4923.4926.3Nuclei_fractions

Q03135_CHAIN_0,Q03135EIDLVNRDPK[iTRAQ_Nterm]EIDLVNRDPK[iTRAQ_K]2 17-‐26 5,724 743,929 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4663.4666.2Nuclei_fractions
Q03135_CHAIN_0,Q03135EIDLVNRDPK[iTRAQ_Nterm]EIDLVNRDPK[iTRAQ_K]2 17-‐26 4,797 496,287 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4634.4637.3Nuclei_fractions
Q03135_CHAIN_0,Q03135IDFEDVIAEPEGTHSFDGIWK[iTRAQ_Nterm]IDFEDVIAEPEGTHSFDGIWK[iTRAQ_K]2 35-‐55 8,439 898,45 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10834.10837.3Nuclei_fractions

RYESHPVCADLQAK[iTRAQ_Nterm]RYESHPVC[Cys_CAM]ADLQAK[iTRAQ_K]3 176-‐189 7,922 654,678 2012_02_21_FRF_OT_76_ANF_TMT_N_08.3740.3743.3Nuclei_fractions
YESHPVCADLQAK[iTRAQ_Nterm]YESHPVC[Cys_CAM]ADLQAK[iTRAQ_K]3 177-‐189 6,225 602,643 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4360.4363.3Nuclei_fractions

P42766 QLDDLKVELSQLR[iTRAQ_Nterm]QLDDLK[iTRAQ_K]VELSQLR2 19-‐31 7,307 923,039 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9428.9431.2Nuclei_fractions



P42766 QLDDLKVELSQLR[iTRAQ_Nterm]QLDDLK[iTRAQ_K]VELSQLR2 19-‐31 5,101 615,695 2012_02_21_FRF_OT_69_ANF_TMT_N_02.9401.9404.3Nuclei_fractions
P42766 VLTVINQTQK[iTRAQ_Nterm]VLTVINQTQK[iTRAQ_K]2 56-‐65 6,824 716,442 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6023.6026.2Nuclei_fractions
P42766 VLTVINQTQK[iTRAQ_Nterm]VLTVINQTQK[iTRAQ_K]2 56-‐65 5,905 477,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6050.6053.3Nuclei_fractions
P42766 VLTVINQTQK[iTRAQ_Nterm]VLTVINQTQK[iTRAQ_K]2 56-‐65 5,729 477,964 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6022.6025.3Nuclei_fractions

Q15008 FLLSLPEHR[iTRAQ_Nterm]FLLSLPEHR1 23-‐31 7,054 419,249 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7617.7620.3Nuclei_fractions
Q15008 GAEILEVLHSLPAVR[iTRAQ_Nterm]GAEILEVLHSLPAVR1 242-‐256 7,063 583,345 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10590.10593.3Nuclei_fractions

TALALAIAQELGSK[iTRAQ_Nterm]TALALAIAQELGSK[iTRAQ_K]2 77-‐90 5,819 558,675 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10873.10876.3Nuclei_fractions
YSVQLLTPANLLAK[iTRAQ_Nterm]YSVQLLTPANLLAK[iTRAQ_K]2 405-‐418 8,269 910,052 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10433.10436.2Nuclei_fractions
YSVQLLTPANLLAK[iTRAQ_Nterm]YSVQLLTPANLLAK[iTRAQ_K]2 405-‐418 5,697 607,036 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10406.10409.3Nuclei_fractions

AYVVLGQFLVLK[iTRAQ_Nterm]AYVVLGQFLVLK[iTRAQ_K]2 42-‐53 6,476 819,518 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11327.11330.2Nuclei_fractions
AYVVLGQFLVLK[iTRAQ_Nterm]AYVVLGQFLVLK[iTRAQ_K]2 42-‐53 4,885 546,68 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11340.11343.3Nuclei_fractions
AYVVLGQFLVLKK[iTRAQ_Nterm]AYVVLGQFLVLK[iTRAQ_K]K[iTRAQ_K]3 42-‐54 7,576 637,417 2012_02_21_FRF_OT_79_ANF_TMT_N_11.8442.8445.3Nuclei_fractions

DGVGGDPAVALPHR[iTRAQ_Nterm]DGVGGDPAVALPHR1 1-‐14 6,355 502,272 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4717.4720.3Nuclei_fractions
YVSSLTEEISKR[iTRAQ_Nterm]YVSSLTEEISK[iTRAQ_K]R2 332-‐343 7,637 567,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7002.7005.3Nuclei_fractions
YVSSLTEEISKR[iTRAQ_Nterm]YVSSLTEEISK[iTRAQ_K]R2 332-‐343 7,46 567,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6975.6978.3Nuclei_fractions
YVSSLTEEISKR[iTRAQ_Nterm]YVSSLTEEISK[iTRAQ_K]R2 332-‐343 7,197 567,321 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7038.7041.3Nuclei_fractions

VYIASSSGSTAIK[iTRAQ_Nterm]VYIASSSGSTAIK[iTRAQ_K]2 5-‐17 5,743 524,635 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5317.5320.3Nuclei_fractions
VYIASSSGSTAIK[iTRAQ_Nterm]VYIASSSGSTAIK[iTRAQ_K]2 5-‐17 4,744 524,634 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5330.5333.3Nuclei_fractions
VYIASSSGSTAIKK[iTRAQ_Nterm]VYIASSSGSTAIK[iTRAQ_K]K[iTRAQ_K]3 5-‐18 8,243 615,367 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4428.4431.3Nuclei_fractions
VYIASSSGSTAIKK[iTRAQ_Nterm]VYIASSSGSTAIK[iTRAQ_K]K[iTRAQ_K]3 5-‐18 6,118 615,368 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4465.4468.3Nuclei_fractions

P49773 AQVARPGGDTIFGK[iTRAQ_Nterm]AQVARPGGDTIFGK[iTRAQ_K]2 7-‐20 7,629 568,993 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5386.5389.3Nuclei_fractions
P49773 KCAADLGLNK[iTRAQ_Nterm]K[iTRAQ_K]C[Cys_CAM]AADLGLNK[iTRAQ_K]4 82-‐91 6,347 507,965 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4124.4127.3Nuclei_fractions

P33176 ELQTLHNLR[iTRAQ_Nterm]ELQTLHNLR1 791-‐799 6,758 423,248 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4999.5002.3Nuclei_fractions
P33176 KLFVQDLATR[iTRAQ_Nterm]K[iTRAQ_K]LFVQDLATR2 800-‐809 7,21 493,637 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6703.6706.3Nuclei_fractions

Q15293 TFDQLTPDESKER[iTRAQ_Nterm]TFDQLTPDESK[iTRAQ_K]ER2 42-‐54 8,331 618,655 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4640.4643.3Nuclei_fractions
Q15293 YIFDNVAK [iTRAQ_Nterm]YIFDNVAK[iTRAQ_K]2 86-‐93 5,634 629,359 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7017.7020.2Nuclei_fractions

P30084 ALNALCDGLIDELNQALK[iTRAQ_Nterm]ALNALC[Cys_CAM]DGLIDELNQALK[iTRAQ_K]3 30-‐47 8,236 753,746 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13122.13125.3Nuclei_fractions
P30084 AQFAQPEILIGTIPGAGGTQR[iTRAQ_Nterm]AQFAQPEILIGTIPGAGGTQR1 131-‐151 5,726 757,088 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9560.9563.3Nuclei_fractions
P30084 AQFAQPEILIGTIPGAGGTQR[iTRAQ_Nterm]AQFAQPEILIGTIPGAGGTQR1 131-‐151 4,952 757,087 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9601.9604.3Nuclei_fractions

P17301 AVIDQCNHDNILR[iTRAQ_Nterm]AVIDQC[Cys_CAM]NHDNILR2 265-‐277 7,577 571,295 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4878.4881.3Nuclei_fractions
P17301 IPLLYDAEIHLTR[iTRAQ_Nterm]IPLLYDAEIHLTR1 901-‐913 6,375 566,662 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10538.10541.3Nuclei_fractions

O14737 NSILAQVLDQSAR[iTRAQ_Nterm]NSILAQVLDQSAR1 40-‐52 9,107 520,295 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10020.10023.3Nuclei_fractions
O14737 NSILAQVLDQSAR[iTRAQ_Nterm]NSILAQVLDQSAR1 40-‐52 8,971 779,94 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9993.9996.2Nuclei_fractions
O14737 VSEQGLIEILK[iTRAQ_Nterm]VSEQGLIEILK[iTRAQ_K]2 86-‐96 4,842 506,313 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10039.10042.3Nuclei_fractions

ILLLGAGESGK[iTRAQ_Nterm]ILLLGAGESGK[iTRAQ_K]2 51-‐61 7,65 673,416 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8132.8135.2Nuclei_fractions
ILLLGAGESGK[iTRAQ_Nterm]ILLLGAGESGK[iTRAQ_K]2 51-‐61 7,138 673,418 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8276.8279.2Nuclei_fractions
ILLLGAGESGK[iTRAQ_Nterm]ILLLGAGESGK[iTRAQ_K]2 51-‐61 4,963 449,281 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8270.8273.3Nuclei_fractions
VFLQYLPAIR[iTRAQ_Nterm]VFLQYLPAIR1 141-‐150 6,251 682,413 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9689.9692.2Nuclei_fractions

O14653_ISOFORM_BQSVHIVENEIQASIDQIFSR[iTRAQ_Nterm]QSVHIVENEIQASIDQIFSR1 28-‐47 8,543 819,761 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12629.12632.3Nuclei_fractions



O14653_ISOFORM_BYDVQHLQTALR[iTRAQ_Nterm]YDVQHLQTALR1 75-‐85 5,352 496,608 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6272.6275.3Nuclei_fractions

P22102_CHAIN_0AFAHITGGGLLENIPR[iTRAQ_Nterm]AFAHITGGGLLENIPR1 677-‐692 7,656 604,01 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8702.8705.3Nuclei_fractions
P22102_CHAIN_0AIAFLQQPR[iTRAQ_Nterm]AIAFLQQPR1 425-‐433 6,23 594,354 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7130.7133.2Nuclei_fractions

FYNLVLLPR[iTRAQ_Nterm]FYNLVLLPR1 249-‐257 8,922 639,891 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9504.9507.2Nuclei_fractions
QQQEELEAEHGTGDKPAAPR[iTRAQ_Nterm]QQQEELEAEHGTGDK[iTRAQ_K]PAAPR2 64-‐83 4,925 620,567 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3459.3462.4Nuclei_fractions

Q16666_ISOFORM_3,Q16666_ISOFORM_2,Q16666GLEVINDYHFR[iTRAQ_Nterm]GLEVINDYHFR1 13-‐23 6,406 502,934 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7502.7505.3Nuclei_fractions
Q16666_ISOFORM_3,Q16666_ISOFORM_2,Q16666IFEDIPTLEDLAETLKK[iTRAQ_Nterm]IFEDIPTLEDLAETLK[iTRAQ_K]K[iTRAQ_K]3 68-‐84 7,438 803,129 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12808.12811.3Nuclei_fractions

Q10567_ISOFORM_B,Q10567LAPPLVTLLSAEPELQYVALR[iTRAQ_Nterm]LAPPLVTLLSAEPELQYVALR1 284-‐304 6,547 813,146 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12956.12959.3Nuclei_fractions
Q10567_ISOFORM_B,Q10567LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 7,244 929,061 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11287.11290.2Nuclei_fractions
Q10567_ISOFORM_B,Q10567LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 5,693 619,708 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11259.11262.3Nuclei_fractions
Q10567_ISOFORM_B,Q10567LASQANIAQVLAELK[iTRAQ_Nterm]LASQANIAQVLAELK[iTRAQ_K]2 345-‐359 4,834 619,708 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11279.11282.3Nuclei_fractions

P14927 KWYYNAAGFNK[iTRAQ_Nterm]K[iTRAQ_K]WYYNAAGFNK[iTRAQ_K]3 18-‐28 6,744 598,663 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6057.6060.3Nuclei_fractions
P14927 KWYYNAAGFNK[iTRAQ_Nterm]K[iTRAQ_K]WYYNAAGFNK[iTRAQ_K]3 18-‐28 5,424 598,665 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6085.6088.3Nuclei_fractions
P14927 RLPENLYNDR[iTRAQ_Nterm]RLPENLYNDR1 49-‐58 7,002 478,594 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4805.4808.3Nuclei_fractions

Q13177 IISIFSGTEK [iTRAQ_Nterm]IISIFSGTEK[iTRAQ_K]2 53-‐62 6,062 691,912 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9097.9100.2Nuclei_fractions
Q13177 LLQTSNITK[iTRAQ_Nterm]LLQTSNITK[iTRAQ_K]2 105-‐113 7,672 653,403 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5639.5642.2Nuclei_fractions

P62249 EIKDILIQYDR[iTRAQ_Nterm]EIK[iTRAQ_K]DILIQYDR2 106-‐116 7,181 565,331 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8484.8487.3Nuclei_fractions
P62249 EIKDILIQYDR[iTRAQ_Nterm]EIK[iTRAQ_K]DILIQYDR2 106-‐116 6,007 565,33 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8462.8465.3Nuclei_fractions
P62249 LLEPVLLLGK[iTRAQ_Nterm]LLEPVLLLGK[iTRAQ_K]2 50-‐59 6,545 691,967 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11265.11268.2Nuclei_fractions
P62249 LLEPVLLLGK[iTRAQ_Nterm]LLEPVLLLGK[iTRAQ_K]2 50-‐59 6,263 691,966 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11127.11130.2Nuclei_fractions
P62249 LLEPVLLLGK[iTRAQ_Nterm]LLEPVLLLGK[iTRAQ_K]2 50-‐59 5,682 461,646 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11154.11157.3Nuclei_fractions

O43294_ISOFORM_2DFLQLFAPR[iTRAQ_Nterm]DFLQLFAPR1 337-‐345 7,334 625,853 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11399.11402.2Nuclei_fractions
O43294_ISOFORM_2RDFLQLFAPR[iTRAQ_Nterm]RDFLQLFAPR1 336-‐345 6,386 469,607 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9250.9253.3Nuclei_fractions

A0FGR8_ISOFORM_2,A0FGR8,A0FGR8_ISOFORM_6ITVPLVSEVQIAQLR[iTRAQ_Nterm]ITVPLVSEVQIAQLR1 161-‐175 7,474 905,553 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10629.10632.2Nuclei_fractions
A0FGR8_ISOFORM_2,A0FGR8,A0FGR8_ISOFORM_6ITVPLVSEVQIAQLR[iTRAQ_Nterm]ITVPLVSEVQIAQLR1 161-‐175 5,52 604,037 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10607.10610.3Nuclei_fractions
A0FGR8_ISOFORM_2,A0FGR8,A0FGR8_ISOFORM_6VGNQIFQSR[iTRAQ_Nterm]VGNQIFQSR1 216-‐224 6,243 596,832 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5296.5299.2Nuclei_fractions

FYLGGPTSIR[iTRAQ_Nterm]FYLGGPTSIR1 337-‐346 7,271 627,854 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7438.7441.2Nuclei_fractions
WSYGAGIVLR[iTRAQ_Nterm]WSYGAGIVLR1 424-‐433 6,445 633,367 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8166.8169.2Nuclei_fractions

Q8WUM4 FYNELTEILVR[iTRAQ_Nterm]FYNELTEILVR1 675-‐685 6,943 770,93 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11739.11742.2Nuclei_fractions
Q8WUM4 NIQVSHQEFSK[iTRAQ_Nterm]NIQVSHQEFSK[iTRAQ_K]2 627-‐637 6,768 535,626 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4230.4233.3Nuclei_fractions

P09496_ISOFORM_3,P09496AIKELEEWYAR[iTRAQ_Nterm]AIK[iTRAQ_K]ELEEWYAR2 139-‐149 7,439 565,984 2012_02_21_FRF_OT_70_ANF_TMT_N_03.8757.8760.3Nuclei_fractions
P09496_ISOFORM_3,P09496SVLISLK [iTRAQ_Nterm]SVLISLK[iTRAQ_K]2 206-‐212 6,24 524,355 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7240.7243.2Nuclei_fractions

P63000_CHAIN_0LTPITYPQGLAMAK[iTRAQ_Nterm]LTPITYPQGLAM[Oxidation_M]AK[iTRAQ_K]3 134-‐147 7,423 603,346 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7731.7734.3Nuclei_fractions
P63000_CHAIN_0TVFDEAIR [iTRAQ_Nterm]TVFDEAIR1 167-‐174 6,237 547,802 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6283.6286.2Nuclei_fractions

ELFSPLHALNFGIGGDTTR[iTRAQ_Nterm]ELFSPLHALNFGIGGDTTR1 61-‐79 7,815 730,384 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10310.10313.3Nuclei_fractions
IIVLGLLPR [iTRAQ_Nterm]IIVLGLLPR1 134-‐142 5,816 569,4 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9864.9867.2Nuclei_fractions

O15145 AYLQQLR [iTRAQ_Nterm]AYLQQLR1 130-‐136 6,961 518,308 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5497.5500.2Nuclei_fractions



O15145 LIGNMALLPIR[iTRAQ_Nterm]LIGNM[Oxidation_M]ALLPIR2 14-‐24 6,654 457,616 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8472.8475.3Nuclei_fractions
O15145 LIGNMALLPIR[iTRAQ_Nterm]LIGNM[Oxidation_M]ALLPIR2 14-‐24 4,873 685,92 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8444.8447.2Nuclei_fractions

P26368_CHAIN_0,P26368ELLTSFGPLK[iTRAQ_Nterm]ELLTSFGPLK[iTRAQ_K]2 277-‐286 7,261 464,951 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9328.9331.3Nuclei_fractions
P26368_CHAIN_0,P26368ELLTSFGPLK[iTRAQ_Nterm]ELLTSFGPLK[iTRAQ_K]2 277-‐286 6,464 464,95 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9173.9176.3Nuclei_fractions
P26368_CHAIN_0,P26368ELLTSFGPLK[iTRAQ_Nterm]ELLTSFGPLK[iTRAQ_K]2 277-‐286 6,315 696,922 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9174.9177.2Nuclei_fractions
P26368_CHAIN_0,P26368ELLTSFGPLK[iTRAQ_Nterm]ELLTSFGPLK[iTRAQ_K]2 277-‐286 6,3 696,921 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9321.9324.2Nuclei_fractions
P26368_CHAIN_0,P26368NFAFLEFR [iTRAQ_Nterm]NFAFLEFR1 196-‐203 6,353 594,32 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10411.10414.2Nuclei_fractions

O43684 TPCNAGTFSQPEK[iTRAQ_Nterm]TPC[Cys_CAM]NAGTFSQPEK[iTRAQ_K]3 127-‐139 8,411 575,623 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4105.4108.3Nuclei_fractions
O43684 VYTLSVSGDR[iTRAQ_Nterm]VYTLSVSGDR1 140-‐149 5,189 620,837 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5507.5510.2Nuclei_fractions

P13073 DHPLPEVAHVK[iTRAQ_Nterm]DHPLPEVAHVK[iTRAQ_K]2 21-‐31 6,318 510,629 2012_02_21_FRF_OT_75_ANF_TMT_N_07.3952.3955.3Nuclei_fractions
P13073 VNPIQGLASK[iTRAQ_Nterm]VNPIQGLASK[iTRAQ_K]2 128-‐137 7,235 657,904 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6408.6411.2Nuclei_fractions

P62995 GFAFVYFENVDDAK[iTRAQ_Nterm]GFAFVYFENVDDAK[iTRAQ_K]2 60-‐73 6,693 637,325 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10763.10766.3Nuclei_fractions
P62995 IRVDFSITK [iTRAQ_Nterm]IRVDFSITK[iTRAQ_K]2 89-‐97 6,831 456,282 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7234.7237.3Nuclei_fractions

P26373 GFSLEELR [iTRAQ_Nterm]GFSLEELR1 74-‐81 5,463 547,803 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8154.8157.2Nuclei_fractions
P26373 LATQLTGPVMPVR[iTRAQ_Nterm]LATQLTGPVMPVR1 145-‐157 8,037 763,946 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7410.7413.2Nuclei_fractions
P26373 LATQLTGPVMPVR[iTRAQ_Nterm]LATQLTGPVM[Oxidation_M]PVR2 145-‐157 7,85 771,943 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6226.6229.2Nuclei_fractions
P26373 LATQLTGPVMPVR[iTRAQ_Nterm]LATQLTGPVM[Oxidation_M]PVR2 145-‐157 6,721 514,965 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6227.6230.3Nuclei_fractions

IVLFDTLLEEYSVLNK[iTRAQ_Nterm]IVLFDTLLEEYSVLNK[iTRAQ_K]2 277-‐292 7,699 728,753 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13404.13407.3Nuclei_fractions
NEEVLAVLGHELGHWK[iTRAQ_Nterm]NEEVLAVLGHELGHWK[iTRAQ_K]2 326-‐341 5,792 530,546 2012_02_21_FRF_OT_71_ANF_TMT_N_04.10044.10047.4Nuclei_fractions

GVIDVFLHAWK[iTRAQ_Nterm]GVIDVFLHAWK[iTRAQ_K]2 252-‐262 6,216 524,976 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10734.10737.3Nuclei_fractions
LTFVGELAHGR[iTRAQ_Nterm]LTFVGELAHGR1 507-‐517 7,258 448,59 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7750.7753.3Nuclei_fractions

IATLGYLPTQQDVLR[iTRAQ_Nterm]IATLGYLPTQQDVLR1 167-‐181 7,865 916,526 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9168.9171.2Nuclei_fractions
VTTFEHQYVSAIK[iTRAQ_Nterm]VTTFEHQYVSAIK[iTRAQ_K]2 121-‐133 5,609 604,337 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6790.6793.3Nuclei_fractions

P62750 LAPDYDALDVANK[iTRAQ_Nterm]LAPDYDALDVANK[iTRAQ_K]2 139-‐151 8,364 846,956 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7012.7015.2Nuclei_fractions
P62750 LAPDYDALDVANK[iTRAQ_Nterm]LAPDYDALDVANK[iTRAQ_K]2 139-‐151 4,835 564,972 2012_02_21_FRF_OT_68_ANF_TMT_N_01.7018.7021.3Nuclei_fractions
P62750 VNTLIRPDGEK[iTRAQ_Nterm]VNTLIRPDGEK[iTRAQ_K]2 123-‐133 5,053 510,635 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4524.4527.3Nuclei_fractions

P42224 FSLENNFLLQHNIR[iTRAQ_Nterm]FSLENNFLLQHNIR1 71-‐84 8,235 630,343 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9137.9140.3Nuclei_fractions
P42224 YLYPNIDKDHAFGK[iTRAQ_Nterm]YLYPNIDK[iTRAQ_K]DHAFGK[iTRAQ_K]3 666-‐679 5,167 529,041 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6672.6675.4Nuclei_fractions

P30837 LLNLLADLVER[iTRAQ_Nterm]LLNLLADLVER1 87-‐97 7,812 471,625 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13026.13029.3Nuclei_fractions
P30837 LLNLLADLVER[iTRAQ_Nterm]LLNLLADLVER1 87-‐97 7,184 706,934 2012_02_21_FRF_OT_69_ANF_TMT_N_02.13019.13022.2Nuclei_fractions
P30837 VLGYIQLGQK[iTRAQ_Nterm]VLGYIQLGQK[iTRAQ_K]2 353-‐362 5,55 469,625 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8409.8412.3Nuclei_fractions

P23497_ISOFORM_SpAlt-‐CTFPFLEGLR[iTRAQ_Nterm]TFPFLEGLR1 71-‐79 6,845 612,35 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10763.10766.2Nuclei_fractions
P23497_ISOFORM_SpAlt-‐CVVYNVLSELEK[iTRAQ_Nterm]VVYNVLSELEK[iTRAQ_K]2 105-‐115 6,486 790,963 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11060.11063.2Nuclei_fractions
P23497_ISOFORM_SpAlt-‐CVVYNVLSELEK[iTRAQ_Nterm]VVYNVLSELEK[iTRAQ_K]2 105-‐115 4,781 527,643 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11040.11043.3Nuclei_fractions

Q9UHX1_ISOFORM_6,Q9UHX1_ISOFORM_3,Q9UHX1_ISOFORM_5,Q9UHX1_ISOFORM_2,Q9UHX1AVTPPMPLLTPATPGGLPPAAAVAAAAATAK[iTRAQ_Nterm]AVTPPM[Oxidation_M]PLLTPATPGGLPPAAAVAAAAATAK[iTRAQ_K]3 242-‐272 6,713 1033,587 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10118.10121.3Nuclei_fractions
Q9UHX1_ISOFORM_6,Q9UHX1_ISOFORM_3,Q9UHX1_ISOFORM_5,Q9UHX1_ISOFORM_2,Q9UHX1QAFAPFGPIK[iTRAQ_Nterm]QAFAPFGPIK[iTRAQ_K]2 87-‐96 6,605 682,404 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8480.8483.2Nuclei_fractions

Q9NP72 IIQTPGLWESENQNK[iTRAQ_Nterm]IIQTPGLWESENQNK[iTRAQ_K]2 169-‐183 7,991 682,369 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7820.7823.3Nuclei_fractions
Q9NP72 TLTPSYYR [iTRAQ_Nterm]TLTPSYYR1 72-‐79 5,321 572,81 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4846.4849.2Nuclei_fractions



DIPFSAIYFPCYAHVK[iTRAQ_Nterm]DIPFSAIYFPC[Cys_CAM]YAHVK[iTRAQ_K]3 493-‐508 7,39 739,389 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9837.9840.3Nuclei_fractions
FGLGSVAGAVGATAVYPIDLVK[iTRAQ_Nterm]FGLGSVAGAVGATAVYPIDLVK[iTRAQ_K]2 332-‐353 5,883 798,468 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11506.11509.3Nuclei_fractions

Q9UL25 FHALGPIYYR[iTRAQ_Nterm]FHALGPIYYR1 80-‐89 6,672 460,924 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6920.6923.3Nuclei_fractions
Q9UL25 GIEELFLDLCKR[iTRAQ_Nterm]GIEELFLDLC[Cys_CAM]K[iTRAQ_K]R3 167-‐178 6,59 594,335 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11213.11216.3Nuclei_fractions
Q9UL25 GIEELFLDLCKR[iTRAQ_Nterm]GIEELFLDLC[Cys_CAM]K[iTRAQ_K]R3 167-‐178 6,193 594,334 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11172.11175.3Nuclei_fractions

LTDYISK [iTRAQ_Nterm]LTDYISK[iTRAQ_K]2 179-‐185 5,681 564,331 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6198.6201.2Nuclei_fractions
LTDYISK [iTRAQ_Nterm]LTDYISK[iTRAQ_K]2 179-‐185 5,441 564,332 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6177.6180.2Nuclei_fractions
LTDYISK [iTRAQ_Nterm]LTDYISK[iTRAQ_K]2 179-‐185 5,433 564,331 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6212.6215.2Nuclei_fractions
TPMGIVLDALEQQEEGINR[iTRAQ_Nterm]TPMGIVLDALEQQEEGINR1 160-‐178 7,573 753,058 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13193.13196.3Nuclei_fractions

P62244 ILGFFF [iTRAQ_Nterm]ILGFFF1 124-‐129 6,557 444,261 2012_02_21_FRF_OT_71_ANF_TMT_N_04.12064.12065.2Nuclei_fractions
P62244 ILGFFF [iTRAQ_Nterm]ILGFFF1 124-‐129 5,618 444,261 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12787.12788.2Nuclei_fractions
P62244 ILGFFF [iTRAQ_Nterm]ILGFFF1 124-‐129 5,338 444,262 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12629.12630.2Nuclei_fractions
P62244 IVVNLTGR [iTRAQ_Nterm]IVVNLTGR1 60-‐67 6,691 508,323 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6302.6305.2Nuclei_fractions

Q9P0L0,Q9P0L0_ISOFORM_2FKGPFTDVVTTNLK[iTRAQ_Nterm]FK[iTRAQ_K]GPFTDVVTTNLK[iTRAQ_K]3 24-‐37 7,487 667,06 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7659.7662.3Nuclei_fractions
Q9P0L0,Q9P0L0_ISOFORM_2FKGPFTDVVTTNLK[iTRAQ_Nterm]FK[iTRAQ_K]GPFTDVVTTNLK[iTRAQ_K]3 24-‐37 7,23 667,06 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7730.7733.3Nuclei_fractions
Q9P0L0,Q9P0L0_ISOFORM_2FKGPFTDVVTTNLK[iTRAQ_Nterm]FK[iTRAQ_K]GPFTDVVTTNLK[iTRAQ_K]3 24-‐37 6,724 667,06 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7631.7634.3Nuclei_fractions
Q9P0L0,Q9P0L0_ISOFORM_2QDGPMPKPHSVSLNDTETR[iTRAQ_Nterm]QDGPM[Oxidation_M]PK[iTRAQ_K]PHSVSLNDTETR3 154-‐172 5,761 604,058 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3456.3459.4Nuclei_fractions

P14314 LGGSPTSLGTWGSWIGPDHDKFSAMK[iTRAQ_Nterm]LGGSPTSLGTWGSWIGPDHDK[iTRAQ_K]FSAM[Oxidation_M]K[iTRAQ_K]4 425-‐450 6,62 795,912 2012_02_21_FRF_OT_76_ANF_TMT_N_08.8934.8937.4Nuclei_fractions
P14314 LWEEQLAAAK[iTRAQ_Nterm]LWEEQLAAAK[iTRAQ_K]2 183-‐192 6,592 723,915 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7833.7836.2Nuclei_fractions
P14314 LWEEQLAAAK[iTRAQ_Nterm]LWEEQLAAAK[iTRAQ_K]2 183-‐192 6,285 482,946 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7847.7850.3Nuclei_fractions
P14314 LWEEQLAAAK[iTRAQ_Nterm]LWEEQLAAAK[iTRAQ_K]2 183-‐192 6,067 482,945 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7805.7808.3Nuclei_fractions

EYTINIHK [iTRAQ_Nterm]EYTINIHK[iTRAQ_K]2 24-‐31 5,551 435,918 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5048.5051.3Nuclei_fractions
LYTLVTYVPVTTFK[iTRAQ_Nterm]LYTLVTYVPVTTFK[iTRAQ_K]2 102-‐115 7,631 967,07 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10840.10843.2Nuclei_fractions
LYTLVTYVPVTTFK[iTRAQ_Nterm]LYTLVTYVPVTTFK[iTRAQ_K]2 102-‐115 6,024 645,048 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10901.10904.3Nuclei_fractions
LYTLVTYVPVTTFK[iTRAQ_Nterm]LYTLVTYVPVTTFK[iTRAQ_K]2 102-‐115 5,726 484,038 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10866.10869.4Nuclei_fractions
LYTLVTYVPVTTFK[iTRAQ_Nterm]LYTLVTYVPVTTFK[iTRAQ_K]2 102-‐115 5,145 645,047 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10831.10834.3Nuclei_fractions

P46776 LWTLVSEQTR[iTRAQ_Nterm]LWTLVSEQTR1 77-‐86 5,241 688,888 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9235.9238.2Nuclei_fractions
P46776 TGAAPIIDVVR[iTRAQ_Nterm]TGAAPIIDVVR1 94-‐104 7,928 628,381 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6933.6936.2Nuclei_fractions
P46776 TGAAPIIDVVR[iTRAQ_Nterm]TGAAPIIDVVR1 94-‐104 7,035 628,38 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6807.6810.2Nuclei_fractions
P46776 TGAAPIIDVVR[iTRAQ_Nterm]TGAAPIIDVVR1 94-‐104 4,999 419,256 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6969.6972.3Nuclei_fractions

P51572 LDVGNAEVKLEEENR[iTRAQ_Nterm]LDVGNAEVK[iTRAQ_K]LEEENR2 167-‐181 7,528 668,361 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6234.6237.3Nuclei_fractions
P51572 LKDELASTK[iTRAQ_Nterm]LK[iTRAQ_K]DELASTK[iTRAQ_K]3 190-‐198 5,62 718,942 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4428.4431.2Nuclei_fractions
P51572 LKDELASTK[iTRAQ_Nterm]LK[iTRAQ_K]DELASTK[iTRAQ_K]3 190-‐198 5,476 479,629 2012_02_21_FRF_OT_72_ANF_TMT_N_05.4323.4326.3Nuclei_fractions
P51572 LKDELASTK[iTRAQ_Nterm]LK[iTRAQ_K]DELASTK[iTRAQ_K]3 190-‐198 5,395 718,939 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4441.4444.2Nuclei_fractions

LSDQFHDILIR[iTRAQ_Nterm]LSDQFHDILIR1 126-‐136 6,196 500,951 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8231.8234.3Nuclei_fractions
YITDWQNVFR[iTRAQ_Nterm]YITDWQNVFR1 91-‐100 6,944 743,384 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10524.10527.2Nuclei_fractions

Q969H8 ESDVPLKTEEFEVTK[iTRAQ_Nterm]ESDVPLK[iTRAQ_K]TEEFEVTK[iTRAQ_K]3 100-‐114 5,561 728,399 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6096.6099.3Nuclei_fractions
Q969H8 SYLYFTQFK[iTRAQ_Nterm]SYLYFTQFK[iTRAQ_K]2 70-‐78 7,558 742,904 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9565.9568.2Nuclei_fractions
Q969H8 SYLYFTQFK[iTRAQ_Nterm]SYLYFTQFK[iTRAQ_K]2 70-‐78 5,911 495,604 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9566.9569.3Nuclei_fractions

Q01844 AAVEWFDGKDFQGSK[iTRAQ_Nterm]AAVEWFDGK[iTRAQ_K]DFQGSK[iTRAQ_K]3 352-‐366 6,423 706,374 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7665.7668.3Nuclei_fractions



Q01844 AAVEWFDGKDFQGSK[iTRAQ_Nterm]AAVEWFDGK[iTRAQ_K]DFQGSK[iTRAQ_K]3 352-‐366 5,388 530,033 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7678.7681.4Nuclei_fractions
Q01844 AAVEWFDGKDFQGSK[iTRAQ_Nterm]AAVEWFDGK[iTRAQ_K]DFQGSK[iTRAQ_K]3 352-‐366 5,135 530,033 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7651.7654.4Nuclei_fractions
Q01844 GDATVSYEDPPTAK[iTRAQ_Nterm]GDATVSYEDPPTAK[iTRAQ_K]2 338-‐351 6,659 580,298 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4171.4174.3Nuclei_fractions

Q9UJ70 IGLPILCVGSVWK[iTRAQ_Nterm]IGLPILC[Cys_CAM]VGSVWK[iTRAQ_K]3 261-‐273 7,484 865,524 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11424.11427.2Nuclei_fractions
Q9UJ70 LGILTHLYR[iTRAQ_Nterm]LGILTHLYR1 197-‐205 5,592 410,588 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8116.8119.3Nuclei_fractions

DLSHIGDAVVISCAK[iTRAQ_Nterm]DLSHIGDAVVISC[Cys_CAM]AK[iTRAQ_K]3 150-‐164 7,652 625,009 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6782.6785.3Nuclei_fractions
DLSHIGDAVVISCAK[iTRAQ_Nterm]DLSHIGDAVVISC[Cys_CAM]AK[iTRAQ_K]3 150-‐164 6,656 625,009 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6824.6827.3Nuclei_fractions
DLSHIGDAVVISCAK[iTRAQ_Nterm]DLSHIGDAVVISC[Cys_CAM]AK[iTRAQ_K]3 150-‐164 6,617 625,01 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6802.6805.3Nuclei_fractions
YLNFFTK [iTRAQ_Nterm]YLNFFTK[iTRAQ_K]2 211-‐217 5,41 610,85 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9720.9723.2Nuclei_fractions

P35221,P35221_ISOFORM_2AHVLAASVEQATENFLEK[iTRAQ_Nterm]AHVLAASVEQATENFLEK[iTRAQ_K]2 57-‐74 8,213 749,075 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10143.10146.3Nuclei_fractions
P35221,P35221_ISOFORM_2LVYDGIR [iTRAQ_Nterm]LVYDGIR1 616-‐622 4,843 490,29 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6002.6005.2Nuclei_fractions
P35221,P35221_ISOFORM_2LVYDGIR [iTRAQ_Nterm]LVYDGIR1 616-‐622 4,801 490,29 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5869.5872.2Nuclei_fractions

P16152 IGVTVLSR [iTRAQ_Nterm]IGVTVLSR1 198-‐205 5,246 494,818 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6003.6006.2Nuclei_fractions
P16152 LFSGDVVLTAR[iTRAQ_Nterm]LFSGDVVLTAR1 27-‐37 7,81 661,385 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8558.8561.2Nuclei_fractions

A2RRP1 IVDHLLASLQQGR[iTRAQ_Nterm]IVDHLLASLQQGR1 2192-‐2204 7,815 531,979 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9690.9693.3Nuclei_fractions
A2RRP1 LLVFFR [iTRAQ_Nterm]LLVFFR1 2006-‐2011 5,221 469,802 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9790.9793.2Nuclei_fractions

Q14498_CHAIN_0,Q14498GIFEPFGR [iTRAQ_Nterm]GIFEPFGR1 268-‐275 6,415 533,795 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8851.8854.2Nuclei_fractions
Q14498_CHAIN_0,Q14498VLGVPIIVQASQAEK[iTRAQ_Nterm]VLGVPIIVQASQAEK[iTRAQ_K]2 218-‐232 6,586 614,045 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9193.9196.3Nuclei_fractions
Q14498_CHAIN_0,Q14498VLGVPIIVQASQAEK[iTRAQ_Nterm]VLGVPIIVQASQAEK[iTRAQ_K]2 218-‐232 5,579 614,045 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9221.9224.3Nuclei_fractions
Q14498_CHAIN_0,Q14498VLGVPIIVQASQAEK[iTRAQ_Nterm]VLGVPIIVQASQAEK[iTRAQ_K]2 218-‐232 5,478 614,043 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9145.9148.3Nuclei_fractions

Q99805 DTFYIFNHVDIK[iTRAQ_Nterm]DTFYIFNHVDIK[iTRAQ_K]2 176-‐187 5,462 600,658 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9135.9138.3Nuclei_fractions
Q99805 RPSENLGQVLFGER[iTRAQ_Nterm]RPSENLGQVLFGER1 63-‐76 7,514 582,652 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8376.8379.3Nuclei_fractions

ATATISAKPQITNPK[iTRAQ_Nterm]ATATISAK[iTRAQ_K]PQITNPK[iTRAQ_K]3 558-‐572 5,442 658,4 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4304.4307.3Nuclei_fractions
AVSILPLLGHGVPR[iTRAQ_Nterm]AVSILPLLGHGVPR1 179-‐192 7,487 524,996 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8824.8827.3Nuclei_fractions

P35613_CHAIN_0,P35613FFVSSSQGR[iTRAQ_Nterm]FFVSSSQGR1 158-‐166 6,248 579,806 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5498.5501.2Nuclei_fractions
P35613_CHAIN_0,P35613GGVVLKEDALPGQK[iTRAQ_Nterm]GGVVLK[iTRAQ_K]EDALPGQK[iTRAQ_K]3 58-‐71 6,666 615,041 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5175.5178.3Nuclei_fractions
P35613_CHAIN_0,P35613GGVVLKEDALPGQK[iTRAQ_Nterm]GGVVLK[iTRAQ_K]EDALPGQK[iTRAQ_K]3 58-‐71 6,019 615,04 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5148.5151.3Nuclei_fractions

O75489 ILTDYGFEGHPFR[iTRAQ_Nterm]ILTDYGFEGHPFR1 151-‐163 6,318 565,958 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8321.8324.3Nuclei_fractions
O75489 QLSAFGEYVAEILPK[iTRAQ_Nterm]QLSAFGEYVAEILPK[iTRAQ_K]2 21-‐35 6,57 651,705 2012_02_21_FRF_OT_69_ANF_TMT_N_02.12146.12149.3Nuclei_fractions

Q9BXP5_ISOFORM_4,Q9BXP5_ISOFORM_2,Q9BXP5_ISOFORM_3,Q9BXP5LLLYLR [iTRAQ_Nterm]LLLYLR1 575-‐580 6,605 467,814 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9026.9029.2Nuclei_fractions
Q9BXP5_ISOFORM_4,Q9BXP5_ISOFORM_2,Q9BXP5_ISOFORM_3,Q9BXP5LTPLLSVR [iTRAQ_Nterm]LTPLLSVR1 633-‐640 6,269 521,841 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7760.7763.2Nuclei_fractions

Q8N163_ISOFORM_2ILLTLGIR [iTRAQ_Nterm]ILLTLGIR1 728-‐735 5,039 521,86 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9270.9273.2Nuclei_fractions
Q8N163_ISOFORM_2VLLLSSPGLEELYR[iTRAQ_Nterm]VLLLSSPGLEELYR1 310-‐323 7,817 867,007 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11185.11188.2Nuclei_fractions

ISEIEDAAFLAR[iTRAQ_Nterm]ISEIEDAAFLAR1 242-‐253 8,093 739,904 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8959.8962.2Nuclei_fractions
LALQQDLTSMAPGLVIQAVR[iTRAQ_Nterm]LALQQDLTSM[Oxidation_M]APGLVIQAVR2 150-‐169 4,72 762,1 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10203.10206.3Nuclei_fractions

O43747,O43747_ISOFORM_2VLAINILGR [iTRAQ_Nterm]VLAINILGR1 306-‐314 5,644 556,867 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8851.8854.2Nuclei_fractions
O43747,O43747_ISOFORM_2VLTTAGSYVR[iTRAQ_Nterm]VLTTAGSYVR1 424-‐433 7,165 605,85 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5595.5598.2Nuclei_fractions



AFGYYGPLR[iTRAQ_Nterm]AFGYYGPLR1 29-‐37 6,782 594,32 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7275.7278.2Nuclei_fractions
NPPGFAFVEFEDPR[iTRAQ_Nterm]NPPGFAFVEFEDPR1 44-‐57 5,902 883,436 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9847.9850.2Nuclei_fractions
NPPGFAFVEFEDPR[iTRAQ_Nterm]NPPGFAFVEFEDPR1 44-‐57 5,255 589,295 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9868.9871.3Nuclei_fractions

O00629 DAQVVQVVLDGLSNILK[iTRAQ_Nterm]DAQVVQVVLDGLSNILK[iTRAQ_K]2 423-‐439 6,692 700,416 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13626.13629.3Nuclei_fractions
O00629 SGILPILVHCLER[iTRAQ_Nterm]SGILPILVHC[Cys_CAM]LER2 112-‐124 5,975 550,987 2012_02_21_FRF_OT_76_ANF_TMT_N_08.10222.10225.3Nuclei_fractions

O94826 GLLQLQWK[iTRAQ_Nterm]GLLQLQWK[iTRAQ_K]2 516-‐523 5,891 637,399 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9502.9505.2Nuclei_fractions
O94826 LRPESALAQAQK[iTRAQ_Nterm]LRPESALAQAQK[iTRAQ_K]2 429-‐440 6,758 533,986 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4615.4618.3Nuclei_fractions

P60903 EFPGFLENQKDPLAVDK[iTRAQ_Nterm]EFPGFLENQK[iTRAQ_K]DPLAVDK[iTRAQ_K]3 37-‐53 6,161 793,769 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8404.8407.3Nuclei_fractions
P60903 EFPGFLENQKDPLAVDK[iTRAQ_Nterm]EFPGFLENQK[iTRAQ_K]DPLAVDK[iTRAQ_K]3 37-‐53 6,066 793,769 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8300.8303.3Nuclei_fractions
P60903 EFPGFLENQKDPLAVDK[iTRAQ_Nterm]EFPGFLENQK[iTRAQ_K]DPLAVDK[iTRAQ_K]3 37-‐53 5,312 595,578 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8348.8351.4Nuclei_fractions
P60903 EFPGFLENQKDPLAVDK[iTRAQ_Nterm]EFPGFLENQK[iTRAQ_K]DPLAVDK[iTRAQ_K]3 37-‐53 5,067 595,579 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8362.8365.4Nuclei_fractions
P60903 EFPGFLENQKDPLAVDK[iTRAQ_Nterm]EFPGFLENQK[iTRAQ_K]DPLAVDK[iTRAQ_K]3 37-‐53 4,735 595,578 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8238.8241.4Nuclei_fractions
P60903 FAGDKGYLTK[iTRAQ_Nterm]FAGDK[iTRAQ_K]GYLTK[iTRAQ_K]3 18-‐27 6,46 766,446 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4979.4982.2Nuclei_fractions

P10301 LFTQILR [iTRAQ_Nterm]LFTQILR1 122-‐128 5,895 517,828 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8724.8727.2Nuclei_fractions
P10301 LNVDEAFEQLVR[iTRAQ_Nterm]LNVDEAFEQLVR1 177-‐188 6,695 788,926 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10931.10934.2Nuclei_fractions

P11387 AGNEKEEGETADTVGCCSLR[iTRAQ_Nterm]AGNEK[iTRAQ_K]EEGETADTVGC[Cys_CAM]C[Cys_CAM]SLR4 488-‐507 6,475 824,386 2012_02_21_FRF_OT_68_ANF_TMT_N_01.3989.3992.3Nuclei_fractions
P11387 LNTGILNK [iTRAQ_Nterm]LNTGILNK[iTRAQ_K]2 567-‐574 6,115 580,867 2012_02_21_FRF_OT_78_ANF_TMT_N_10.6045.6048.2Nuclei_fractions

Q96CW1_ISOFORM_2DIILPFR [iTRAQ_Nterm]DIILPFR1 282-‐288 6,161 509,315 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9013.9016.2Nuclei_fractions
Q96CW1_ISOFORM_2DIILPFR [iTRAQ_Nterm]DIILPFR1 282-‐288 5,562 509,315 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9151.9154.2Nuclei_fractions
Q96CW1_ISOFORM_2TFITQQGIK[iTRAQ_Nterm]TFITQQGIK[iTRAQ_K]2 131-‐139 6,425 662,399 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5813.5816.2Nuclei_fractions

Q9HBR0 EELEQAQIK[iTRAQ_Nterm]EELEQAQIK[iTRAQ_K]2 370-‐378 4,784 688,372 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5968.5971.2Nuclei_fractions
Q9HBR0 QVEVHQEPGAAVPR[iTRAQ_Nterm]QVEVHQEPGAAVPR1 665-‐678 7,789 554,301 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3583.3586.3Nuclei_fractions

Q16698 EQWDTIEELIR[iTRAQ_Nterm]EQWDTIEELIR1 286-‐296 5,197 788,413 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10917.10920.2Nuclei_fractions
Q16698 VAFITGGGTGLGK[iTRAQ_Nterm]VAFITGGGTGLGK[iTRAQ_K]2 27-‐39 7,358 489,292 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7431.7434.3Nuclei_fractions

Q92804_ISOFORM_ShortAAIDWFDGK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]2 298-‐306 6,797 655,852 2012_02_21_FRF_OT_68_ANF_TMT_N_01.8468.8471.2Nuclei_fractions
Q92804_ISOFORM_ShortAAIDWFDGKEFHGNIIK[iTRAQ_Nterm]AAIDWFDGK[iTRAQ_K]EFHGNIIK[iTRAQ_K]3 298-‐314 5,746 599,082 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8704.8707.4Nuclei_fractions

P23634_ISOFORM_XK,P23634_ISOFORM_ZA,P23634_ISOFORM_XA,P23634_ISOFORM_ZB,P23634_ISOFORM_XB,P23634_ISOFORM_ZD,P23634NVFSGIYR [iTRAQ_Nterm]NVFSGIYR1 974-‐981 7,079 550,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7011.7014.2Nuclei_fractions
P23634_ISOFORM_XK,P23634_ISOFORM_ZA,P23634_ISOFORM_XA,P23634_ISOFORM_ZB,P23634_ISOFORM_XB,P23634_ISOFORM_ZD,P23634NVFSGIYR [iTRAQ_Nterm]NVFSGIYR1 974-‐981 7,06 550,304 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6997.7000.2Nuclei_fractions
P23634_ISOFORM_XK,P23634_ISOFORM_ZA,P23634_ISOFORM_XA,P23634_ISOFORM_ZB,P23634_ISOFORM_XB,P23634_ISOFORM_ZD,P23634TICIAYR [iTRAQ_Nterm]TIC[Cys_CAM]IAYR2 625-‐631 5,453 520,787 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5449.5452.2Nuclei_fractions

LADFGVLHR[iTRAQ_Nterm]LADFGVLHR1 434-‐442 5 586,338 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6772.6775.2Nuclei_fractions
VNTPTTTVYR[iTRAQ_Nterm]VNTPTTTVYR1 244-‐253 7,485 648,357 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4062.4065.2Nuclei_fractions

DNTINLIHTFR[iTRAQ_Nterm]DNTINLIHTFR1 238-‐248 7,52 496,609 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7399.7402.3Nuclei_fractions
DNTINLIHTFR[iTRAQ_Nterm]DNTINLIHTFR1 238-‐248 7,264 744,41 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7435.7438.2Nuclei_fractions
IIEETLALK [iTRAQ_Nterm]IIEETLALK[iTRAQ_K]2 10-‐18 4,901 659,415 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8910.8913.2Nuclei_fractions

Q9P0K7,Q9P0K7_ISOFORM_2IQQLQEILQDLQK[iTRAQ_Nterm]IQQLQEILQDLQK[iTRAQ_K]2 423-‐435 6,917 629,041 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11997.12000.3Nuclei_fractions
Q9P0K7,Q9P0K7_ISOFORM_2IQQLQEILQDLQKR[iTRAQ_Nterm]IQQLQEILQDLQK[iTRAQ_K]R2 423-‐436 5,481 681,075 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11169.11172.3Nuclei_fractions

IKDLSTIEPLK[iTRAQ_Nterm]IK[iTRAQ_K]DLSTIEPLK[iTRAQ_K]3 100-‐110 5,066 563,687 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6919.6922.3Nuclei_fractions
SLDLFNCEVTNLNDYR[iTRAQ_Nterm]SLDLFNC[Cys_CAM]EVTNLNDYR2 117-‐132 7,275 706,339 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10100.10103.3Nuclei_fractions



P63173_CHAIN_0DFLLTAR [iTRAQ_Nterm]DFLLTAR1 10-‐16 6,189 490,289 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7074.7077.2Nuclei_fractions
P63173_CHAIN_0DFLLTAR [iTRAQ_Nterm]DFLLTAR1 10-‐16 5,708 490,289 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7236.7239.2Nuclei_fractions
P63173_CHAIN_0YLYTLVITDKEK[iTRAQ_Nterm]YLYTLVITDK[iTRAQ_K]EK[iTRAQ_K]3 41-‐52 6,139 640,049 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8641.8644.3Nuclei_fractions
P63173_CHAIN_0YLYTLVITDKEK[iTRAQ_Nterm]YLYTLVITDK[iTRAQ_K]EK[iTRAQ_K]3 41-‐52 6,046 640,05 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8670.8673.3Nuclei_fractions

Q9H0S4 LFALVLTPTR[iTRAQ_Nterm]LFALVLTPTR1 92-‐101 7,539 637,902 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9668.9671.2Nuclei_fractions
Q9H0S4 TGAFALPILNALLETPQR[iTRAQ_Nterm]TGAFALPILNALLETPQR1 74-‐91 4,787 690,404 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12453.12456.3Nuclei_fractions

NVTDVVNTCHDAGISK[iTRAQ_Nterm]NVTDVVNTC[Cys_CAM]HDAGISK[iTRAQ_K]3 477-‐492 7,318 673,349 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4837.4840.3Nuclei_fractions
VFNTTPDDLDLHVIYDVSHNIAK[iTRAQ_Nterm]VFNTTPDDLDLHVIYDVSHNIAK[iTRAQ_K]2 335-‐357 5,003 729,382 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10528.10531.4Nuclei_fractions

Q96FJ2 NFGSYVTHETK[iTRAQ_Nterm]NFGSYVTHETK[iTRAQ_K]2 61-‐71 6,131 524,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4951.4954.3Nuclei_fractions
Q96FJ2 NFGSYVTHETK[iTRAQ_Nterm]NFGSYVTHETK[iTRAQ_K]2 61-‐71 5,643 524,274 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4936.4939.3Nuclei_fractions
Q96FJ2 YNPTWHCIVGR[iTRAQ_Nterm]YNPTWHC[Cys_CAM]IVGR2 50-‐60 6,17 516,263 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6122.6125.3Nuclei_fractions

FYFHLGDAMQR[iTRAQ_Nterm]FYFHLGDAM[Oxidation_M]QR2 527-‐537 4,809 515,585 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7674.7677.3Nuclei_fractions
LIFIVDVWHPELTPQQR[iTRAQ_Nterm]LIFIVDVWHPELTPQQR1 736-‐752 7,486 745,752 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11674.11677.3Nuclei_fractions

Q9Y3U8 EVCGFAPYER[iTRAQ_Nterm]EVC[Cys_CAM]GFAPYER2 45-‐54 6,473 686,328 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6035.6038.2Nuclei_fractions
Q9Y3U8 EVCGFAPYER[iTRAQ_Nterm]EVC[Cys_CAM]GFAPYER2 45-‐54 5,878 686,329 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5971.5974.2Nuclei_fractions
Q9Y3U8 YPMAVGLNK[iTRAQ_Nterm]YPM[Oxidation_M]AVGLNK[iTRAQ_K]3 4-‐12 5,761 648,864 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5338.5341.2Nuclei_fractions

Q8TAQ2 KYIQAEPPTNK[iTRAQ_Nterm]K[iTRAQ_K]YIQAEPPTNK[iTRAQ_K]3 37-‐47 5,139 574,344 2012_02_21_FRF_OT_77_ANF_TMT_N_09.3761.3764.3Nuclei_fractions
Q8TAQ2 TQDECILHFLR[iTRAQ_Nterm]TQDEC[Cys_CAM]ILHFLR2 662-‐672 7,091 525,94 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8498.8501.3Nuclei_fractions

LDDTVHVVIATPGR[iTRAQ_Nterm]LDDTVHVVIATPGR1 212-‐225 5,753 546,311 2012_02_21_FRF_OT_71_ANF_TMT_N_04.6572.6575.3Nuclei_fractions
SGAYLIPLLER[iTRAQ_Nterm]SGAYLIPLLER1 147-‐157 6,469 688,409 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10306.10309.2Nuclei_fractions
SGAYLIPLLER[iTRAQ_Nterm]SGAYLIPLLER1 147-‐157 6,368 688,409 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10293.10296.2Nuclei_fractions

P16949_CHAIN_0DLSLEEIQK[iTRAQ_Nterm]DLSLEEIQK[iTRAQ_K]2 44-‐52 6,154 681,89 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6200.6203.2Nuclei_fractions
P16949_CHAIN_0DLSLEEIQK[iTRAQ_Nterm]DLSLEEIQK[iTRAQ_K]2 44-‐52 5,602 454,93 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6206.6209.3Nuclei_fractions
P16949_CHAIN_0DLSLEEIQKK[iTRAQ_Nterm]DLSLEEIQK[iTRAQ_K]K[iTRAQ_K]3 44-‐53 6,068 545,664 2012_02_21_FRF_OT_69_ANF_TMT_N_02.5615.5618.3Nuclei_fractions

P36957 GLVVPVIR [iTRAQ_Nterm]GLVVPVIR1 259-‐266 5,003 498,838 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7192.7195.2Nuclei_fractions
P36957 TPAFAESVTEGDVR[iTRAQ_Nterm]TPAFAESVTEGDVR1 8-‐21 7,215 811,911 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6117.6120.2Nuclei_fractions

Q02880 LLFPAVDDNLLK[iTRAQ_Nterm]LLFPAVDDNLLK[iTRAQ_K]2 832-‐843 4,89 823,49 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10749.10752.2Nuclei_fractions
Q02880 YGVFPLR [iTRAQ_Nterm]YGVFPLR1 497-‐503 7,298 498,295 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7696.7699.2Nuclei_fractions

P42892_ISOFORM_A,P42892_ISOFORM_D,P42892ALNFGGIGVVVGHELTHAFDDQGR[iTRAQ_Nterm]ALNFGGIGVVVGHELTHAFDDQGR1 579-‐602 4,971 664,098 2012_02_21_FRF_OT_71_ANF_TMT_N_04.11149.11152.4Nuclei_fractions
P42892_ISOFORM_A,P42892_ISOFORM_D,P42892DNFQDTLQVVTAHYR[iTRAQ_Nterm]DNFQDTLQVVTAHYR1 202-‐216 7,215 650,997 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8722.8725.3Nuclei_fractions

P05161 LAVHPSGVALQDR[iTRAQ_Nterm]LAVHPSGVALQDR1 44-‐56 5,918 502,955 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5070.5073.3Nuclei_fractions
P05161 LTQTVAHLK[iTRAQ_Nterm]LTQTVAHLK[iTRAQ_K]2 99-‐107 6,261 433,606 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5114.5117.3Nuclei_fractions
P05161 LTQTVAHLK[iTRAQ_Nterm]LTQTVAHLK[iTRAQ_K]2 99-‐107 6,125 433,606 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5142.5145.3Nuclei_fractions

DGIILCELINK[iTRAQ_Nterm]DGIILC[Cys_CAM]ELINK[iTRAQ_K]3 54-‐64 6,254 788,456 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9924.9927.2Nuclei_fractions
DGIILCELINK[iTRAQ_Nterm]DGIILC[Cys_CAM]ELINK[iTRAQ_K]3 54-‐64 6,237 788,454 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9902.9905.2Nuclei_fractions
DGIILCELINK[iTRAQ_Nterm]DGIILC[Cys_CAM]ELINK[iTRAQ_K]3 54-‐64 5,545 525,972 2012_02_21_FRF_OT_68_ANF_TMT_N_01.9890.9893.3Nuclei_fractions
VNESSLNWPQLENIGNFIK[iTRAQ_Nterm]VNESSLNWPQLENIGNFIK[iTRAQ_K]2 73-‐91 5,914 830,782 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11703.11706.3Nuclei_fractions
VNESSLNWPQLENIGNFIK[iTRAQ_Nterm]VNESSLNWPQLENIGNFIK[iTRAQ_K]2 73-‐91 4,844 830,782 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11661.11664.3Nuclei_fractions



P49821_ISOFORM_2,P49821AAYIYIR [iTRAQ_Nterm]AAYIYIR1 133-‐139 5,355 507,299 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6204.6207.2Nuclei_fractions
P49821_ISOFORM_2,P49821IFTNLYGR [iTRAQ_Nterm]IFTNLYGR1 21-‐28 6,744 564,319 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7508.7511.2Nuclei_fractions

P25786_ISOFORM_LongFVFDRPLPVSR[iTRAQ_Nterm]FVFDRPLPVSR1 97-‐107 5,323 492,953 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7332.7335.3Nuclei_fractions
P25786_ISOFORM_LongNVSIGIVGK[iTRAQ_Nterm]NVSIGIVGK[iTRAQ_K]2 209-‐217 6,774 587,874 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5876.5879.2Nuclei_fractions

FQSIVIGCALEDQK[iTRAQ_Nterm]FQSIVIGC[Cys_CAM]ALEDQK[iTRAQ_K]3 155-‐168 5,299 632,677 2012_02_21_FRF_OT_69_ANF_TMT_N_02.8877.8880.3Nuclei_fractions
LLESLDQLELR[iTRAQ_Nterm]LLESLDQLELR1 28-‐38 6,787 736,924 2012_02_21_FRF_OT_68_ANF_TMT_N_01.10714.10717.2Nuclei_fractions

LLVATSVAAR[iTRAQ_Nterm]LLVATSVAAR1 672-‐681 5,969 572,862 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6100.6103.2Nuclei_fractions
VVTVVTTKK[iTRAQ_Nterm]VVTVVTTK[iTRAQ_K]K[iTRAQ_K]3 264-‐272 6,078 469,65 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3994.3997.3Nuclei_fractions
VVTVVTTKK[iTRAQ_Nterm]VVTVVTTK[iTRAQ_K]K[iTRAQ_K]3 264-‐272 4,882 469,65 2012_02_21_FRF_OT_79_ANF_TMT_N_11.3981.3984.3Nuclei_fractions

ILLSWVR [iTRAQ_Nterm]ILLSWVR1 155-‐161 5,851 515,83 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9411.9414.2Nuclei_fractions
QLGLLLHDAIQIPR[iTRAQ_Nterm]QLGLLLHDAIQIPR1 2990-‐3003 6,19 577,685 2012_02_21_FRF_OT_76_ANF_TMT_N_08.9914.9917.3Nuclei_fractions

AGLVELLLR[iTRAQ_Nterm]AGLVELLLR1 25-‐33 5,631 564,368 2012_02_21_FRF_OT_73_ANF_TMT_N_06.11309.11312.2Nuclei_fractions
AGLVELLLR[iTRAQ_Nterm]AGLVELLLR1 25-‐33 5,621 564,367 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11288.11291.2Nuclei_fractions
ILVQGCHAAAELIK[iTRAQ_Nterm]ILVQGC[Cys_CAM]HAAAELIK[iTRAQ_K]3 431-‐444 6,379 604,353 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7471.7474.3Nuclei_fractions

O60264,P28370LLNILMQLR[iTRAQ_Nterm]LLNILM[Oxidation_M]QLR2 449-‐457 5,578 637,395 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10154.10157.2Nuclei_fractions
O60264,P28370LRLDSIVIQQGR[iTRAQ_Nterm]LRLDSIVIQQGR1 628-‐639 6,421 514,647 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7039.7042.3Nuclei_fractions

Q8WUJ3 IFQVVPIPVVK[iTRAQ_Nterm]IFQVVPIPVVK[iTRAQ_K]2 1317-‐1327 6,017 763,997 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10245.10248.2Nuclei_fractions
Q8WUJ3 VGLCYPR [iTRAQ_Nterm]VGLC[Cys_CAM]YPR2 1050-‐1056 5,878 504,774 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5114.5117.2Nuclei_fractions

Q9H3N1 RPQPYPYPSK[iTRAQ_Nterm]RPQPYPYPSK[iTRAQ_K]2 187-‐196 5,187 507,621 2012_02_21_FRF_OT_80_ANF_TMT_N_12.3798.3801.3Nuclei_fractions
Q9H3N1 VDVTEQPGLSGR[iTRAQ_Nterm]VDVTEQPGLSGR1 57-‐68 6,682 701,379 2012_02_21_FRF_OT_68_ANF_TMT_N_01.4528.4531.2Nuclei_fractions

FLILPDMLK[iTRAQ_Nterm]FLILPDM[Oxidation_M]LK[iTRAQ_K]3 70-‐78 5,276 697,423 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9980.9983.2Nuclei_fractions
FLILPDMLK[iTRAQ_Nterm]FLILPDM[Oxidation_M]LK[iTRAQ_K]3 70-‐78 4,842 465,285 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9937.9940.3Nuclei_fractions
VAQLEQVYIR[iTRAQ_Nterm]VAQLEQVYIR1 55-‐64 6,583 681,898 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7506.7509.2Nuclei_fractions

IVLQIDNAR[iTRAQ_Nterm]IVLQIDNAR1 151-‐159 5,333 593,361 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6634.6637.2Nuclei_fractions
LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 91-‐99 6,521 451,61 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7193.7196.3Nuclei_fractions
LASYLDKVR[iTRAQ_Nterm]LASYLDK[iTRAQ_K]VR2 91-‐99 5,626 676,913 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7213.7216.2Nuclei_fractions

P13473,P13473_ISOFORM_LAMP-‐2BGILTVDELLAIR[iTRAQ_Nterm]GILTVDELLAIR1 105-‐116 6,182 728,946 2012_02_21_FRF_OT_68_ANF_TMT_N_01.11891.11894.2Nuclei_fractions
P13473,P13473_ISOFORM_LAMP-‐2BYLDFVFAVK[iTRAQ_Nterm]YLDFVFAVK[iTRAQ_K]2 253-‐261 5,633 695,405 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11295.11298.2Nuclei_fractions

Q99733 KYAALYQPLFDK[iTRAQ_Nterm]K[iTRAQ_K]YAALYQPLFDK[iTRAQ_K]3 93-‐104 5,839 630,37 2012_02_21_FRF_OT_77_ANF_TMT_N_09.7673.7676.3Nuclei_fractions
Q99733 VLAALQER[iTRAQ_Nterm]VLAALQER1 36-‐43 5,964 522,323 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6477.6480.2Nuclei_fractions

DYLHLPPEIVPATLR[iTRAQ_Nterm]DYLHLPPEIVPATLR1 81-‐95 6,16 626,693 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9582.9585.3Nuclei_fractions
IAIYELLFK [iTRAQ_Nterm]IAIYELLFK[iTRAQ_K]2 9-‐17 5,629 699,441 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12055.12057.2Nuclei_fractions
IAIYELLFK [iTRAQ_Nterm]IAIYELLFK[iTRAQ_K]2 9-‐17 5,58 699,438 2012_02_21_FRF_OT_75_ANF_TMT_N_07.11091.11093.2Nuclei_fractions
IAIYELLFK [iTRAQ_Nterm]IAIYELLFK[iTRAQ_K]2 9-‐17 5,104 699,438 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12125.12128.2Nuclei_fractions

P68871_CHAIN_0LHVDPENFR[iTRAQ_Nterm]LHVDPENFR1 96-‐104 5,197 424,228 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5600.5603.3Nuclei_fractions
P68871_CHAIN_0LLVVYPWTQR[iTRAQ_Nterm]LLVVYPWTQR1 31-‐40 6,574 709,919 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9368.9371.2Nuclei_fractions



GSPHYFSPFRPY[iTRAQ_Nterm]GSPHYFSPFRPY1 210-‐221 5,719 533,601 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7473.7476.3Nuclei_fractions
IYVGNLPTDVR[iTRAQ_Nterm]IYVGNLPTDVR1 16-‐26 6,027 695,896 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7256.7259.2Nuclei_fractions
IYVGNLPTDVR[iTRAQ_Nterm]IYVGNLPTDVR1 16-‐26 5,231 695,896 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7430.7433.2Nuclei_fractions

ILSFVYPIR [iTRAQ_Nterm]ILSFVYPIR1 409-‐417 6,935 626,38 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9661.9664.2Nuclei_fractions
RFDGYLNQGANNK[iTRAQ_Nterm]RFDGYLNQGANNK[iTRAQ_K]2 459-‐471 4,793 595,646 2012_02_21_FRF_OT_68_ANF_TMT_N_01.5184.5187.3Nuclei_fractions

P17655 RPTEICADPQFIIGGATR[iTRAQ_Nterm]RPTEIC[Cys_CAM]ADPQFIIGGATR2 58-‐75 6,101 716,045 2012_02_21_FRF_OT_73_ANF_TMT_N_06.7513.7516.3Nuclei_fractions
P17655 SDTFINLR [iTRAQ_Nterm]SDTFINLR1 443-‐450 5,537 555,31 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6807.6810.2Nuclei_fractions

P23526 IILLAEGR [iTRAQ_Nterm]IILLAEGR1 335-‐342 6,654 514,833 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8053.8056.2Nuclei_fractions
P23526 YPQLLPGIR[iTRAQ_Nterm]YPQLLPGIR1 142-‐150 4,891 600,865 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8164.8167.2Nuclei_fractions

P61353_CHAIN_0VVLVLAGR[iTRAQ_Nterm]VVLVLAGR1 10-‐17 5,284 485,831 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7038.7041.2Nuclei_fractions
P61353_CHAIN_0YSVDIPLDK[iTRAQ_Nterm]YSVDIPLDK[iTRAQ_K]2 85-‐93 6,256 669,385 2012_02_21_FRF_OT_68_ANF_TMT_N_01.6851.6854.2Nuclei_fractions

P48735 DLAGCIHGLSNVK[iTRAQ_Nterm]DLAGC[Cys_CAM]IHGLSNVK[iTRAQ_K]3 375-‐387 4,997 557,973 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6414.6417.3Nuclei_fractions
P48735 NILGGTVFR[iTRAQ_Nterm]NILGGTVFR1 102-‐110 6,526 560,833 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7620.7623.2Nuclei_fractions

Q8TCS8 ALYPVIPR [iTRAQ_Nterm]ALYPVIPR1 412-‐419 4,834 536,837 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6841.6844.2Nuclei_fractions
Q8TCS8 YTQQIIQGIQQLVK[iTRAQ_Nterm]YTQQIIQGIQQLVK[iTRAQ_K]2 206-‐219 6,68 650,054 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11119.11122.3Nuclei_fractions

Q08945 LFDFVNAK[iTRAQ_Nterm]LFDFVNAK[iTRAQ_K]2 413-‐420 5,147 621,363 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9223.9226.2Nuclei_fractions
Q08945 SDHPGISITDLSK[iTRAQ_Nterm]SDHPGISITDLSK[iTRAQ_K]2 566-‐578 6,357 553,308 2012_02_21_FRF_OT_71_ANF_TMT_N_04.5976.5979.3Nuclei_fractions

O43854_ISOFORM_2,O43854DFGHVQFVGSYK[iTRAQ_Nterm]DFGHVQFVGSYK[iTRAQ_K]2 382-‐393 5,679 557,962 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6699.6702.3Nuclei_fractions
O43854_ISOFORM_2,O43854DFGHVQFVGSYK[iTRAQ_Nterm]DFGHVQFVGSYK[iTRAQ_K]2 382-‐393 4,934 557,962 2012_02_21_FRF_OT_76_ANF_TMT_N_08.6679.6682.3Nuclei_fractions
O43854_ISOFORM_2,O43854LYPQVCR [iTRAQ_Nterm]LYPQVC[Cys_CAM]R2 280-‐286 5,715 540,292 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4701.4704.2Nuclei_fractions

O00410,O00410_ISOFORM_3ITFLLQAIR [iTRAQ_Nterm]ITFLLQAIR1 41-‐49 6,597 609,889 2012_02_21_FRF_OT_80_ANF_TMT_N_12.10012.10015.2Nuclei_fractions
O00410,O00410_ISOFORM_3QMAAVLLR[iTRAQ_Nterm]QM[Oxidation_M]AAVLLR2 59-‐66 4,774 531,315 2012_02_21_FRF_OT_77_ANF_TMT_N_09.6175.6178.2Nuclei_fractions

Q12841 IQVDYDGHCK[iTRAQ_Nterm]IQVDYDGHC[Cys_CAM]K[iTRAQ_K]3 70-‐79 6,29 508,259 2012_02_21_FRF_OT_71_ANF_TMT_N_04.4269.4272.3Nuclei_fractions
Q12841 LSFQEFLK [iTRAQ_Nterm]LSFQEFLK[iTRAQ_K]2 193-‐200 5,047 650,383 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10139.10142.2Nuclei_fractions

Q00325_ISOFORM_B,Q00325FGFYEVFK [iTRAQ_Nterm]FGFYEVFK[iTRAQ_K]2 89-‐96 4,818 662,862 2012_02_21_FRF_OT_72_ANF_TMT_N_05.10329.10332.2Nuclei_fractions
Q00325_ISOFORM_B,Q00325IQTQPGYANTLR[iTRAQ_Nterm]IQTQPGYANTLR1 141-‐152 6,48 502,611 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4825.4828.3Nuclei_fractions
Q00325_ISOFORM_B,Q00325IQTQPGYANTLR[iTRAQ_Nterm]IQTQPGYANTLR1 141-‐152 6,168 753,414 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4818.4821.2Nuclei_fractions

LLTVNPEHR[iTRAQ_Nterm]LLTVNPEHR1 332-‐340 4,97 408,24 2012_02_21_FRF_OT_77_ANF_TMT_N_09.4538.4541.3Nuclei_fractions
RMGSSMSAATAR[iTRAQ_Nterm]RMGSSMSAATAR1 67-‐78 6,323 685,342 2012_02_21_FRF_OT_72_ANF_TMT_N_05.3281.3284.2Nuclei_fractions

KVESLWPIFR[iTRAQ_Nterm]K[iTRAQ_K]VESLWPIFR2 42-‐51 6,435 521,648 2012_02_21_FRF_OT_78_ANF_TMT_N_10.10076.10079.3Nuclei_fractions
YIFDLFYK [iTRAQ_Nterm]YIFDLFYK[iTRAQ_K]2 59-‐66 4,848 698,893 2012_02_21_FRF_OT_72_ANF_TMT_N_05.11814.11817.2Nuclei_fractions

P20908 TGPIGPQGAPGKPGPDGLR[iTRAQ_Nterm]TGPIGPQGAPGK[iTRAQ_K]PGPDGLR2 1385-‐1403 5,225 687,388 2012_02_21_FRF_OT_78_ANF_TMT_N_10.4679.4682.3Nuclei_fractions
P20908 VLDFHNLPDGITK[iTRAQ_Nterm]VLDFHNLPDGITK[iTRAQ_K]2 8-‐20 5,935 586,336 2012_02_21_FRF_OT_71_ANF_TMT_N_04.8069.8072.3Nuclei_fractions

ASSVTTFTGEPNTCPR[iTRAQ_Nterm]ASSVTTFTGEPNTC[Cys_CAM]PR2 113-‐128 6,017 623,635 2012_02_21_FRF_OT_73_ANF_TMT_N_06.4988.4991.3Nuclei_fractions
TVYFAEK [iTRAQ_Nterm]TVYFAEK[iTRAQ_K]2 11-‐17 5,032 573,327 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5268.5271.2Nuclei_fractions

Q9BVK6 DKLSELQLR[iTRAQ_Nterm]DK[iTRAQ_K]LSELQLR2 124-‐132 5,618 463,948 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5827.5830.3Nuclei_fractions



Q9BVK6 DKLSELQLR[iTRAQ_Nterm]DK[iTRAQ_K]LSELQLR2 124-‐132 5,598 463,949 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5938.5941.3Nuclei_fractions
Q9BVK6 DKLSELQLR[iTRAQ_Nterm]DK[iTRAQ_K]LSELQLR2 124-‐132 5,252 463,948 2012_02_21_FRF_OT_72_ANF_TMT_N_05.5841.5844.3Nuclei_fractions
Q9BVK6 DKLSELQLR[iTRAQ_Nterm]DK[iTRAQ_K]LSELQLR2 124-‐132 5,162 463,949 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5911.5914.3Nuclei_fractions
Q9BVK6 QLVEQVEQIQK[iTRAQ_Nterm]QLVEQVEQIQK[iTRAQ_K]2 135-‐145 5,373 543,987 2012_02_21_FRF_OT_69_ANF_TMT_N_02.6448.6451.3Nuclei_fractions

AILQATLREEK[iTRAQ_Nterm]AILQATLREEK[iTRAQ_K]2 36-‐46 5,541 520,653 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5541.5544.3Nuclei_fractions
AILQATLREEK[iTRAQ_Nterm]AILQATLREEK[iTRAQ_K]2 36-‐46 5,381 520,652 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5569.5572.3Nuclei_fractions
IGCIITAR [iTRAQ_Nterm]IGC[Cys_CAM]IITAR2 159-‐166 5,445 524,308 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5966.5969.2Nuclei_fractions

P07942_CHAIN_0IPSWTGAGFVR[iTRAQ_Nterm]IPSWTGAGFVR1 580-‐590 5,641 667,872 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8487.8490.2Nuclei_fractions
P07942_CHAIN_0ISGVIGPYR [iTRAQ_Nterm]ISGVIGPYR1 1209-‐1217 5,338 553,327 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6213.6216.2Nuclei_fractions

Q07666 ILGPQGNTIK[iTRAQ_Nterm]ILGPQGNTIK[iTRAQ_K]2 151-‐160 5,415 664,912 2012_02_21_FRF_OT_78_ANF_TMT_N_10.5253.5256.2Nuclei_fractions
Q07666 KDDEENYLDLFSHK[iTRAQ_Nterm]K[iTRAQ_K]DDEENYLDLFSHK[iTRAQ_K]3 114-‐127 5,445 547,037 2012_02_21_FRF_OT_69_ANF_TMT_N_02.7743.7746.4Nuclei_fractions

P05783 IVLQIDNAR[iTRAQ_Nterm]IVLQIDNAR1 149-‐157 5,333 593,361 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6634.6637.2Nuclei_fractions
P05783 LASYLDR [iTRAQ_Nterm]LASYLDR1 90-‐96 5,526 491,279 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6312.6315.2Nuclei_fractions

P37235 LRPEVLQDLR[iTRAQ_Nterm]LRPEVLQDLR1 7-‐16 5,131 461,614 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6905.6908.3Nuclei_fractions
P37235 LSLEEFIR [iTRAQ_Nterm]LSLEEFIR1 163-‐170 5,68 575,834 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10466.10469.2Nuclei_fractions
P37235 LSLEEFIR [iTRAQ_Nterm]LSLEEFIR1 163-‐170 5,276 575,833 2012_02_21_FRF_OT_69_ANF_TMT_N_02.10450.10453.2Nuclei_fractions

P55265_ISOFORM_3,P55265_ISOFORM_2,P55265,P55265_ISOFORM_4FQYCVAVGAQTFPSVSAPSKK[iTRAQ_Nterm]FQYC[Cys_CAM]VAVGAQTFPSVSAPSK[iTRAQ_K]K[iTRAQ_K]4 351-‐371 4,766 676,867 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6809.6812.4Nuclei_fractions
P55265_ISOFORM_3,P55265_ISOFORM_2,P55265,P55265_ISOFORM_4LVDQSGPPHEPK[iTRAQ_Nterm]LVDQSGPPHEPK[iTRAQ_K]2 451-‐462 6,043 531,295 2012_02_21_FRF_OT_71_ANF_TMT_N_04.3659.3662.3Nuclei_fractions

Q9Y2H6 FVSLYR [iTRAQ_Nterm]FVSLYR1 941-‐946 4,942 464,773 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6737.6740.2Nuclei_fractions
Q9Y2H6 LNPGCFYR [iTRAQ_Nterm]LNPGC[Cys_CAM]FYR2 572-‐579 5,812 585,795 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6472.6475.2Nuclei_fractions

RPLFLAPDFDR[iTRAQ_Nterm]RPLFLAPDFDR1 99-‐109 5,33 497,614 2012_02_21_FRF_OT_73_ANF_TMT_N_06.8291.8294.3Nuclei_fractions
VELSDVQNPAISITENVLHFK[iTRAQ_Nterm]VELSDVQNPAISITENVLHFK[iTRAQ_K]2 23-‐43 5,349 661,117 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11992.11995.4Nuclei_fractions

Q9NSK0 NLGALYR [iTRAQ_Nterm]NLGALYR1 487-‐493 5,233 475,781 2012_02_21_FRF_OT_80_ANF_TMT_N_12.5450.5453.2Nuclei_fractions
Q9NSK0 QGKYAEAETLYK[iTRAQ_Nterm]QGK[iTRAQ_K]YAEAETLYK[iTRAQ_K]3 410-‐421 5,415 611,682 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4701.4704.3Nuclei_fractions

Q04637_ISOFORM_D,Q04637_ISOFORM_C,Q04637_ISOFORM_B,Q04637AALSEEELEKK[iTRAQ_Nterm]AALSEEELEK[iTRAQ_K]K[iTRAQ_K]3 1039-‐1049 5,141 560,325 2012_02_21_FRF_OT_69_ANF_TMT_N_02.4516.4519.3Nuclei_fractions
Q04637_ISOFORM_D,Q04637_ISOFORM_C,Q04637_ISOFORM_B,Q04637GVIDLIFEK [iTRAQ_Nterm]GVIDLIFEK[iTRAQ_K]2 600-‐608 5,372 661,403 2012_02_21_FRF_OT_69_ANF_TMT_N_02.11031.11034.2Nuclei_fractions

P36776 DIIALNPLYR[iTRAQ_Nterm]DIIALNPLYR1 235-‐244 5,019 666,396 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9545.9548.2Nuclei_fractions
P36776 DIIALNPLYR[iTRAQ_Nterm]DIIALNPLYR1 235-‐244 4,961 666,396 2012_02_21_FRF_OT_72_ANF_TMT_N_05.9406.9409.2Nuclei_fractions
P36776 LGLLDNHSSEFNVTR[iTRAQ_Nterm]LGLLDNHSSEFNVTR1 378-‐392 5,457 615,991 2012_02_21_FRF_OT_71_ANF_TMT_N_04.7433.7436.3Nuclei_fractions

Q13561,Q13561_ISOFORM_3,Q13561_ISOFORM_2LTPVLLAK [iTRAQ_Nterm]LTPVLLAK[iTRAQ_K]2 132-‐139 4,912 571,892 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7760.7763.2Nuclei_fractions
Q13561,Q13561_ISOFORM_3,Q13561_ISOFORM_2QQLVASHLEK[iTRAQ_Nterm]QQLVASHLEK[iTRAQ_K]2 146-‐155 5,536 480,953 2012_02_21_FRF_OT_76_ANF_TMT_N_08.4306.4309.3Nuclei_fractions

P11413,P11413_ISOFORM_3,P11413_ISOFORM_LongIFGPIWNR [iTRAQ_Nterm]IFGPIWNR1 219-‐226 5,373 573,831 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8816.8819.2Nuclei_fractions
P11413,P11413_ISOFORM_3,P11413_ISOFORM_LongLQFHDVAGDIFHQQCK[iTRAQ_Nterm]LQFHDVAGDIFHQQC[Cys_CAM]K[iTRAQ_K]3 370-‐385 5,037 558,537 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7754.7757.4Nuclei_fractions
P11413,P11413_ISOFORM_3,P11413_ISOFORM_LongLQFHDVAGDIFHQQCK[iTRAQ_Nterm]LQFHDVAGDIFHQQC[Cys_CAM]K[iTRAQ_K]3 370-‐385 5,022 558,537 2012_02_21_FRF_OT_75_ANF_TMT_N_07.7734.7737.4Nuclei_fractions

Q9Y6M1 ENSGAAEKPVTIHATPEGTSEACR[iTRAQ_Nterm]ENSGAAEK[iTRAQ_K]PVTIHATPEGTSEAC[Cys_CAM]R3 233-‐256 5,342 700,852 2012_02_21_FRF_OT_69_ANF_TMT_N_02.3745.3748.4Nuclei_fractions
Q9Y6M1 KLPLAGQVLLK[iTRAQ_Nterm]K[iTRAQ_K]LPLAGQVLLK[iTRAQ_K]3 27-‐37 5,036 538,034 2012_02_21_FRF_OT_79_ANF_TMT_N_11.6774.6777.3Nuclei_fractions

LKDIVSLVPR[iTRAQ_Nterm]LK[iTRAQ_K]DIVSLVPR2 221-‐230 5,536 476,645 2012_02_21_FRF_OT_78_ANF_TMT_N_10.8915.8918.3Nuclei_fractions



VLSEAAISASLEKFEIPVK[iTRAQ_Nterm]VLSEAAISASLEK[iTRAQ_K]FEIPVK[iTRAQ_K]3 661-‐679 4,803 616,618 2012_02_21_FRF_OT_70_ANF_TMT_N_03.10800.10803.4Nuclei_fractions

IVVLLQR [iTRAQ_Nterm]IVVLLQR1 110-‐116 4,739 492,838 2012_02_21_FRF_OT_80_ANF_TMT_N_12.7479.7482.2Nuclei_fractions
LEGFHTQISK[iTRAQ_Nterm]LEGFHTQISK[iTRAQ_K]2 167-‐176 5,513 483,275 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5460.5463.3Nuclei_fractions
LEGFHTQISK[iTRAQ_Nterm]LEGFHTQISK[iTRAQ_K]2 167-‐176 4,765 483,276 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5483.5486.3Nuclei_fractions

Q13557,Q13557_ISOFORM_DeltaDLKPENLLLASK[iTRAQ_Nterm]DLK[iTRAQ_K]PENLLLASK[iTRAQ_K]3 135-‐146 5,083 591,701 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7151.7154.3Nuclei_fractions
Q13557,Q13557_ISOFORM_DeltaFYFENALSK[iTRAQ_Nterm]FYFENALSK[iTRAQ_K]2 396-‐404 5,158 703,893 2012_02_21_FRF_OT_72_ANF_TMT_N_05.8683.8686.2Nuclei_fractions

Q9BS26 ALADYIR [iTRAQ_Nterm]ALADYIR1 102-‐108 5,208 483,281 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6669.6672.2Nuclei_fractions
Q9BS26 QFVFDLHSGK[iTRAQ_Nterm]QFVFDLHSGK[iTRAQ_K]2 317-‐326 4,927 489,273 2012_02_21_FRF_OT_76_ANF_TMT_N_08.7065.7068.3Nuclei_fractions

Q96AC1 INQGWLDSSR[iTRAQ_Nterm]INQGWLDSSR1 248-‐257 5,318 660,349 2012_02_21_FRF_OT_72_ANF_TMT_N_05.6529.6532.2Nuclei_fractions
Q96AC1 TSTILGDITSIPELADYIK[iTRAQ_Nterm]TSTILGDITSIPELADYIK[iTRAQ_K]2 362-‐380 4,783 780,106 2012_02_21_FRF_OT_68_ANF_TMT_N_01.13164.13167.3Nuclei_fractions

O15042 AAAEIYEEFLAAFEGSDGNKVK[iTRAQ_Nterm]AAAEIYEEFLAAFEGSDGNK[iTRAQ_K]VK[iTRAQ_K]3 112-‐133 4,79 698,619 2012_02_21_FRF_OT_68_ANF_TMT_N_01.12968.12971.4Nuclei_fractions
O15042 KPGQSFQEQVEHYR[iTRAQ_Nterm]K[iTRAQ_K]PGQSFQEQVEHYR2 865-‐878 5,293 506,015 2012_02_21_FRF_OT_76_ANF_TMT_N_08.5096.5099.4Nuclei_fractions

FLELLR [iTRAQ_Nterm]FLELLR1 241-‐246 5,1 467,797 2012_02_21_FRF_OT_73_ANF_TMT_N_06.10069.10072.2Nuclei_fractions
LTNQELLR [iTRAQ_Nterm]LTNQELLR1 445-‐452 4,93 565,837 2012_02_21_FRF_OT_73_ANF_TMT_N_06.5604.5607.2Nuclei_fractions

P56385 VPPVQVSPLIK[iTRAQ_Nterm]VPPVQVSPLIK[iTRAQ_K]2 1-‐11 4,966 488,985 2012_02_21_FRF_OT_78_ANF_TMT_N_10.7627.7630.3Nuclei_fractions
P56385 YNYLKPR [iTRAQ_Nterm]YNYLK[iTRAQ_K]PR2 29-‐35 4,997 621,368 2012_02_21_FRF_OT_80_ANF_TMT_N_12.4225.4228.2Nuclei_fractions

KAAMAEPNAK[iTRAQ_Nterm]K[iTRAQ_K]AAMAEPNAK[iTRAQ_K]3 235-‐244 5,231 731,922 2012_02_21_FRF_OT_73_ANF_TMT_N_06.12424.12427.2Nuclei_fractions
MWTFLGIATFTYFYKK[iTRAQ_Nterm]MWTFLGIATFTYFYK[iTRAQ_K]K[iTRAQ_K]3 1-‐16 4,72 817,103 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6199.6202.3Nuclei_fractions

P78357 LHGISGWSPR[iTRAQ_Nterm]LHGISGWSPR1 36-‐45 4,734 418,567 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6197.6200.3Nuclei_fractions
P78357 VSYPLLIR [iTRAQ_Nterm]VSYPLLIR1 451-‐458 5,216 552,848 2012_02_21_FRF_OT_80_ANF_TMT_N_12.8088.8091.2Nuclei_fractions

Q16851_CHAIN_0,Q16851EFPTVPLVK[iTRAQ_Nterm]EFPTVPLVK[iTRAQ_K]2 412-‐420 4,927 659,403 2012_02_21_FRF_OT_72_ANF_TMT_N_05.7851.7854.2Nuclei_fractions
Q16851_CHAIN_0,Q16851IFNTNNLWISLAAVK[iTRAQ_Nterm]IFNTNNLWISLAAVK[iTRAQ_K]2 315-‐329 5,011 664,722 2012_02_21_FRF_OT_78_ANF_TMT_N_10.11514.11517.3Nuclei_fractions

KIASFPTAK[iTRAQ_Nterm]K[iTRAQ_K]IASFPTAK[iTRAQ_K]3 340-‐348 4,818 465,629 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4506.4509.3Nuclei_fractions
YIEIFPSRR [iTRAQ_Nterm]YIEIFPSRR1 318-‐326 5,117 442,255 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6983.6986.3Nuclei_fractions

EADGDVVNEK[iTRAQ_Nterm]EADGDVVNEK[iTRAQ_K]2 473-‐482 4,802 682,361 2012_02_21_FRF_OT_71_ANF_TMT_N_04.9036.9039.2Nuclei_fractions
RTPNETTSVLEPK[iTRAQ_Nterm]RTPNETTSVLEPK[iTRAQ_K]2 484-‐496 5,002 587,336 2012_02_21_FRF_OT_73_ANF_TMT_N_06.6345.6348.3Nuclei_fractions

Q07157 ISKPGAVSTPVK[iTRAQ_Nterm]ISK[iTRAQ_K]PGAVSTPVK[iTRAQ_K]3 346-‐357 4,806 539,342 2012_02_21_FRF_OT_79_ANF_TMT_N_11.4072.4075.3Nuclei_fractions
Q07157 LGSWLAIR [iTRAQ_Nterm]LGSWLAIR1 554-‐561 4,92 530,323 2012_02_21_FRF_OT_80_ANF_TMT_N_12.9123.9126.2Nuclei_fractions

O60762 FIPEFIR [iTRAQ_Nterm]FIPEFIR1 126-‐132 4,912 533,315 2012_02_21_FRF_OT_73_ANF_TMT_N_06.9697.9700.2Nuclei_fractions
O60762 GLLTLFATT[iTRAQ_Nterm]GLLTLFATT1 251-‐259 4,8 540,826 2012_02_21_FRF_OT_72_ANF_TMT_N_05.12274.12277.2Nuclei_fractions

ILLGGYQSR[iTRAQ_Nterm]ILLGGYQSR1 719-‐727 4,77 575,84 2012_02_21_FRF_OT_80_ANF_TMT_N_12.6304.6307.2Nuclei_fractions
LGLLGLPAPK[iTRAQ_Nterm]LGLLGLPAPK[iTRAQ_K]2 478-‐487 4,883 633,926 2012_02_21_FRF_OT_78_ANF_TMT_N_10.9377.9380.2Nuclei_fractions



#Ref	  ProteinsRef	  Proteins 114 115 116 117 i114 i115 i116
1 [P21333_ISOFORM_2]38931,779 67184,414 15882,649 7010,6941 40312,22 69573,396 12840,389
1 [P21333_ISOFORM_2]120164,47 195441,11 55393,579 18898,704 124685,57 201652,55 47350,788
1 [P21333_ISOFORM_2]65140,267 118570,12 33256,986 10270,96 67322,041 122843,6 28390,34
1 [P21333_ISOFORM_2]245901,21 296962,69 78908,189 35390,126 257343,07 302541,75 66069,34
1 [P21333_ISOFORM_2]433654,23 516911,16 148631,02 59562,199 453984,31 525898,4 127278,37
1 [P21333_ISOFORM_2]14195,917 41099,434 8255,144 1827,2316 14344,241 43220,118 6370,1827
1 [P21333_ISOFORM_2]3815,699 605,36373 306,74544 65,310657 4078,6381 401,00912 297,16703
1 [P21333_ISOFORM_2]1157,5087 1586,0437 474,97935 235,91963 1207,3921 1624,0353 408,4363
1 [P21333_ISOFORM_2]78970,159 111464,96 39818,265 15918,405 82308,2 114077,55 35680,312
1 [P21333_ISOFORM_2]226873,44 328468,63 106489,8 46724,344 236281,18 336890,72 93430,51
1 [P21333_ISOFORM_2]126167,83 178147,47 55853,396 22503,315 131494,53 182577,6 48745,681
1 [P21333_ISOFORM_2]336505,07 511248,88 156611,8 33791,74 349941,45 525702,93 137212,71
1 [P21333_ISOFORM_2]2340790,9 3214112,3 1178925,8 464717,76 2441665 3284397,5 1061903,8
1 [P21333_ISOFORM_2]522124,71 791994,5 232797,22 67557,308 542993,24 814654,28 201307,72
1 [P21333_ISOFORM_2]277267,2 421522,16 134489,72 49496,546 288335,81 433281,7 117989,69
1 [P21333_ISOFORM_2]80648,968 92062,281 35822,329 19737,587 84522,535 93144,414 32376,241
1 [P21333_ISOFORM_2]67369,229 81288,766 29339,713 17790,046 70510,381 82563,157 26093,192
1 [P21333_ISOFORM_2]78421,415 95170,008 33629,725 19624,186 82065,834 96713,882 29822,658
1 [P21333_ISOFORM_2]2863,4536 2316,4229 813,64767 415,12558 3021,147 2293,3699 724,63391
1 [P21333_ISOFORM_2]1503,2739 2030,7817 822,63906 451,60765 1568,814 2071,1582 748,12238
1 [P21333_ISOFORM_2]51064,101 118672,74 31431,538 8546,3918 52225,271 123909,33 26467,674
1 [P21333_ISOFORM_2]53834,622 121650,12 32103,913 10182,072 55132,476 126927,35 26947,039
1 [P21333_ISOFORM_2]53815,451 82160,453 28344,263 9203,5966 55957,793 84397,901 25316,915
1 [P21333_ISOFORM_2]197973,98 367832,09 98252,032 25443,107 204442,46 381508,89 83033,367
1 [P21333_ISOFORM_2]405498,8 605382,25 222557,82 72379,052 421941,32 620853,98 201160,55
1 [P21333_ISOFORM_2]405574,5 777883,88 256270,46 73401,4 418338,62 806073,63 227090
1 [P21333_ISOFORM_2]223509,19 272680,75 103750,51 55788,519 233870,4 276939,82 93449,529
1 [P21333_ISOFORM_2]253709,08 292379,78 123052,78 58961,597 265841,99 295669,03 113006,05
1 [P21333_ISOFORM_2]445923,17 651650,06 154535,8 64726,219 464249,27 670456,97 125303,48
1 [P21333_ISOFORM_2]973536,59 1448102,3 352364,09 136549,64 1013009,6 1490711 288407,59
1 [P21333_ISOFORM_2]104407,87 113984,47 28897,232 9766,8979 109523,06 115532,11 24037,079
1 [P21333_ISOFORM_2]129761,76 216068,03 68262,828 41262,556 134541,52 222908,19 59048,45
1 [P21333_ISOFORM_2]282850,01 436363,97 113345,04 45877,843 293989,63 449641,34 94425,356
1 [P21333_ISOFORM_2]59080,088 91792,703 28204,885 11872,273 61395,87 94471,526 24476,448
1 [P21333_ISOFORM_2]366926,73 979209,13 264538,77 56315,517 372578,59 1025711,3 224529,91
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]670451,51 2114357 337689,01 69301,265 673700,43 2230080,3 234760,1
1 [P21333_ISOFORM_2]233744,73 382154,44 90411,808 48310,7 242485,4 394960,17 72766,107
1 [P21333_ISOFORM_2]238923,76 415366,44 101150,63 45605,476 247332,2 430153,7 82477,651
1 [P21333_ISOFORM_2]284872,35 502779,56 165381,47 68090,149 294764,87 519565,46 145641,85
1 [P21333_ISOFORM_2]123003,72 194930,5 58521,171 32109,764 127742,92 200821,79 50192,891
1 [P21333_ISOFORM_2]108868,11 137956,25 75047,919 27939,781 113820,34 139647,88 71641,845
1 [P21333_ISOFORM_2]128142,98 110344,32 51507,054 38766,996 135066,06 109362,88 47452,817
1 [P21333_ISOFORM_2]107856,03 89103,628 39644,898 33975,09 113761,71 88095,978 36106,756
1 [P21333_ISOFORM_2]448352,77 572586,88 203207,75 86942,964 468584,12 583334,32 181681,92
1 [P21333_ISOFORM_2]834899,37 1032642,4 303970,44 162771,69 873246,93 1052377,5 259943,38
1 [P21333_ISOFORM_2]896406,58 1084285,8 343507,88 118890,28 938115,33 1102950,4 301491,34
1 [P21333_ISOFORM_2]399441,02 489129,84 157344,63 58500,716 417901,04 497787,5 138363,98
1 [P21333_ISOFORM_2]348193,33 472228,69 153639,47 45821,373 363310,61 482912,56 135859,76
1 [P21333_ISOFORM_2]100486,22 119203,35 48597,79 36372,267 105218,48 120785,83 43840,354
1 [P21333_ISOFORM_2]198792,67 191066,58 62992,116 23626,153 209094,77 191676,91 55726,533
1 [P21333_ISOFORM_2]179763,64 232753,41 84484,08 25878,821 187808,94 237217,63 76288,621



1 [P21333_ISOFORM_2]923072,75 1448392,4 332107,57 105457,45 958879,75 1494886,6 267787,98
1 [P21333_ISOFORM_2]853156,52 1344655 291398,29 83855,529 886113,22 1388606,8 230936,32
1 [P21333_ISOFORM_2]530459,84 765122,81 191208,31 56919,662 552481,2 786445,56 158496,86
1 [P21333_ISOFORM_2]717319,77 1079930,4 264104,57 81584,897 746129,15 1112212,5 217375,53
2 [P21333_ISOFORM_2, Q14315_ISOFORM_2]53641,529 55249,438 16427,374 6126,0136 56341,721 55728,295 14208,897
1 [P21333_ISOFORM_2]45472,398 108927,43 20584,044 8454,6055 46431,829 114091,08 15340,252
1 [P21333_ISOFORM_2]85010,405 234677,31 42621,093 8129,7011 86140,015 246680,68 31602,76
1 [P21333_ISOFORM_2]316372,23 367929,66 111162,36 64023,668 331402,96 373666,88 95470,082
1 [P21333_ISOFORM_2]350164,53 636705,63 136733,02 47723,921 361880,16 660985,04 107582,83
1 [P21333_ISOFORM_2]261056,82 495558,84 124938,64 40317,26 269357,44 514587,39 103574,35
1 [P21333_ISOFORM_2]538332,85 498258,73 165372,18 92144,913 566638,98 498552,68 145224,27
1 [P21333_ISOFORM_2]33763,619 52892,5 12256,01 4479,7304 35075,26 54582,877 9890,3625
1 [P21333_ISOFORM_2]30196,261 51048,09 12857,282 4405,3395 31290,111 52798,347 10649,274
1 [P21333_ISOFORM_2]46517,346 74417,578 15511,644 5439,4716 48290,355 76914,636 12080,981
1 [P21333_ISOFORM_2]19146,909 36643,785 11143,796 3107,5637 19750,591 37999,092 9710,3134
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]54794,336 168935,64 41395,498 7581,8041 55151,786 177637,06 34234,699
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]1168,69 3484,7849 753,74871 148,07896 1178,7738 3665,0767 598,46171
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]14250,103 44145,824 10946,46 2173,0008 14338,635 46419,881 9077,1482
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]68381,779 211661,66 50016,972 10208,117 68808,871 222641,06 40866,779
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]21601,959 66204,742 16756,752 3080,862 21751,665 69589,305 13988,536
1 [P21333_ISOFORM_2]4762,3922 12804,57 3067,1937 665,9764 4833,4658 13427,617 2515,7413
1 [P21333_ISOFORM_2]3767,2691 10820,854 2361,2991 518,85163 3808,5877 11371,226 1878,4118
1 [P21333_ISOFORM_2]514,55615 1351,9435 280,7177 57,571905 522,88018 1418,3749 219,62047
1 [P21333_ISOFORM_2]1305,2293 3402,4307 797,79932 167,5341 1326,9777 3566,0111 650,357
1 [P21333_ISOFORM_2]83976,046 133230,92 44199,546 15862,829 87211,104 137126,01 39104,68
1 [P21333_ISOFORM_2]170297,48 242815,2 63502,167 30462,828 177429 249368,94 52814,033
1 [P21333_ISOFORM_2]261314,45 407436,75 177965,25 40158,449 271560,86 417672,62 166164,37
1 [P21333_ISOFORM_2]29580,088 47215,648 9445,3338 4536,3428 30709,536 48808,816 7190,3665
1 [P21333_ISOFORM_2]163601,68 170768,44 56615,568 21547,151 171792,59 172199,63 50108,625
1 [P21333_ISOFORM_2]501576,62 702182,25 139030,89 51072,679 522829,15 721992,86 106174,44
1 [P21333_ISOFORM_2]42699,116 64044,125 18524,324 7276,1473 44420,966 65856,212 15876,436
1 [P21333_ISOFORM_2]23170,593 49943,254 10796,072 2076,8082 23779,14 52118,588 8581,0051
1 [P21333_ISOFORM_2]9189,5762 29681,623 5204,282 1181,9934 9219,4176 31305,328 3787,0065
1 [P21333_ISOFORM_2]757627,85 1382054,6 289878,37 91620,78 782876,65 1435134 226564,99
1 [P21333_ISOFORM_2]18512,804 27014,568 8416,1585 4428,4939 19275,747 27727,752 7289,3693
1 [P21333_ISOFORM_2]779220,44 1005037,9 387093,96 193825,26 814190,74 1023419,3 349947,41
1 [P21333_ISOFORM_2]130603,65 270444,75 58246,172 17664,659 134269,8 281905,8 45964,736
1 [P21333_ISOFORM_2]118844,65 215176,81 57591,502 27722,476 122847,79 222983,54 48148,532
1 [P21333_ISOFORM_2]56636,173 81569,852 19562,762 8197,1359 58989,389 83864,843 15918,131
1 [P21333_ISOFORM_2]135284,55 207734,88 51215,807 22714,901 140631,51 214104,59 41953,331
1 [P21333_ISOFORM_2]33304,19 49945,188 7386,6673 2198,85 34642,813 51586,101 4908,564
1 [P21333_ISOFORM_2]107831,65 162218,44 37987,586 12570,093 112163,98 167117,05 30820,541
1 [P21333_ISOFORM_2]31159,577 53538,801 13660,615 3568,5457 32270,06 55400,99 11403,556
1 [P21333_ISOFORM_2]96251,574 215540,81 53185,415 14508,187 98611,402 224954,93 43907,174
1 [P21333_ISOFORM_2]39836,744 90491,484 22136,04 5770,3268 40785,95 94486,519 18238,344
1 [P21333_ISOFORM_2]24917,312 54535,688 8334,6597 2117,397 25551,849 57047,413 5646,3732
1 [P21333_ISOFORM_2]29823,737 42154,137 9863,3551 3774,0608 31079,794 43312,712 7980,9214
1 [P21333_ISOFORM_2]141166,14 250641,03 63251,168 26352,684 146024,2 259683,28 52206,213
1 [P21333_ISOFORM_2]246133,94 443040,69 113753,34 45947,554 254477,07 459176,92 94407,937
1 [P21333_ISOFORM_2]98021,313 215620,5 63084,668 17680,889 100513,69 224608,16 54456,771
1 [P21333_ISOFORM_2]154338,91 191368,06 49713,484 27015,312 161413,46 195263,61 41161,922
1 [P21333_ISOFORM_2]160603,76 190622,7 75536,511 30501,894 168163,68 193223,5 68947,946



1 [P21333_ISOFORM_2]1990934,7 2277942,3 1296106,9 862581,61 2086710,2 2291811,4 1227371,2
1 [P21333_ISOFORM_2]1174510 1236585,3 730655,5 480558,44 1233292,6 1237273 695101,65
1 [P21333_ISOFORM_2]242870,66 176686,15 102244,29 42111,326 256692,23 172070,51 98243,313
1 [P21333_ISOFORM_2]610291,99 714789,38 399293,9 251368,63 639297,04 720296,4 377946,71
1 [P21333_ISOFORM_2]819903,26 1388157,5 425226,91 179658,85 849608,24 1433393,3 368629,81
1 [P21333_ISOFORM_2]895444,18 1298456 438498,22 175088,3 932543,7 1331267,7 388685,56
1 [P21333_ISOFORM_2]309464,72 661502,5 150678,38 78888,276 317715,31 689913,56 119740,01
1 [P21333_ISOFORM_2]345565,53 250464,76 84512,338 36488,362 365212,19 245793,82 75024,175
1 [P21333_ISOFORM_2]11672,703 13461,533 3237,2367 1516,0718 12229,152 13691,955 2632,691
1 [P21333_ISOFORM_2]172581,05 251444,34 82251,238 33103,926 179704,31 257936,67 72426,086
1 [P21333_ISOFORM_2]25437,868 35424,484 9659,0681 4010,1732 26521,405 36329,974 8150,8027
1 [P21333_ISOFORM_2]39036,354 48049,023 11961,222 5114,0079 40832,887 49025,524 9844,9205
1 [P21333_ISOFORM_2]541072,4 717395,64 179227,44 73675,397 564878,14 734612,37 147737,9
1 [P21333_ISOFORM_2]323742,09 610526,5 193198,49 59787,764 334146,98 632563,77 169576,74
1 [P21333_ISOFORM_2]283253,64 550764,75 188260,46 60016,735 292013,17 570753,43 167790,7
1 [P21333_ISOFORM_2]175268,26 271410,47 118477,17 22928,606 182180,21 278154,41 110776,85
1 [P21333_ISOFORM_2]447927,76 1188622,3 295308,67 78602,762 454954,49 1245746,8 244247,29
1 [P21333_ISOFORM_2]651019,25 1669316,3 385978,43 93441,199 662455,02 1749074,2 312735,6
1 [P21333_ISOFORM_2]226527,97 571713,25 151383,61 32181,011 230714,51 598180,08 127827,12
1 [P21333_ISOFORM_2]170738,1 341961,91 109865,85 31549,803 175801,55 354925,54 96835,623
1 [P21333_ISOFORM_2]428560,18 1078043,6 280601,16 69562,484 436553,23 1128019,9 235414,05
1 [P21333_ISOFORM_2]40085,275 79610,023 16227,475 4147,2879 41282,389 82908,921 12586,695
1 [P21333_ISOFORM_2]138331,25 287432,63 74298,554 15234,528 142201,28 299241,44 62386,112
1 [P21333_ISOFORM_2]14806,515 30662,566 6280,6483 2559,6557 15221,887 31972,667 4838,404
1 [P21333_ISOFORM_2]30952,187 46822,016 10951,608 3957,0282 32190,221 48247,362 8867,4851
1 [P21333_ISOFORM_2]734300,95 1105563,3 459834,78 232998,2 763912,39 1132505,9 420660,03
1 [P21333_ISOFORM_2]144246,89 235229,88 66435,231 31888,541 149660,67 242739,75 56341,418
1 [P21333_ISOFORM_2]1382611,6 1671272,4 431028,86 189925,75 1446903,3 1703174,3 358128,82
1 [P21333_ISOFORM_2]487749,68 574766,69 134805,19 59164,467 510737,3 585391,77 108945,69
1 [P21333_ISOFORM_2]403825,25 517736,96 155462,09 69706,287 421986,32 528470,04 134124,83
1 [P21333_ISOFORM_2]224312,95 329474,38 80912,787 30362,354 233497,63 338965,5 66454,91
1 [P21333_ISOFORM_2]99538,004 133322,56 33787,14 10855,114 103889 136570,71 28094,179
1 [P21333_ISOFORM_2]199222,65 289347,91 65303,947 27540,602 207446,07 297727,94 52113,289
1 [P21333_ISOFORM_2]92607,69 131354,33 32541,349 13464,712 96499,33 134926,98 26745,71
1 [P21333_ISOFORM_2]23240,046 32498,934 7288,2731 2758,3894 24226,077 33386,608 5818,6762
1 [P21333_ISOFORM_2]64543,315 97661,188 22784,626 8843,0306 67124,359 100637,24 18407,48

1 [Q15149] 317632,63 189442,04 119806,83 80190,602 336594,1 180527,6 114898,29
1 [Q15149] 1446584,1 495137,22 378808,56 247330,06 1540730 430477,16 370456,77
1 [Q15149] 285115,66 126365,14 87868,565 57350,03 303061,75 115499,29 85165,236
1 [Q15149] 359487,13 209129,59 103956,25 57431,791 381040,23 199636,26 97633,897
1 [Q15149] 146640,62 185363,75 50080,336 21271,598 153288,08 189255,36 42157,892
1 [Q15149] 73139,921 96264,875 24753,175 12450,873 76373,456 98518,815 20473,93
1 [Q15149] 40953,606 41806,805 15440,748 11846,938 43024,998 42050,003 13691,612
1 [Q15149] 19999,737 29128,73 6029,8029 1862,5203 20823,193 29993,367 4697,6496
1 [Q15149] 30198,81 60265,496 14791,594 3901,5636 31096,091 62690,99 12202,384
1 [Q15149] 473019,88 250672,91 163403,25 89509,485 501923,32 235359,28 158086,96
1 [Q15149] 141502,86 91484,017 43256,944 32787,99 149791,26 88407,707 39961,525
1 [Q15149] 60951,26 107429,14 20677,182 6651,9168 63061,542 111484 15630,921
1 [Q15149] 186031,38 317964,56 71340,133 28317,561 192690,68 329280,73 56848,902
1 [Q15149] 441858,63 297007,93 158113,04 72292,432 467511,49 287556,67 150272,54
1 [Q15149] 245722,88 345815,66 115929,23 44584,589 256126,24 354120,67 102692,94



1 [Q15149] 17609,673 31049,855 7422,4413 1918,2753 18220,037 32175,377 6079,4548
1 [Q15149] 106826,19 203875,14 52936,62 16106,054 110200,63 211690,2 44289,706
1 [Q15149] 415193,65 655855,56 173242,86 66847,693 431220,77 676349,65 145113,54
1 [Q15149] 319777,06 151749,76 95500,048 66830,289 339687,58 140465,06 91510,722
1 [Q15149] 161203,52 83060,838 50796,844 36912,569 171101,39 77812,287 48461,786
1 [Q15149] 83520,844 48814,348 27722,642 17780,532 88525,764 46512,118 26333,409
1 [Q15149] 83991,109 56927,55 32547,497 23440,693 88858,816 55089,994 30809,155
1 [Q15149] 45152,518 88637,016 17849,32 8715,5608 46522,935 92284,705 13602,298
1 [Q15149] 42535,985 77154,102 30648,948 5646,8549 43972,249 79633,186 28245,579
1 [Q15149] 88251,156 72207,299 34363,385 20482,58 93099,673 71262,775 31979,765
1 [Q15149] 157761,81 87286,02 51499,597 30244,143 167320,69 82570,735 49247,933
1 [Q15149] 30750,978 42477,203 12089,94 5171,7228 32068,533 43530,758 10306,58
1 [Q15149] 91738,299 138152,47 31202,857 8548,3847 95420,236 142367,23 25100,328
1 [Q15149] 85711,184 103977,78 24281,507 6101,9751 89687,235 106063,05 19789,905
1 [Q15149] 77524,121 100158,95 30138,396 10022,999 80994,317 102270,59 26164,127
1 [Q15149] 43182,397 56129,562 13814,139 4521,8326 45106,164 57429,093 11388,512
1 [Q15149] 26113,218 45280,016 9466,0633 2175,5998 27033,733 46937,681 7426,7007
1 [Q15149] 41304,838 72878,188 17287,496 3856,7505 42735,379 75525,886 14152,451
1 [Q15149] 110360,78 189463,75 45785,28 16983,797 114295,62 196131,6 37406,318
1 [Q15149] 211115,77 129670,48 67997,916 46435,245 223630,41 124421,91 63876,628
1 [Q15149] 234320,61 310499,63 82862,253 24867,5 244637,39 317769,63 69957,975
1 [Q15149] 188824,24 193956,25 56088,607 14935,974 198339,47 195654,48 48458,532
1 [Q15149] 24716,857 33157,313 6860,4642 2684,836 25795,193 34017,551 5322,1982
1 [Q15149] 288930,11 375675 68174,346 23729,702 301783,78 385164,13 50284,625
1 [Q15149] 355692,63 445545,36 83072,479 26620,641 371879,64 455897,89 62116,455
1 [Q15149] 27121,133 14278,81 9595,6795 5211,7259 28780,506 13385,94 9311,1871
1 [Q15149] 243806,63 83406,435 43960,457 14832,832 259662,17 73143,823 42127,8
1 [Q15149] 29709,105 63917,113 14243,754 5066,0276 30492,197 66684,242 11339,194
1 [Q15149] 8155,9698 11582,484 3855,738 1109,0892 8499,0426 11866,157 3426,7159
1 [Q15149] 11832,878 23865,646 5354,2911 1006,4423 12178,774 24850,387 4311,8535
1 [Q15149] 16585,638 32850,977 7177,3642 1223,08 17083,153 34193,73 5734,4944
1 [Q15149] 4514,1089 8308,0254 1936,356 398,43968 4663,1044 8623,3537 1577,7255
1 [Q15149] 58197,354 107046,59 24203,28 8520,6968 60119,104 111132,24 19376,891
1 [Q15149] 918385,88 838529,53 357652,36 149447,84 966971,17 835660,94 330333,17
1 [Q15149] 1854289,5 1032545,8 690381,2 295742,14 1966555 974882,77 672877,35
1 [Q15149] 243600,11 172336,92 87318,11 41645,161 257558,21 167810,2 82410,757
1 [Q15149] 43934,14 74632,5 15490,418 6017,3649 45515,838 77312,031 12016,512
1 [Q15149] 17871,875 38426,555 6263,9552 2868,4187 18341,974 40163,925 4342,0332
1 [Q15149] 51068,943 82645,297 17719,648 4641,8412 52995,562 85439,801 14008,514
1 [Q15149] 311674,49 480485,5 133356,72 38932,921 323962,28 494811,37 113705,95
1 [Q15149] 226648,17 111726,57 55826,464 26269,981 240662,98 104442,25 52710,761
1 [Q15149] 158697,64 97689,778 40904,173 12159,064 168093,9 94087,643 37959,879
1 [Q15149] 196959,5 179763,42 95319,037 36361,694 207392,71 178540,16 90763,098
1 [Q15149] 597685,25 348082,01 159908,09 87081,542 633503,05 332746,21 148704,67
1 [Q15149] 695264 425041,46 258448,05 127042,55 736543,59 406472,02 248865,13
1 [Q15149] 216249,14 122437,45 80358,68 37423,123 229298,14 115880,22 78056,377
1 [Q15149] 164009,16 113358,76 57256,181 31521,156 173463,13 110147,58 53841,213
1 [Q15149] 1680350,5 900671,84 528887,94 431674,64 1782774,3 848784,08 500368,76
1 [Q15149] 539893,81 391261,02 189811,55 158585,05 570626,68 382108,6 175217,59
1 [Q15149] 142910,83 212666,5 50107,842 20261,917 148702,28 218981,07 40575,406
1 [Q15149] 62590,316 56016,788 25116,459 9620,8547 65926,305 55706,54 23406,448
1 [Q15149] 50031,41 25940,239 12790,245 10076,184 53097,954 24420,343 11878,02



1 [Q15149] 422594,2 260235,97 135611,94 71035,798 447630,31 249795,13 128226,87
1 [Q15149] 209420,06 162066,17 61892,213 35482,366 221112,37 159715,58 55795,618
1 [Q15149] 62286,304 99734,813 19208,871 5028,0967 64657,409 103135,7 14582,552
1 [Q15149] 309228,09 383852,78 103693,64 29726,309 323395,82 391554,71 87912,314
1 [Q15149] 125012,78 97649,434 41818,819 17800,902 131976,2 96160,035 38659,181
1 [Q15149] 297692,94 181153,09 89683,034 54515,883 315372,2 173815 83952,35
1 [Q15149] 54359,587 81524,117 21321,63 4627,463 56550,414 83902,593 17970,797
1 [Q15149] 58003,897 64964,898 26472,854 10405,858 60817,096 65619,467 24289,786
1 [Q15149] 15386,284 32125,41 7797,0207 1936,7033 15813,11 33466,475 6414,9665
1 [Q15149] 28676,17 55196,816 13425,67 2378,4347 29571,424 57357,245 11097,478
1 [Q15149] 93320,054 138247,59 35681,664 12240,751 97117,126 142224,91 29773,564
1 [Q15149] 38815,752 63592,652 30575,958 10050,38 40274,423 65225,776 28791,417
1 [Q15149] 236839,75 386965,25 80809,024 27305,295 245694,65 400265,95 63016,952
1 [Q15149] 208757,51 329490,44 116702,9 35269,188 216840,76 338814,13 104864,95
1 [Q15149] 209142,34 332108,16 73483,759 21854,35 217169,36 343014,93 58619,77
1 [Q15149] 283629,57 419200,06 121530,73 36546,516 295199,55 430785,84 104705,03
1 [Q15149] 464710,06 236147,75 163302,29 106864,55 493324,88 220206,87 158095,79
1 [Q15149] 69137,539 59581,805 29339,343 15207,03 72872,786 59004,609 27518,898
1 [Q15149] 108660,46 143976,94 46999,582 15470,518 113450,33 147070,39 41530,076

2 [P35579, P35580]217969,12 907147,38 127837,48 17482,544 214316,42 961783,34 82747,574
2 [P35579, P35580]51367,56 151580,45 32180,589 20374,203 51844,188 159411,52 24777,449
2 [P35579, P35580]42137,501 154893,87 23907,736 3661,8909 41870,671 163842,42 16352,31
1 [P35579] 214180,4 252990,19 66190,213 58441,384 224266,21 257484,15 53956,412
1 [P35579] 565294,15 1399318,6 262353,95 58660,384 576255,29 1466909,7 196952,69
1 [P35579] 114950,16 140059,84 34808,124 28567,94 120270,8 142837,17 28047,052
1 [P35579] 155494,34 220815,34 56011,072 39559,723 162023,82 226794,3 45642,233
1 [P35579] 121230,56 173807,17 55298,006 23404,895 126293,35 178222,2 48362,541
1 [P35579] 454758,92 618434,88 221337,87 103884,47 474479,96 631862,41 197764,76
1 [P35579] 91798,804 116481,71 44310,954 20866,957 95959,029 118534,85 40032,666
1 [P35579] 882694,1 1181486,4 339277,03 243638,39 921320,64 1208972,7 285647,52
1 [P35579] 129940,16 175307,75 50879,169 28889,106 135597,25 179432,91 43276,293
1 [P35579] 174698,06 218956,39 58912,829 38745,54 182657,13 223469,72 48949,932
1 [P35579] 311069,38 301526,15 97664,588 70252,005 327134,6 302721,67 84633,892
1 [P35579] 100956,33 120466,41 44730,983 27528,451 105692,97 122243,54 39970,891
1 [P35579] 557,28085 571,104 173,3084 120,11319 585,39645 575,77458 148,21026
1 [P35579] 363086,65 609352,19 156573,58 116375,95 376336,19 629990,07 127716,55
1 [P35579] 409362,87 699975,06 178052,5 139114,7 424023,66 724233,53 144514,63
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]29623,641 107651,21 22440,925 5349,4235 29466,369 113660,73 17534,001
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]137316,58 273428,63 90231,125 33820,793 141424,3 283668,09 79632,887
1 [P35579] 250046,05 320399,5 90288,779 75603,501 261291,14 327231,54 75212,237
1 [P35579] 396383,79 1529006 187983,96 58124,9 392304,62 1620146,8 108597,01
1 [P35579] 67234,84 249286,28 40644,452 8354,6394 66764,783 263655,37 28550,63
1 [P35579] 42267,166 132852,5 27732,85 8213,6648 42485,632 139904,55 21618,787
1 [P35579] 75065,938 266730,06 47019,718 11054,104 74791,185 281791,61 34274,445
1 [P35579] 62586,067 126357,91 49174,387 15469,51 64426,204 130902,91 44878,635
1 [P35579] 867979,59 899272,25 255829,39 202280,03 911551,5 907789,07 214367,83
1 [P35579] 306257,95 401741,13 127014,51 114306,74 319841,44 410327,2 108359,64
1 [P35579] 65380,739 74264,633 20867,497 17935,87 68523,616 75377,699 17360,81
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]208584,84 197051,83 60282,73 49456,609 219464,15 197611,54 51338,963
1 [P35579] 131259,7 158135,64 46244,635 34872,817 137378,01 160953,03 39053,991
1 [P35579] 357451,73 436600,81 146006,42 102130,21 373998,26 444101,51 127356,14



1 [P35579] 48017,733 64734,656 14170,187 9672,0836 50106,288 66405,108 11037,442
1 [P35579] 91534,657 156186,25 47757,868 15539,011 94825,129 161323,19 41583,718
1 [P35579] 40390,247 57509,008 20077,22 7679,9914 42086,627 58894,447 17927,572
1 [P35579] 165058,64 217968,33 59820,705 48680,922 172342,87 222988,9 49547,87
1 [P35579] 287406,92 393468,63 107773,47 94312,965 299793,51 403211,56 88919,922
1 [P35579] 207658,54 243474,89 64102,63 52821,641 217476,12 247688,42 52510,749
1 [P35579] 1742031,1 2153722,5 468504,92 342657,37 1821956,5 2200200,5 363347,52
1 [P35579] 1822235,3 2049831 443326,07 278769,51 1910172,5 2083684,9 345309,25
1 [P35579] 799369,88 884173,75 270109,47 179113,24 838317,28 895381,22 231602,17
1 [P35579] 161658,13 420385,84 112195,18 24551,159 164382,27 440131,32 94898,97
1 [P35579] 160634,28 422742,81 97721,938 35125,237 163224,42 443213,64 78671,444
1 [P35579] 68443,44 140863,34 37889,608 16401,495 70387,991 146563,14 31785,02
1 [P35579] 80362,66 151232,86 42615,971 21614,705 82948,84 156852,29 36053,408
1 [P35579] 19484,922 24950,876 6870,7561 3838,055 20361,453 25486,86 5772,3004
1 [P35579] 29141,247 104943,8 18469,989 3253,9504 29004,722 110895,45 13499,73
1 [P35579] 46432,298 158441,3 26031,966 3922,6767 46401 167331,75 18426,305
1 [P35579] 55618,936 148621,81 31283,889 6422,15 56465,832 155971,33 24595,818
1 [P35579] 44536,503 127233,14 28079,19 5100,8886 45039,913 133678,78 22469,893
1 [P35579] 1722576,7 2198426 579229,41 403479,16 1800207 2246147 477549,79
1 [P35579] 222307,09 281165,28 85740,316 43540,99 232387,62 286761,49 74016,587
3 [P35579, Q7Z406_CHAIN_0, P35749]107194,22 147863 49260,952 43769,057 111795,99 151293,85 42514,311
3 [P35579, Q7Z406_CHAIN_0, P35749]745239,18 997033,5 386753,1 239471,32 777925,31 1016958 348046,73
1 [P35579] 1209888,6 1457158 383423,64 226855,29 1266267 1484458,5 317834,57
1 [P35579] 77752,248 116109,63 24112,799 15991,289 80892,377 119680,79 18436,634
1 [P35579] 28475,547 67271,648 18279,953 8353,4068 29100,022 70255,853 15350,992
1 [P35579] 643233,73 726294,69 166330,85 99095,676 674222,69 738144,01 132322,17
1 [P35579] 594428,84 652090,5 116350,37 59929,833 623452,82 662715,39 84461,798
1 [P35579] 531733,04 556184,99 117078,32 72749,937 558286,84 563099,41 90404,274
1 [P35579] 712946,68 908308,63 273356,56 192364,24 745132,19 926848,36 232956,12
1 [P35579] 274332,72 354135,38 90228,72 50050,646 286608,3 362119,58 74244,273
1 [P35579] 7252,1863 25330,832 3584,5331 940,39926 7234,4382 26781,873 2308,7802
1 [P35579] 6497,2653 28395,863 3389,4189 981,53601 6358,9947 30146,769 1909,9833
2 [P35579, P35580]98803,992 324978,63 58399,147 10012,31 99000,774 342824,95 43118,568
2 [P35579, P35580]696576,78 2709059,8 490387,29 67968,676 689037,06 2865798,9 363780,45
1 [P35579] 872514,87 1028509,3 316144,52 269748,48 913676,93 1045147,3 268777,3
1 [P35579] 201192,84 243353,06 55704,115 31054,708 210540,47 248235,95 44379,484
1 [P35579] 192657,94 287549,88 60296,677 46903,158 200442,27 296370,31 45971,021
1 [P35579] 78842,437 111522,38 35996,428 27290,235 82167,501 114274,03 31059,552
1 [P35579] 266370,38 273155,38 62958,632 46297,637 279792,56 276044,01 49845,282
1 [P35579] 914936,81 896514,92 180450,13 128377,27 961913,1 904248,83 136396,91
1 [P35579] 76135,149 92425,398 25445,793 14261,298 79668,054 94159,107 21380,02
1 [P35579] 2457528,7 3125045,5 791321,67 698191,71 2568501,4 3193379,7 638865,32
1 [P35579] 30205,007 40563,703 10520,191 8500,0818 31523,185 41550,365 8582,9908
1 [P35579] 103140,36 153513,05 42971,994 24123,138 107323,84 157854,05 36223,848
1 [P35579] 477448,66 524007,06 176464,88 153939,07 500808,7 529892,89 152894,32
1 [P35579] 205957,94 199203,26 73776,057 62791,043 216609,84 199668,03 65199,58
1 [P35579] 55957,139 121303,36 27190,391 8330,9695 57412,668 126576,56 21745,429
1 [P35579] 188168,28 603656,19 138941,74 45866,568 188888,45 635529,49 111817,74
1 [P35579] 180765,38 525166,38 140616,42 39086,58 182637,75 551169,1 118652,79
1 [P35579] 10880,624 32099,992 6391,1328 2060,9696 10981,482 33771,449 4886,79
1 [P35579] 35266,375 105123 22316,649 6460,9101 35571,106 110575,09 17512,649
1 [P35579] 77617,57 143543,91 43267,35 12013,117 80171,003 148699,1 37631,796



1 [P35579] 123509,15 225450,84 65554,457 13664,511 127633,87 233522,31 56738,37
1 [P35579] 57274,252 109425,26 29288,931 7710,2943 59081,477 113595,16 24758,006
1 [P35579] 38784,419 71411,078 18312,578 5296,8675 40064,989 74068,816 15282,319
1 [P35579] 50828,403 75144,836 32128,309 18364,088 52907,988 76889,906 29427,566
1 [P35579] 207142,01 505732,38 115038,07 33672,383 211321,52 529327,4 92479,898
1 [P35579] 676603,76 896324,38 262254,76 152587,37 706413,37 916569,15 223357,79
1 [P35579] 1009028,4 1161784,5 319018,35 186738,35 1057195 1180294,7 267595,97
1 [P35579] 131563,74 147765,81 41675,108 27481,511 137923,86 149879,85 35066,106
1 [P35579] 252034,19 270721,79 70554,303 56641,934 264477,47 274084,22 57727,535
1 [P35579] 135611,8 152254,49 41445,255 26254,179 142167,9 154477,5 34605,206
1 [P35579] 110448,89 146402,63 40272,423 16524,261 115311,55 149794,76 34076,829
1 [P35579] 24467,786 24894,162 7271,2256 5115,1565 25705,882 25095,689 6160,068
1 [P35579] 579517,48 486929,18 135794,06 113582,31 611024,08 484657,28 113105,43
1 [P35579] 133302,09 173876,89 53667,64 29750,044 139234,66 177583,24 46341,253
3 [P35579, Q7Z406_CHAIN_0, P35749]9433,1273 33864,453 6362,7484 747,60718 9391,4648 35770,006 4804,086
3 [P35579, Q7Z406_CHAIN_0, P35749]7433,375 28744,109 5036,7686 725,12901 7356,3357 30409,862 3680,0403
3 [P35579, Q7Z406_CHAIN_0, P35749]40926,696 134970,06 27892,803 4947,6283 41002,92 142271,15 21802,465
3 [P35579, Q7Z406_CHAIN_0, P35749]12036,969 37694,543 8080,9164 1876,692 12102,303 39685,633 6382,7185
3 [P35579, Q7Z406_CHAIN_0, P35749]21245,044 59111,055 12949,905 4670,0311 21518,879 62073,952 10237,856
1 [P35579] 174566,16 317869,16 77071,48 18914,266 180402,7 329719,76 63432,545
1 [P35579] 377601,23 442300,25 133393,64 82165,735 395473,4 449379,17 114282,3
1 [P35579] 335012,82 377200,44 104168,04 71717,86 351186,93 382721,84 87051,881
1 [P35579] 30312,728 73037,031 14320,248 8297,1851 30943,568 76494,35 10731,968
1 [P35579] 78187,248 190233,66 32728,359 27255,597 79772,029 199436,77 22773,217
1 [P35579] 48427,21 86421,078 22130,707 10282,852 50084,631 89544,399 18296,111
1 [P35579] 151693,05 499538,91 89082,657 21359,318 151981,84 527006,43 65281,862
1 [P35579] 174855,78 363114,66 79716,629 20854,201 179743,01 378485,14 63470,247
1 [P35579] 25442,325 30131,549 9712,832 4751,306 26639,915 30611,272 8496,8606
1 [P35579] 41212,372 78070,23 22584,394 10001,191 42528,087 80969,281 19292,796
1 [P35579] 8244,6022 31906,25 4271,8436 740,20166 8157,7666 33798,406 2663,4453
1 [P35579] 3112,5491 14795,794 2632,6723 345,09236 3021,3419 15697,358 1937,7111
1 [P35579] 20687,785 81699,43 17317,097 3100,6041 20438,941 86364,971 13654,759
1 [P35579] 4407,4417 24191,717 4223,592 1250,4312 4208,9953 25711,98 3050,2932
1 [P35579] 81464,007 283071,06 56233,5 12267,536 81306,524 298735,65 43191,9
1 [P35579] 771846,08 2941089,8 485630,3 78941,84 764758,34 3111776,6 344250,2
1 [P35579] 25893,991 93966,57 17630,647 4129,0571 25758,061 99273,194 13214,722
1 [P35579] 700856,82 2725183,5 453910,71 77033,245 693256,49 2884125,8 323035,07
1 [P35579] 34668,972 77764,969 15299,004 2918,4303 35513,712 81290,731 11741,088
1 [P35579] 46426,229 139938,72 26437,724 4714,0387 46792,212 147334,74 19948,788
1 [P35579] 88679,395 314919,97 56396,947 10483,606 88359,294 332670,25 41530,169
1 [P35579] 25276,349 87353,867 16029,861 3190,1921 25236,807 92221,894 11925,636
1 [P35579] 206315,52 790786,31 150317,19 23033,26 204334,73 836117,6 113798,5
1 [P35579] 44487,651 65824,773 22089,477 8739,7176 46302,793 67550,372 19557,677

1 [P08670_CHAIN_0]703892,38 580614,34 255006,6 94076,788 742451,5 574059,57 237178,58
1 [P08670_CHAIN_0]100855,79 50818,222 26365,847 12009,425 107069,55 47615,657 25020,566
1 [P08670_CHAIN_0]233019,73 158625,8 74410,467 54523,584 246499,39 154095,69 68732,196
1 [P08670_CHAIN_0]1317,8979 1136,1853 537,97041 280,00354 1389,076 1125,9061 501,97003
1 [P08670_CHAIN_0]637,41821 521,50976 242,17015 132,61452 672,43472 514,87759 225,13565
1 [P08670_CHAIN_0]408,77118 298,16382 150,23828 72,449102 432,00304 291,16676 141,64654
1 [P08670_CHAIN_0]2290230,3 1855339,8 723280,12 327474,96 2416345,8 1834761,1 657905,97
1 [P08670_CHAIN_0]1034703,4 964969,63 333879,14 155384,36 1088963 965594,4 296928,09



1 [P08670_CHAIN_0]119,3157 83,907797 41,806583 19,711624 126,16259 81,681345 39,386243
1 [P08670_CHAIN_0]19288,27 16741,03 7280,3733 3634,1793 20327,214 16618,701 6719,3983
1 [P08670_CHAIN_0]287143,47 264374,03 131079,09 78728,937 302299,24 263036,03 122559,97
1 [P08670_CHAIN_0]255373,27 145655,07 80755,156 60879,892 270751,02 138458,86 76124,308
1 [P08670_CHAIN_0]1517052,6 954529,23 538183,41 396037,06 1606524,7 917041,41 508457,1
1 [P08670_CHAIN_0]1216169,3 556101,55 348848,24 167840,36 1292335,4 511946,19 337525,76
1 [P08670_CHAIN_0]2052416,4 963759,3 640814,42 283535,82 2180445,5 889578,38 624320,88
1 [P08670_CHAIN_0]1637083,9 767137,47 507594,94 229176,1 1739236,6 707955,91 494122,69
1 [P08670_CHAIN_0]622901,06 339607,55 192617,82 87513,479 660744,24 320927,69 184552,3
1 [P08670_CHAIN_0]1211607,8 890440,83 446628,67 187533,69 1280325,1 870187,42 422037,59
1 [P08670_CHAIN_0]611523,5 393184,34 226215,64 101925,89 647415,16 378433,78 216953,29
1 [P08670_CHAIN_0]66483,617 23954,676 12326,234 7858,2403 70781,462 21242,966 11615,841
1 [P08670_CHAIN_0]863993,19 346999,71 160510,62 110678,78 919079,57 314609,55 148777,67
1 [P08670_CHAIN_0]421347,31 188914,23 84928,561 54252,248 447792,81 174479,89 78534,882
1 [P08670_CHAIN_0]767271,25 311171,16 145920,27 93773,747 816128,23 282538,16 135782,56
1 [P08670_CHAIN_0]663991,75 282735,04 135029,11 81902,028 705989 258749,9 126108,48
1 [P08670_CHAIN_0]373520,88 177179,53 76958,878 50812,369 396757,1 165107,59 70720,024
1 [P08670_CHAIN_0]48100,277 17690,209 9914,3621 6113,3554 51202,652 15724,877 9439,6959
1 [P08670_CHAIN_0]179337,06 109356,26 45227,268 22617,03 189976,99 105236,7 41500,499
1 [P08670_CHAIN_0]10231401 4469691,5 2072198,2 1284004,6 10876100 4109438,7 1926284,6
1 [P08670_CHAIN_0]27516564 10670687 4954163,7 3364153,8 29279037 9613719,3 4597847,4
1 [P08670_CHAIN_0]1717342,3 1590227,5 592899,26 225142,17 1807668,8 1589090,6 536760,49
1 [P08670_CHAIN_0]599224,44 386460,42 170036,87 91378,558 634335,56 373772,92 157138,08
1 [P08670_CHAIN_0]1265,4442 1084,7487 482,08815 237,22056 1333,9008 1075,4913 446,51173
1 [P08670_CHAIN_0]1938544,1 1076422,2 556072,73 329217,52 2055869,1 1021270 523879,58
1 [P08670_CHAIN_0]714328,13 488304,56 160015,04 101955,45 755563,08 476773,14 139866,15
1 [P08670_CHAIN_0]714,95728 652,89773 316,60126 144,08762 752,80276 649,44199 297,17468
1 [P08670_CHAIN_0]2267,2747 1650,2424 896,29546 420,40906 2396,2482 1609,1115 853,07791
1 [P08670_CHAIN_0]1535366,8 777363,89 455821,2 263323,72 1629915,6 727162,19 435985,67
1 [P08670_CHAIN_0]719582 431426,24 172622,04 89383,912 762426,64 414593,74 157466,57
1 [P08670_CHAIN_0]2434,1243 1722,1901 931,76691 507,19689 2573,6324 1675,0687 883,52067
1 [P08670_CHAIN_0]1009,1176 811,84613 424,28491 247,47829 1064,8754 798,92601 399,79264
1 [P08670_CHAIN_0]3877,427 2925,4334 1397,9457 710,91409 4095,6892 2867,7304 1307,3863
1 [P08670_CHAIN_0]150557,06 184152,61 98235,979 124766,22 157544,17 186159,46 89769,19
1 [P08670_CHAIN_0]229522,2 231950,77 105040,57 71562,157 241193,65 232526,66 96632,812
1 [P08670_CHAIN_0]206716,02 114105,16 43692,656 31599,861 219231,47 108674,66 39207,516
1 [P08670_CHAIN_0]4867369 2022016,8 1238311,8 868418,32 5176473,6 1834149 1184233,4
1 [P08670_CHAIN_0]2533298,3 1030128 543147,21 444137,14 2694589,5 933849,7 508602,18
1 [P08670_CHAIN_0]501340,56 252735,38 161528,03 115962,91 532245,01 235850,54 154836,42
1 [P08670_CHAIN_0]6481209 3346982,3 2047019,6 1421618,3 6878996,3 3136398,4 1955754,9
1 [P08670_CHAIN_0]49622,449 23751,175 14533,362 9293,6889 52707,591 22025,328 13925,663
1 [P08670_CHAIN_0]614986,19 308061,83 207060,88 135879,26 652944,14 286901,73 199957,09
1 [P08670_CHAIN_0]443764,88 187543,2 120639,4 78762,516 471882,77 170419,78 116151,12
1 [P08670_CHAIN_0]227537,38 93829,062 65027,122 41158,635 242006,78 84759,761 63086,245
1 [P08670_CHAIN_0]14063,32 6202,4808 4064,1499 2491,3046 14948,993 5672,7598 3925,6753
1 [P08670_CHAIN_0]57181,426 23328,538 15033,417 9855,6701 60822,224 21071,55 14477,547
1 [P08670_CHAIN_0]541650,13 217688,48 146149,89 90828,404 576210,64 195923,68 141491,21
1 [P08670_CHAIN_0]48951,875 22494,613 15201,454 9628,895 52015,979 20689,237 14707,598
1 [P08670_CHAIN_0]143427,75 57528,426 38551,932 24478,706 152581,67 51760,841 37295,011
1 [P08670_CHAIN_0]178613,2 83768,881 59805,583 37373,536 189759,8 77176,834 58150,825
1 [P08670_CHAIN_0]21438,395 9881,5806 6746,1419 4223,1408 22779,724 9090,4567 6534,8456
1 [P08670_CHAIN_0]529799,25 234841,22 160538,12 104732,16 563144,1 214741,23 155373,71



1 [P08670_CHAIN_0]1177674,9 497613,68 320837,05 200335,99 1252297,4 452139,65 309360,53
1 [P08670_CHAIN_0]444238,38 201873,85 117592,77 69924,378 472080,72 185964,83 112377,05
1 [P08670_CHAIN_0]3242715,3 1261792,5 809842,06 534608,61 3450468,3 1130281,4 779658,91
1 [P08670_CHAIN_0]83543,047 55370,045 27371,27 13590,269 88408,537 53601,918 25738,47
1 [P08670_CHAIN_0]101873,42 55860,804 34956,649 21323,294 108057,89 52720,876 33591,419
1 [P08670_CHAIN_0]75110,828 40599,569 22599,788 13047,312 79681,172 38339,838 21490,887
1 [P08670_CHAIN_0]3188,2776 1731,6548 852,54132 536,28112 3382,0309 1639,8559 797,21113
1 [P08670_CHAIN_0]1778723 971040,3 609411,21 371032,52 1886796,3 915902,71 585814,15
1 [P08670_CHAIN_0]47199,367 41583,828 17311,736 7243,7959 49728,131 41349,921 15932,62
1 [P08670_CHAIN_0]3944,4436 2125,1716 1125,6082 665,97916 4184,5643 2007,9282 1063,7379
1 [P08670_CHAIN_0]2912,4653 1571,3752 797,38397 473,55436 3089,6945 1486,0724 749,66113
1 [P08670_CHAIN_0]1806199,4 802985,6 538893,36 342635,86 1919823 734919,19 521094,72
1 [P08670_CHAIN_0]6254,3321 6325,3521 2571,1397 1221,2344 6572,0831 6350,7118 2349,9529
1 [P08670_CHAIN_0]7878460 3564349,8 2380774,9 1549542,9 8372766,5 3271434,8 2299437,2
1 [P08670_CHAIN_0]1621592,5 628783,91 421212,6 259036,58 1725541,9 562314,39 407904,96
1 [P08670_CHAIN_0]947,23169 663,80381 300,99759 136,47232 1001,6184 646,93895 280,32254
1 [P08670_CHAIN_0]39250,363 15906,544 6441,4782 2202,0254 41749,282 14473,468 5953,9007
1 [P08670_CHAIN_0]249221,39 107633,16 64001,858 39908,673 264960,63 98321,947 61229,16
1 [P08670_CHAIN_0]158631 77265,144 48978,567 30108,768 168466,32 71773,657 47138,677
1 [P08670_CHAIN_0]28502,26 15745,724 8433,8767 5091,9006 30229,182 14920,044 7975,1601
1 [P08670_CHAIN_0]495799,63 222955,72 143383,68 75078,25 526931,84 204617,87 138800,75
1 [P08670_CHAIN_0]192971,3 88120,451 49140,19 25539,619 205055,2 81306,001 46902,359
1 [P08670_CHAIN_0]1974550 925219,29 584656 294388,84 2097743,7 854731,36 565435,71
1 [P08670_CHAIN_0]531845,13 247283,93 137276,55 79096,554 565055,65 228798,63 130613,29
1 [P08670_CHAIN_0]304785,13 146815,6 88120,04 47480,496 323713,56 136325,14 84653,859
1 [P08670_CHAIN_0]846265,63 405827,95 238389,12 131525,32 898857,3 376758,06 228387,02
1 [P08670_CHAIN_0]8297,0313 4052,0239 2151,314 1027,9727 8810,9646 3778,8439 2045,2794
1 [P08670_CHAIN_0]6449,73 3326,432 1756,3932 903,37144 6845,4988 3125,514 1665,4996
1 [P08670_CHAIN_0]8816,5977 3384,1941 2054,0764 906,32442 9382,3619 3027,5784 1986,6356
1 [P08670_CHAIN_0]12971,196 5549,8029 2586,9819 1595,3197 13791,017 5085,0198 2407,2588
1 [P08670_CHAIN_0]15961,161 11660,211 6009,7966 2642,4957 16867,997 11383,742 5692,7189
2 [P08670_CHAIN_0, P08729_CHAIN_0]35412,555 21975,646 12709,714 7563,6802 37507,775 21070,942 12118,523
2 [P08670_CHAIN_0, P08729_CHAIN_0]24991,252 44469,391 20353,672 14232,334 25855,066 45783,276 18710,065
1 [P08670_CHAIN_0]272230,88 134377,91 83384,715 52282,957 289070,84 125118,28 80039,807
1 [P08670_CHAIN_0]335017,56 168241,84 96603,112 60408,421 355675,92 157270,6 92003,212
1 [P08670_CHAIN_0]13855739 6851663 4056001,3 2471367,8 14712460 6387408,3 3878200,7
1 [P08670_CHAIN_0]8132881 4586882,6 2771059,5 2300301,1 8623856,4 4347176,1 2627013,4
1 [P08670_CHAIN_0]8744195 4736657,3 2791291,5 2365420,9 9276143,1 4469387,9 2637856,5
1 [P08670_CHAIN_0]622693,06 370785,68 117934,88 92688,244 659803,29 357037,83 101804,82
1 [P08670_CHAIN_0]8819777 6724405,6 3497939,3 2510050 9314942,3 6588646,7 3274569,2
1 [P08670_CHAIN_0]315814,27 265614,26 89020,913 51209,631 332988,33 263907,64 78299,734
1 [P08670_CHAIN_0]414529,5 267099,51 123262,56 108285,07 438827,25 258130,09 112859,78
1 [P08670_CHAIN_0]194876,19 97732,528 52480,463 42447,302 206893,35 91462,017 49201,428
1 [P08670_CHAIN_0]120962,84 71526,593 35390,747 28216,503 128190,56 68413,49 32842,68
1 [P08670_CHAIN_0]99337,75 52324,952 31934,606 20837,12 105412,99 49161,112 30559,501
1 [P08670_CHAIN_0]1336945,9 764956,88 269709,05 172864,21 1417302,5 732405,84 239402,57
1 [P08670_CHAIN_0]684804,94 398903,91 118810,41 67570,658 725800,41 383420,12 102221,11
1 [P08670_CHAIN_0]739238,38 432756,03 180400,64 110927,7 783479,86 414531,23 164883,65
1 [P08670_CHAIN_0]134671,14 104893,69 48437,107 35979,944 142181,1 103159,04 44596,915
1 [P08670_CHAIN_0]94810,984 61763,156 30128,34 20798,638 100355,18 59701,916 28033,917
1 [P08670_CHAIN_0]840075,75 527313,59 275200,17 215315,7 889633,79 507192,29 257167,39
1 [P08670_CHAIN_0]766112,19 534224,35 267658,85 220380,02 810171,84 519610,6 248284,36



1 [P08670_CHAIN_0]207833 156188,3 88942,239 66808,957 219554,19 152598,02 84004,986
1 [P08670_CHAIN_0]1180942,8 904857,11 502649,68 344383,46 1247169,8 885928,58 474847
1 [P08670_CHAIN_0]79139,188 56779,428 32266,444 25117,595 83659,258 55248,357 30435,49
1 [P08670_CHAIN_0]62951,761 58779,91 29424,679 10635,977 66257,287 58528,526 27847,961
1 [P08670_CHAIN_0]810320,69 613818,38 358690,2 244713,65 855923,9 599819,56 340777
1 [P08670_CHAIN_0]226884,88 134243,77 74779,508 58151,146 240445,17 128140,32 70439,507
1 [P08670_CHAIN_0]1257021 1161148,3 532499,88 363008,99 1323259,6 1156939 490888,5
1 [P08670_CHAIN_0]173591 105271,68 55808,915 36427,911 183910,18 100850,8 52569,252
1 [P08670_CHAIN_0]20307,046 33355,516 17043,798 40703,215 21068,845 34190,519 14659,788
1 [P08670_CHAIN_0]710632,25 518648,92 200591,11 98427,828 750974,45 508467,07 181990,93
1 [P08670_CHAIN_0]89126,883 49676,233 25818,537 15985,896 94517,195 47147,476 24310,632
1 [P08670_CHAIN_0]11690,134 7808,9221 3893,7158 2308,8614 12369,688 7564,4205 3649,0664
1 [P08670_CHAIN_0]3773,2996 2081,2038 1190,141 521,45731 4002,039 1969,2113 1142,0677
1 [P08670_CHAIN_0]13912,747 7111,3355 4424,59 1918,1978 14768,25 6652,1817 4284,4267
1 [P08670_CHAIN_0]91196,813 54049,176 31122,391 15380,924 96646,195 51566,826 29802,147
1 [P08670_CHAIN_0]1698076,3 1418100,8 565554,78 251914,66 1790690,3 1405297,1 516458,66
1 [P08670_CHAIN_0]722243,5 642793,64 241937,82 85944,079 760784,7 640472,28 219685,27
1 [P08670_CHAIN_0]194640,94 105724,44 57143,187 25366,77 206472,5 99954,132 54489,251
1 [P08670_CHAIN_0]476670,84 226917,54 125074,04 62717,929 506323,84 210705,51 119297,51
1 [P08670_CHAIN_0]50027,352 24908,003 15074,779 7023,3769 53117,262 23230,988 14538,816
1 [P08670_CHAIN_0]2654897,5 1398347,7 743449,17 349563,83 2817195,9 1317305,7 706869,77
1 [P08670_CHAIN_0]12366,246 9056,5101 4660,2178 2546,6995 13068,353 8844,0912 4391,9754
1 [P08670_CHAIN_0]21557,814 12281,877 6853,1899 4423,1742 22856,281 11671,959 6496,8709
1 [P08670_CHAIN_0]70047,492 38852,005 21838,082 14047,24 74288,973 36799,554 20723,823
1 [P08670_CHAIN_0]101199,38 55440,344 27701,615 14531,855 107339,52 52543,334 26075,146
1 [P08670_CHAIN_0]812670,25 480931,97 225738,07 106257,43 861212,73 460420,28 211229,39
1 [P08670_CHAIN_0]3258452,5 1793180,7 929906,15 533551,25 3456005,3 1699333,8 877243,31
1 [P08670_CHAIN_0]2463,2607 1619,9909 650,5388 222,49817 2606,8897 1571,8834 598,36144
1 [P08670_CHAIN_0]138248,83 65943,752 45038,761 36904,067 146851,84 60972,261 43247,286
1 [P08670_CHAIN_0]266918,72 117938,69 76504,007 63955,989 283723,45 107926,19 73093,175
1 [P08670_CHAIN_0]7296794 3175246,2 2219667,6 1791639,2 7757319,3 2893472 2137742,7
1 [P08670_CHAIN_0]5445508 2597667,7 1827346,7 1354247,5 5784404,3 2400111,3 1765307,4
1 [P08670_CHAIN_0]402195,22 281712,13 181613,34 113460,41 425325,31 272808,05 174740,37
1 [P08670_CHAIN_0]611293,31 371867,98 196584,78 126015,64 647607,04 356390,5 185208,53
1 [P08670_CHAIN_0]90356,906 55550,451 22567,492 13586,422 95707,836 53518,7 20550,418
1 [P08670_CHAIN_0]906336,38 603644,33 305060,66 237111,11 959062,28 584454,91 283948,31
1 [P08670_CHAIN_0]3694200 2320799,8 1463347,6 1020012 3912250,3 2224284,2 1400966,1
1 [P08670_CHAIN_0]452144,5 251128,17 139878,41 120968,9 479514,29 237949,24 131272,18
1 [P08670_CHAIN_0]98372,211 57631,679 32486,456 25339,126 104264,01 54937,399 30639,037
1 [P08670_CHAIN_0]1642092,5 1006981,3 492642,17 386911,81 1739444,7 967208,33 456682,46
1 [P08670_CHAIN_0]8264146 4959603,7 2646561,9 1743387,4 8756523 4745306,1 2494259,3

1 [P02545_CHAIN_1]546644,56 427934,4 247187,7 109130,74 577114,68 419418,93 237095,24
1 [P02545_CHAIN_1]417420 613055 312330,74 192647,91 434616,54 625498,6 292459,05
1 [P02545_CHAIN_1]257437,2 189889,45 100983,82 30525,043 272027,06 185442,26 96604,368
1 [P02545_CHAIN_1]117,80676 149,37534 65,632585 30,734602 123,15358 151,71824 60,677337
1 [P02545_CHAIN_1]128347,98 163439,52 95873,399 64149,683 134173,81 165264,79 91053,44
1 [P02545_CHAIN_1]362443,6 389430,69 245035,25 125956,33 380427,88 389631,23 236113,85
1 [P02545_CHAIN_1]9067,4018 20955,424 8389,3761 4267,33 9277,9052 21785,473 7620,394
1 [P02545_CHAIN_1]47406,937 92769,219 33427,317 16684,413 48861,514 96101,136 29832,388
1 [P02545_CHAIN_1]18465,167 25227,129 10466,06 6341,7854 19264,378 25734,164 9528,2253
1 [P02545_CHAIN_1]17646,462 47627,504 18849,71 9762,3373 17910,706 49709,668 17077,698



1 [P02545_CHAIN_1]107705,57 256819,16 95031,907 44273,099 110033,27 267460,1 85328,144
1 [P02545_CHAIN_1]254015,63 341182,97 234029,68 131744,08 265193,55 344779,98 226744,98
1 [P02545_CHAIN_1]12104,076 26182,494 11082,189 3604,0581 12423,482 27150,43 10244,867
1 [P02545_CHAIN_1]117595,53 228894,03 110581,03 34804,361 121247,87 236162,88 104227,79
1 [P02545_CHAIN_1]6989,9965 11677,537 5369,9175 1626,8242 7247,741 11994,083 5031,9413
1 [P02545_CHAIN_1]29815,434 59058,867 21213,559 6396,2768 30715,059 61204,519 19101,335
1 [P02545_CHAIN_1]202751,64 302799,63 69972,788 24077,897 210944,15 311880,25 56495,628
1 [P02545_CHAIN_1]239451,09 359710,16 99380,885 39696,663 249092,1 370062,53 84186,843
1 [P02545_CHAIN_1]204319,51 365214,59 142505,51 81567,337 211331,07 376855,58 128562,79
1 [P02545_CHAIN_1]73078,55 100600,8 44651,25 28060,083 76227,268 102564,33 41023,544
1 [P02545_CHAIN_1]214344,91 279815,72 120051,78 79818,606 223900,99 284706,46 109570,28
1 [P02545_CHAIN_1]166430,9 233591,95 104162,7 68221,726 173507,18 238343,44 95641,003
1 [P02545_CHAIN_1]368573,05 514262,69 265066,57 167369,38 384331,46 523430,28 248418,99
1 [P02545_CHAIN_1]122936,48 157418,97 68126,154 40326,16 128482,79 160000,77 62477,068
1 [P02545_CHAIN_1]95888,467 141474,53 49923,584 28052,552 99810,942 145088,59 44277,922
1 [P02545_CHAIN_1]81714,134 113414,13 51851,849 29032,512 85216,302 115620,94 47994,051
1 [P02545_CHAIN_1]171466,23 175159,64 74489,468 35240,672 180142,61 175865,48 68563,061
1 [P02545_CHAIN_1]74696,277 115264,36 50001,558 31217,316 77650,343 118126,55 45780,238
1 [P02545_CHAIN_1]42546,507 63015,895 27734,485 16931,83 44285,312 64458,914 25466,645
1 [P02545_CHAIN_1]159331,05 211105,83 93635,649 60324,27 166370,53 214847,92 85964,317
1 [P02545_CHAIN_1]336431,18 615256,88 205051,69 76341,112 347659,01 636484,59 181393,24
1 [P02545_CHAIN_1]507361,03 645641,5 284156,5 171344,01 530339,19 655877,79 261113,28
1 [P02545_CHAIN_1]200783,78 414530,25 116244,66 51154,007 206463,66 431190,52 98533,068
1 [P02545_CHAIN_1]64982,806 161679,28 32669,168 10069,197 66226,777 169434,33 25158,118
1 [P02545_CHAIN_1]772617,39 786776,38 480077,51 307058,66 811858,53 785108,67 458647,97
1 [P02545_CHAIN_1]325790,34 323696,54 185182,44 120539,26 342499,34 322904,73 175643,28
1 [P02545_CHAIN_1]56563,941 54901,638 34821,978 24422,891 59494,575 54574,345 33306,549
1 [P02545_CHAIN_1]3506136,7 3583618 2330448 1595284,2 3684025,8 3572231 2235806,6
1 [P02545_CHAIN_1]133310,16 133118,83 55943,291 23216,082 140120,35 133485,25 51544,093
1 [P02545_CHAIN_1]52986,129 52663,918 33979,834 23530,925 55705,738 52412,279 32565,95
1 [P02545_CHAIN_1]3671641 3646455,8 2377909 1623707,3 3860171,1 3628033,1 2282261,2
1 [P02545_CHAIN_1]513379,41 552961,94 302830,35 184422,31 538795,36 554790,13 286323,45
1 [P02545_CHAIN_1]742999 723888,49 417747,22 300940,35 781410,5 721088,68 395370,43
1 [P02545_CHAIN_1]311049,09 387059,41 183579,73 137793,19 325330,56 392336,32 169317,49
1 [P02545_CHAIN_1]186059,36 240744,73 101016,96 68917,567 194398,43 244921,62 91809,598
1 [P02545_CHAIN_1]5148732,1 7152506 3434038,7 2171333,1 5369369,4 7286730,8 3189136,2
1 [P02545_CHAIN_1]296530,28 435539,34 215176,59 159126,55 308741,4 444603,68 199563,13
1 [P02545_CHAIN_1]626707,23 704984,13 344322,36 253974,05 657073,73 710443,2 319094,42
1 [P02545_CHAIN_1]47219,731 63862,708 29226,502 22555,747 49278,999 65028,905 26790,483
1 [P02545_CHAIN_1]1300927,4 1632393,5 751751,14 472196,85 1360356,8 1656047,4 694491,17
1 [P02545_CHAIN_1]1107744,3 1444772,3 695817,62 421302,24 1157207,7 1467499,9 647361,9
1 [P02545_CHAIN_1]70506,173 103989,93 42168,695 23051,875 73394,613 106468,04 38350,501
1 [P02545_CHAIN_1]145658,43 179918,31 80620,03 48050,561 152371,46 182452,27 74306,093
1 [P02545_CHAIN_1]22406,307 30508,525 22131,079 15650,722 23384,356 30811,567 21408,368
1 [P02545_CHAIN_1]1302064,2 1603728,3 760551,69 425495,39 1362197,5 1624718,7 707742,28
1 [P02545_CHAIN_1]20783,431 26642,176 12081,403 6911,3299 21720,815 27062,724 11165,556
1 [P02545_CHAIN_1]11793275 14534858 6493633,1 4136478,7 12337468 14738584 5971067,6
1 [P02545_CHAIN_1]2007862,6 2334547 1081349,1 699604,17 2103507,7 2358797,4 999116,67
1 [P02545_CHAIN_1]4936697,5 5783084,5 2717043,2 1774886,8 5170968,5 5844286,9 2514540,6
1 [P02545_CHAIN_1]12097768 14211055 6562881,6 4199402,6 12670966 14367233 6063127,9
1 [P02545_CHAIN_1]481905,96 577603,25 260847,36 143327,27 504491,23 584760,41 241230,67
1 [P02545_CHAIN_1]2179169,8 2510062 1085895,1 709014,16 2283427,2 2537318,3 993250,34



1 [P02545_CHAIN_1]95186,756 122413,47 54914,642 31866,685 99471,181 124384,69 50653,814
1 [P02545_CHAIN_1]78051,604 91887,313 40754,434 26274,712 81744,379 92962,335 37426,682
1 [P02545_CHAIN_1]2681174,1 3229366 1570311,2 966074,47 2806568,9 3266626,7 1462437,3
1 [P02545_CHAIN_1]62583,581 81161,516 39355,561 24087,63 65388,055 82407,097 36637,193
1 [P02545_CHAIN_1]8980016,3 11191170 5424869,4 3321307,7 9392047,7 11340664 5050395
1 [P02545_CHAIN_1]88218,94 103714,66 45900,114 28483,013 92395,708 104923,35 42186,837
1 [P02545_CHAIN_1]256287,12 315960,72 145163,96 91157,303 268113,89 320264,69 134070,24
1 [P02545_CHAIN_1]257890,52 332703,31 175760,44 128711,03 269493,07 337262,52 164477,38
1 [P02545_CHAIN_1]477890,96 586701,88 326572,76 228637,85 500032,64 592731,47 307962,86
1 [P02545_CHAIN_1]681192,07 828894,5 430213,93 313502,99 712889,33 838037,72 401854,87
1 [P02545_CHAIN_1]11125695 13837748 7392858,5 4914729,6 11637196 13999164 6949646,3
1 [P02545_CHAIN_1]3900832,5 3665376,7 1710114 1179135,3 4105090,3 3655427,6 1579559,6
1 [P02545_CHAIN_1]13216822 15307524 8080465,5 5722014,6 13848308 15431418 7571367,6
1 [P02545_CHAIN_1]10127302 12322060 6598818,5 4722704,5 10598701 12451341 6190780,5
1 [P02545_CHAIN_1]3227925,8 4169041 1980981 1472076,4 3372909,2 4233550,8 1828000,9
1 [P02545_CHAIN_1]3330799 2875391,8 1355474,9 836136,13 3510605,6 2849883,3 1258383,4
1 [P02545_CHAIN_1]5200966,7 6986867,5 3470274,5 2325026,7 5428959,6 7103360,1 3231719,8
1 [P02545_CHAIN_1]406141,44 485995,19 326637,17 225827,52 425261,43 488524,28 314140,5
1 [P02545_CHAIN_1]1760731,7 3655986,8 1812651,9 938919,65 1810601,6 3778149,7 1698192
1 [P02545_CHAIN_1]308608,63 858290,19 413215,68 282622,03 312738,45 894050,72 382531,55
1 [P02545_CHAIN_1]736,8823 820,52966 314,65875 99,775882 772,71019 829,15686 286,88569
1 [P02545_CHAIN_1]29097,935 36306,91 24418,279 30617,707 30436,415 36577,447 22891,356
1 [P02545_CHAIN_1]183078,77 261654,91 116373,74 141939,7 190762,85 267214,25 103973,48
1 [P02545_CHAIN_1]99226,991 180489,94 64619,582 50935,018 102562 186544,75 56805,243
1 [P02545_CHAIN_1]117201,75 159269,97 68285,094 49584,826 122293,92 162361,94 62129,396
1 [P02545_CHAIN_1]386494,91 513511,72 155293,59 81367,057 403494,2 525017,65 133671,01
1 [P02545_CHAIN_1]354811,8 423938,82 179185,35 112098,88 371460,89 429520,25 163513
1 [P02545_CHAIN_1]249370,53 301640,23 127004,6 78324,645 260993,44 305823,42 115872,01
1 [P02545_CHAIN_1]80824,497 90253,211 39835,636 29304,604 84752,156 91051,274 36406,612
1 [P02545_CHAIN_1]51521,345 57663,724 24080,487 16022,264 54021,348 58224,995 21896,627
1 [P02545_CHAIN_1]497832,5 416806,43 240601,75 150185,61 525009,78 410729,48 228817,36
1 [P02545_CHAIN_1]412399,24 824192,13 475785,29 358727,16 424802,08 848602,9 449016,29
1 [P02545_CHAIN_1]140983,71 219562,53 96413,451 50809,929 146517,47 225057,8 88836,977
1 [P02545_CHAIN_1]222327,45 274526,19 150313,66 84540,022 232593,52 277505,29 142373,03
1 [P02545_CHAIN_1]633738,48 759331,39 306369,23 219191,84 663421,34 769918,04 276339,04
1 [P02545_CHAIN_1]582004,5 571304,83 341761,53 227537,17 612010,6 568980,85 325487,74
1 [P02545_CHAIN_1]73361,461 167743,66 70180,94 39444,943 75104,709 174241,51 64039,841
1 [P02545_CHAIN_1]206097,9 395580,84 121569,69 67890,767 212572,24 410216,22 104713,94
1 [P02545_CHAIN_1]103714,86 146051,03 78964,681 55044,989 108123,22 148597,93 74205,355
1 [P02545_CHAIN_1]268543,52 410008,34 240626,04 166542,29 279296,95 417986,32 228226,45
1 [P02545_CHAIN_1]1058008,3 1746163,5 901630,8 577254,93 1097535,1 1789558,1 844573,91
1 [P02545_CHAIN_1]2264781,2 3150809,5 1294326,6 866242,84 2361594,9 3217210,2 1172910,4

1 [Q13813_ISOFORM_3]18664,314 23806,346 8232,883 4440,2897 19507,005 24258,887 7285,1223
1 [Q13813_ISOFORM_3]137645,81 100334,3 40110,513 16965,909 145463,4 98310,895 36706,116
1 [Q13813_ISOFORM_3]7557,7861 7113,3916 2675,3566 1193,2456 7952,8717 7115,5016 2417,8849
1 [Q13813_ISOFORM_3]683018,07 723004,25 223925,15 134201,39 716989,75 730198,19 193250,67
1 [Q13813_ISOFORM_3]61603,953 81241,203 25986,354 14459,615 64327,345 82986,774 22610,791
1 [Q13813_ISOFORM_3]35113,246 48481,625 13227,243 5874,2224 36617,791 49701,648 11147,453
1 [Q13813_ISOFORM_3]84111,498 89150,93 27476,196 14933,287 88292,468 90048,95 23752,543
1 [Q13813_ISOFORM_3]13545,653 18060,072 5264,3026 1611,2613 14139,976 18473,868 4541,9667
1 [Q13813_ISOFORM_3]19036,583 42741,887 11085,312 3369,3239 19501,258 44594,554 9267,0819



1 [Q13813_ISOFORM_3]17424,099 30645,227 9898,1499 3642,1274 18031,333 31670,285 8702,4619
1 [Q13813_ISOFORM_3]68079,824 97536,156 51507,508 20301,079 70937,589 99348,566 48939,49
1 [Q13813_ISOFORM_3]56161,591 101029,09 29390,28 7352,0236 58068,837 104594,03 25388,883
1 [Q13813_ISOFORM_3]124692,47 220105,66 66682,916 31257,192 129018,18 227640,94 57522,849
1 [Q13813_ISOFORM_3]68096,235 91295,344 27601,843 8254,9086 71073,89 93379,126 24024,08
1 [Q13813_ISOFORM_3]90275,686 157598,02 38776,528 14611,427 93439,065 163219,08 31838,969
1 [Q13813_ISOFORM_3]200372,38 217915,16 82427,24 43609,529 210224,34 219949,56 74229,008
1 [Q13813_ISOFORM_3]140613,97 185286,66 49322,765 17869,952 146827,09 189579,57 41482,794
1 [Q13813_ISOFORM_3]383018,67 457633,63 140471,85 52688,254 400957,64 465359,89 122277,09
1 [Q13813_ISOFORM_3]160750,25 199556,52 73029,862 19682,026 168127,28 202942,38 66168,185
1 [Q13813_ISOFORM_3]337901,4 402188,56 142993,14 36051,129 353772,67 408261,2 129005,26
1 [Q13813_ISOFORM_3]24841,495 34190,05 10473,835 5488,3193 25908,97 35008,553 9040,5832
1 [Q13813_ISOFORM_3]80811,772 91124,222 26871,791 13565,201 84711,511 92409,635 23035,008
1 [Q13813_ISOFORM_3]349130,13 527867,75 180090,9 75086,075 363136,83 542096,99 159796,49
1 [Q13813_ISOFORM_3]15104,397 16271,407 4933,4514 3112,6376 15849,567 16453,77 4230,2951
1 [Q13813_ISOFORM_3]33742,835 38055,094 15462,222 7748,9612 35373,755 38455,281 14108,193
1 [Q13813_ISOFORM_3]52821,494 63506,066 25613,616 12576,981 55290,955 64402,033 23349,277
1 [Q13813_ISOFORM_3]75630,934 91682,953 28801,949 12561,12 79145,52 93280,15 25121,344
1 [Q13813_ISOFORM_3]328384,14 399034,75 136537,5 55903,985 343631,13 405674,21 121355,76
1 [Q13813_ISOFORM_3]48255,733 100922,33 24832,495 6790,5568 49591,011 105129,62 20487,139
1 [Q13813_ISOFORM_3]9836,1065 16129,146 4026,0505 1409,5288 10203,036 16664,539 3325,1665
1 [Q13813_ISOFORM_3]9684,6554 16993,623 4538,6118 1492,2866 10022,4 17591,297 3822,5656
1 [Q13813_ISOFORM_3]34299,204 62044,016 14678,455 6018,8927 35454,517 64355,041 11887,157
1 [Q13813_ISOFORM_3]10671,945 19735,607 4932,4354 1796,6797 11022,388 20477,331 4070,3028
1 [Q13813_ISOFORM_3]26233,646 39905,207 11832,212 4940,6973 27279,835 41048,654 10187,386
1 [Q13813_ISOFORM_3]281576,35 323721,38 151264,63 94651,586 295067,89 326839,98 140073,19
1 [Q13813_ISOFORM_3]116525,3 244451,3 65938,025 17529,694 119737,4 254477,47 55827,397
1 [Q13813_ISOFORM_3]238363,44 203317,88 85263,362 43513,8 251276,26 201672,74 78231,333
1 [Q13813_ISOFORM_3]203820,29 330474,81 117711,91 54265,056 211526,17 340163,05 105068,69
1 [Q13813_ISOFORM_3]24118,471 47099,243 15471,772 7481,1936 24859,603 48836,083 13569,781
1 [Q13813_ISOFORM_3]153014,93 135000,06 38551,733 22348,916 161197,49 134826,25 32716,887
1 [Q13813_ISOFORM_3]511201,21 525467,3 204426,84 83132,348 536987,38 528399,74 186099,46
1 [Q13813_ISOFORM_3]277088,79 298116,08 124118,38 54268,114 290788,74 300340,82 114045,2
1 [Q13813_ISOFORM_3]38089,863 32245,775 12509,347 4564,8141 40157,829 31998,993 11414,442
1 [Q13813_ISOFORM_3]101459,34 152677,19 49115,541 22931,612 105543,25 156858,88 42956,923
1 [Q13813_ISOFORM_3]138186,19 134012,59 43461,857 27348,353 145321,49 134545,64 37841,818
1 [Q13813_ISOFORM_3]75324,864 68432,649 27573,618 13172,916 79315,987 68227,203 25173,742
1 [Q13813_ISOFORM_3]133406,54 156547,16 48835,822 24288,312 139715,83 159014,38 42407,39
1 [Q13813_ISOFORM_3]446022,13 443777,29 183941,24 101037,7 468839,59 444984,52 168054,34
1 [Q13813_ISOFORM_3]158153,59 155915,05 80439,359 31571,925 166285,18 155733,47 76290,342

1 [O75369_ISOFORM_2]149486,56 138929,88 37730,831 15617,843 157329,22 139320,58 31878,296
1 [O75369_ISOFORM_2]72265,342 112451,02 31952,987 13967,054 75092,608 115823,91 27202,863
1 [O75369_ISOFORM_2]63627,474 113731,16 26592,357 8068,3444 65799,585 117928,95 21579,568
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]670451,51 2114357 337689,01 69301,265 673700,43 2230080,3 234760,1
1 [O75369_ISOFORM_2]268603 400699,75 113786,36 50567,838 279479,43 412014,51 96835,49
1 [O75369_ISOFORM_2]122983,41 235717,81 72910,314 28005,616 126854,27 244409,69 63440,97
1 [O75369_ISOFORM_2]263787,46 448716,47 107249,32 49685,079 273280,21 464395,05 86905,722
1 [O75369_ISOFORM_2]41745,444 56506,91 25740,245 13234,787 43564,913 57543,471 23865,157
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]142176,76 234403,41 87350,014 32644,256 147472,17 241301,14 78938,7
1 [O75369_ISOFORM_2]116676,33 224510,81 58562,684 26477,068 120322,9 233171,37 48683,581
1 [O75369_ISOFORM_2]84685,619 199186,06 34965,216 9582,8016 86549,22 208616,14 25418,656



1 [O75369_ISOFORM_2]63793,914 155799,36 37509,884 10018,064 65081,399 163002,27 30740,883
1 [O75369_ISOFORM_2]84107,148 103996,96 35654,716 20371,05 87974,139 105820,34 31451,339
1 [O75369_ISOFORM_2]11745,349 28569,762 6308,1086 998,33523 11984,483 29905,901 5057,599
1 [O75369_ISOFORM_2]5725,1608 6303,2228 3494,6391 3197,8521 6005,7327 6330,9924 3262,4476
1 [O75369_ISOFORM_2]40629,506 72798,836 18080,987 6299,2248 42013,449 75457,981 14907,73
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]54794,336 168935,64 41395,498 7581,8041 55151,786 177637,06 34234,699
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]1168,69 3484,7849 753,74871 148,07896 1178,7738 3665,0767 598,46171
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]14250,103 44145,824 10946,46 2173,0008 14338,635 46419,881 9077,1482
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]68381,779 211661,66 50016,972 10208,117 68808,871 222641,06 40866,779
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]21601,959 66204,742 16756,752 3080,862 21751,665 69589,305 13988,536
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]2530,1782 5753,2974 1248,5065 331,89978 2590,2387 6012,6006 989,5318
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]14558,737 32336,938 7303,9123 1951,2499 14920,898 33763,611 5867,9517
1 [O75369_ISOFORM_2]13462,924 30608,549 9345,357 5034,289 13784,325 31901,058 8042,1812
1 [O75369_ISOFORM_2]61566,912 104673,19 38244,67 15580,159 63792,172 107900,66 34381,888
1 [O75369_ISOFORM_2]95319,752 128424,48 46620,587 16961,359 99479,381 131134,25 41977,948
1 [O75369_ISOFORM_2]128561,93 185730,13 58218,105 15418,083 133900,32 190536,94 51149,558
1 [O75369_ISOFORM_2]53800,288 61114,281 27633,004 14224,637 56393,156 61691,287 25604,62
1 [O75369_ISOFORM_2]55532,683 150780,27 31691,367 9313,5436 56327,23 158295,56 24780,486
1 [O75369_ISOFORM_2]40812,759 109187,36 23522,04 6873,3967 41431,772 114572,89 18558,493
1 [O75369_ISOFORM_2]118779,63 235105,23 58207,652 16252,596 122350,43 244489,68 48103,727
1 [O75369_ISOFORM_2]103615,36 99029,001 33874,544 9759,1063 108997,75 99268,009 30314,651
1 [O75369_ISOFORM_2]289018,8 454845 142499,23 76254,763 300225,88 468271,38 123486,05
1 [O75369_ISOFORM_2]51876,009 115520,04 29541,542 12071,71 53162,344 120514,47 24466,623
1 [O75369_ISOFORM_2]117706,98 174676,17 56683,294 23578,965 122497,35 179340,24 49793,314
1 [O75369_ISOFORM_2]9127,1791 21759,693 4264,6865 1755,5455 9322,0774 22783,497 3226,5399
1 [O75369_ISOFORM_2]54749,361 127700,53 25733,595 10734,773 55979,239 133610,69 19680,355
1 [O75369_ISOFORM_2]53701,847 55192,5 20172,867 4304,0204 56410,043 55541,163 18335,219
1 [O75369_ISOFORM_2]307421,47 701677,5 168729,56 47429,801 314673,16 732844,28 138156,14

1 [P02751_CHAIN_0]55191,535 179020,98 44512,469 12172,283 55363,03 188404,8 36793,164
1 [P02751_CHAIN_0]143109,21 350915,44 77751,752 23002,162 145963,02 367394,06 61948,809
1 [P02751_CHAIN_0]33515,962 135244,97 26000,871 10936,465 33049,491 143102,46 19474,3
1 [P02751_CHAIN_0]1692,0559 7098,0454 1783,0556 548,38935 1663,0052 7501,123 1474,9053
1 [P02751_CHAIN_0]3283,1753 8348,7734 2325,4228 805,60449 3342,5897 8733,2044 1976,0659
1 [P02751_CHAIN_0]2881,3952 11603,35 2452,0487 699,18116 2841,9437 12269,884 1920,0722
1 [P02751_CHAIN_0]4876,4252 24757,324 5485,2327 1291,0183 4700,5335 26252,146 4377,2731
1 [P02751_CHAIN_0]9228,9777 26211,205 6913,571 1812,9443 9337,3152 27499,197 5815,2527
1 [P02751_CHAIN_0]48080,018 147981,36 38580,384 8488,6159 48400,559 155523,47 32413,222
1 [P02751_CHAIN_0]66100,888 179304,19 42210,592 8992,5075 67053,206 188090,11 34443,075
1 [P02751_CHAIN_0]29980,502 113549,38 19544,565 4947,4948 29720,452 120102,35 14067,929
1 [P02751_CHAIN_0]18712,676 77970,258 13148,172 2885,2297 18398,52 82597,951 9385,2881
1 [P02751_CHAIN_0]25634,921 49324,898 14103,026 5359,6078 26436,957 51187,354 12050,964
1 [P02751_CHAIN_0]15790,553 57966,926 13237,036 8865,8055 15694,958 61177,028 10428,414
1 [P02751_CHAIN_0]64606,53 155207,3 43463,752 20599,879 65969,249 162120,37 36750,142
1 [P02751_CHAIN_0]71433,831 207476,73 75680,432 24229,213 72187,864 217097,9 68229,564
1 [P02751_CHAIN_0]55089,428 171084,34 50657,593 17000,153 55427,975 179640,89 43699,8
1 [P02751_CHAIN_0]2090,2768 5375,3555 1449,9666 254,49822 2126,7964 5625,8478 1232,6256
1 [P02751_CHAIN_0]27483,598 80726,195 23895,938 13448,348 27750,965 84670,172 20380,393
1 [P02751_CHAIN_0]125944 568000 147845,9 35499,218 122939,19 600688,03 123947,09
1 [P02751_CHAIN_0]121979,13 266527,88 66926,263 15976,85 125111,77 277942,56 55634,541
1 [P02751_CHAIN_0]102644,69 180828,28 45207,409 11957,882 106207,06 187313,38 37510,293
1 [P02751_CHAIN_0]77067,769 224618,06 64299,631 16331,558 77853,423 235620,56 55253,431



1 [P02751_CHAIN_0]31692,833 124035,66 46840,057 15420,677 31348,818 130437 42457,151
1 [P02751_CHAIN_0]41139,719 153162,36 37419,413 12398,38 40846,651 161599,7 30668,067
1 [P02751_CHAIN_0]28325,795 91668,609 28002,21 11984,972 28421,618 96301,917 24216,975
1 [P02751_CHAIN_0]67899,285 193760,39 60820,688 23151,923 68682,963 202989,46 53055,351
1 [P02751_CHAIN_0]43798,694 124218,05 38157,718 14014,569 44320,013 130144,45 33149,011
1 [P02751_CHAIN_0]100278,51 387469,34 111783,73 29539,405 99273,792 408500,47 96143,043
1 [P02751_CHAIN_0]415152,53 813925,69 270754,37 37884,27 427844,09 843915,08 242095,61
1 [P02751_CHAIN_0]110825,69 280602,88 77715,268 60830,065 112856,73 293514,84 64482,965
1 [P02751_CHAIN_0]34672,649 130335,44 30153,66 8545,6061 34397,918 137590,98 24359,825
1 [P02751_CHAIN_0]60056,797 149717,77 41052,036 12092,956 61207,13 156557,16 34838,429
1 [P02751_CHAIN_0]3554,5295 11632,398 3140,6629 1980,76 3563,5372 12236,365 2607,5234
1 [P02751_CHAIN_0]15642,534 61155,609 12126,318 4980,1105 15467,045 64665,67 9203,731
1 [P02751_CHAIN_0]41869,246 61441,105 19219,664 9724,6803 43587,479 63075,544 16677,817
1 [P02751_CHAIN_0]24324,199 110517,88 28290,408 9074,5752 23726,131 116905,56 23508,59
1 [P02751_CHAIN_0]27798,463 38926,133 11828,653 2492,6531 28978,776 39891,136 10350,515
1 [P02751_CHAIN_0]23907,447 46506,883 12208,304 3264,7022 24643,967 48314,579 10263,405
1 [P02751_CHAIN_0]8737,5884 22153,824 6828,582 1851,0986 8897,5184 23150,913 5966,4221
1 [P02751_CHAIN_0]12418,226 53481,102 14073,9 4013,5712 12175,849 56518,452 11807,725
1 [P02751_CHAIN_0]6374,7699 13837,637 4150,0734 954,88348 6540,8689 14405,739 3612,3436
1 [P02751_CHAIN_0]7775,4521 35083,328 9246,5706 2625,5514 7589,6636 37098,961 7760,8955
1 [P02751_CHAIN_0]9960,4627 44501,328 11289,608 3601,3486 9731,5772 47066,124 9358,5331
1 [P02751_CHAIN_0]231486,7 92564,662 274930,81 33255,606 246404,01 76337,493 290153,52
1 [P02751_CHAIN_0]49490,328 44542,06 25156,143 3804,1773 52126,175 44144,228 24375,397
1 [P02751_CHAIN_0]27750,425 88592,016 19317,96 8071,9782 27865,176 93296,184 15194,059

1 [Q07065] 704963,09 821716,75 265589,45 190621,72 738426,78 834081,12 229868,06
1 [Q07065] 87212,254 157777,06 40993,336 31925,397 90151,758 163539,38 33470,696
1 [Q07065] 587135,7 1031355,7 288180,38 229132,62 607595,52 1067286,7 239761,02
1 [Q07065] 167593,83 170464,95 51463,792 57039,842 176076,28 171792,36 43039,145
1 [Q07065] 101829,85 114550,73 35685,999 38827,037 106750,82 116094,09 30076,065
1 [Q07065] 148026,96 168158,36 66833,065 65486,908 155154,82 170050,34 59381,768
1 [Q07065] 59130,17 89406,625 25682,247 21622,393 61499,159 91975,038 21476,41
1 [Q07065] 172667,88 331561 105529,72 59922,12 178091,29 343715,48 91561,438
1 [Q07065] 2096655,9 2341855,5 541446,48 400766,71 2198214 2378473,5 428726,38
1 [Q07065] 42413,106 44435,203 13520,37 15867,469 44532,252 44859,106 11287,835
1 [Q07065] 4642865,5 4190733,5 1397209,9 1307464,6 4889259,5 4185790,8 1205450,9
1 [Q07065] 100615,87 128666,34 40168,02 30413,208 105148,82 131270,38 34423,418
1 [Q07065] 138525,76 211115,88 74982,296 46737,984 144049,54 216784,9 66379,368
1 [Q07065] 421121,54 707197,75 188142,27 177255,21 436483,26 730967,33 153344,04
1 [Q07065] 601068,68 1012459,3 275069,71 261326,21 622932,71 1046421,9 225378,13
1 [Q07065] 273043,54 292612 85246,699 71586,832 286544,26 295917,12 71653,416
1 [Q07065] 105792,58 137070,69 38443,615 25838,101 110517,99 140073,16 32258,039
1 [Q07065] 49897,918 120070,27 39955,207 11778,626 50950,273 125217,45 35445,614
1 [Q07065] 92751,611 111446,88 31304,599 14249,12 97080,491 113456,28 26580,125
1 [Q07065] 1097559,6 1253416,4 293675,92 203897,7 1150139,3 1274454,4 234077,6
1 [Q07065] 95395,439 130705,48 42229,002 52551,543 99508,554 133743,16 35563,338
1 [Q07065] 176250,06 203885,38 54171,187 69038,944 184641,84 207253,14 43436,823
1 [Q07065] 52645,076 93098,891 29818,27 8299,4204 54468,821 96238,912 26284,589
1 [Q07065] 1525280 1661946,4 518754,55 418162,91 1600137,7 1681225 443771,74
1 [Q07065] 218492,18 406731,63 141843,9 58982,593 225635,78 420811,95 126332,67
1 [Q07065] 42159,706 44659,129 11852,986 9430,9331 44254,683 45169,748 9751,1828
1 [Q07065] 70497,28 95329,406 34745,821 19324,302 73566,349 97354,26 31019,916



1 [Q07065] 1559142,9 1628030,8 507965,84 475909,87 1637169,1 1642799,6 431729,86
1 [Q07065] 51969,59 67574,586 19304,61 6092,8965 54286,051 69053,712 16569,611
1 [Q07065] 258046,64 370942,38 90890,147 75231,031 268784,57 381293,41 72833,509
1 [Q07065] 318310,95 468543,19 115709,71 92598,191 331323,26 482073,73 93068,206
1 [Q07065] 66722,947 107432,13 29505,313 19800,859 69255,895 110836,51 24603,964
1 [Q07065] 86240,997 131498,38 37819,441 20643,251 89672,818 135318,34 32117,478
1 [Q07065] 85824,699 135534,86 35739,19 20709,363 89138,385 139772,04 29623,87
1 [Q07065] 171478,75 256360,97 85592,526 31216,152 178418,89 263208,52 75816,508
1 [Q07065] 52953,582 59346,945 19568,875 16379,936 55518,019 60098,155 16910,03
1 [Q07065] 361628,6 398171,63 127718,68 98133,18 379290,71 402920,59 110111,22
1 [Q07065] 630147,73 771165,5 243849,62 236453,92 659276,5 784958,65 207368,27
1 [Q07065] 504750,02 856472,56 189806,99 41158,11 522950,28 886790,05 152105,19
1 [Q07065] 4084,8462 6909,1494 1629,4199 358,44531 4232,6727 7149,7113 1331,9947
1 [Q07065] 59187,8 95929,828 24669,273 5971,3333 61420,24 99046,449 20663,419
1 [Q07065] 20779,859 33701,91 9793,8923 2774,1679 21563,875 34761,335 8447,2658
1 [Q07065] 64022,707 71620,422 19224,202 20390,758 67123,176 72661,965 15638,511
1 [Q07065] 693361,32 711948,19 226134,1 186749,72 728319,16 717537,98 194052,3
1 [Q07065] 428018,84 439326,31 127095,67 113297,17 449594,19 443168,32 106390,07
1 [Q07065] 628282,82 774354,38 208143,66 105362,23 657185,87 789650,58 174273,16
1 [Q07065] 1046053,6 1532263,8 357252,53 187773,89 1088962,1 1576848,9 286491
1 [Q07065] 667615,49 1105995,3 203450,2 90749,513 692233,88 1145497 149842,85
1 [Q07065] 252065,72 279180,19 100140,76 83979,797 264348,53 282264,97 87983,29
1 [Q07065] 55022,348 45647,753 13354,417 12193,911 58026,577 45370,642 11211,529
1 [Q07065] 66093,452 70188,648 19758,111 14459,004 69374,692 70965,11 16560,304
1 [Q07065] 2776,2512 6455,4805 1005,5373 906,91053 2838,8516 6763,3548 660,28304
1 [Q07065] 5725,151 14464,915 2511,8118 2146,6876 5829,7685 15177,968 1753,1874
1 [Q07065] 8908,5868 21007,134 3963,7949 3056,6894 9103,6548 21994,617 2890,7184
1 [Q07065] 5892,5364 14199,777 2374,5442 2036,6372 6014,8577 14885,365 1625,982
1 [Q07065] 3875,8349 8400,4737 1826,0399 1129,5325 3976,6446 8767,5726 1420,5927
1 [Q07065] 1020,4286 2339,9028 477,02101 315,67267 1044,2128 2446,9472 361,43644

1 [Q00610_ISOFORM_2]206210,13 444789,88 97725,303 21289,031 211620,32 464121,93 78003,187
1 [Q00610_ISOFORM_2]61407,488 144197,09 31462,61 5672,4417 62767,868 150817,79 25096,751
1 [Q00610_ISOFORM_2]157322,67 282132,31 75733,311 22429,993 162679,89 292262,69 63972,092
1 [Q00610_ISOFORM_2]154178,37 369367,09 87071,861 17096,885 157441,77 386315,44 71167,08
1 [Q00610_ISOFORM_2]53156,192 154469,25 30043,067 4598,2935 53698,712 162483,68 22977,747
1 [Q00610_ISOFORM_2]2556,478 5168,4478 1419,5045 285,68458 2631,1129 5373,6848 1211,5528
1 [Q00610_ISOFORM_2]308171,6 601357,06 150173,57 23285,793 317620,67 625037,84 125227,1
1 [Q00610_ISOFORM_2]7039,2996 15474,292 3940,5887 751,23355 7218,1297 16137,913 3296,932
1 [Q00610_ISOFORM_2]73997,916 89263,422 29346,9 10341,986 77446,827 90752,659 25949,435
1 [Q00610_ISOFORM_2]114930,32 251367,42 66252,142 15402,724 117878,8 262038,39 55837,969
1 [Q00610_ISOFORM_2]7881,4319 16136,879 4704,9431 727,63477 8107,3792 16775,175 4084,3957
1 [Q00610_ISOFORM_2]16895,539 34132,563 10248,161 2203,1728 17389,895 35458,907 8930,8918
1 [Q00610_ISOFORM_2]11123,57 23690,564 6742,1663 1201,1352 11422,861 24661,496 5811,6067
1 [Q00610_ISOFORM_2]55381,306 118777,63 31456,463 5680,8172 56852,239 123746,35 26617,913
1 [Q00610_ISOFORM_2]85118,35 196540,59 52562,643 9502,0892 87081,394 205160,86 44583,566
1 [Q00610_ISOFORM_2]172007,78 291569,75 99075,979 34576,488 178238,51 300767,13 88102,725
1 [Q00610_ISOFORM_2]27263,208 67317,625 17722,216 2242,8602 27798,75 70399,445 15007,834
1 [Q00610_ISOFORM_2]52157,639 115199,69 30854,444 5849,3513 53472,081 120106,64 26172,366
1 [Q00610_ISOFORM_2]348351,27 752492,06 202234,14 32685,056 357490,89 784033,72 171954,58
1 [Q00610_ISOFORM_2]581003,17 1272459,1 357472,04 59375,735 595885,97 1325807,4 307316,92
1 [Q00610_ISOFORM_2]233885,32 487157,91 141582,02 25663,388 240413,62 506700,77 122646,75



1 [Q00610_ISOFORM_2]53505,052 129238,19 37858,775 7853,0485 54619,806 134957,08 32802,155
1 [Q00610_ISOFORM_2]112925,95 287266,75 79458,962 39384,59 114966,83 300517,55 66890,779
1 [Q00610_ISOFORM_2]16443,242 36845,078 10860,025 2384,2091 16847,037 38397,664 9419,1352
1 [Q00610_ISOFORM_2]16733,47 38535,063 9855,9848 2048,7111 17121,29 40236,99 8247,7354
1 [Q00610_ISOFORM_2]11266,563 25769,648 6437,3375 749,01709 11531,332 26907,769 5376,4842
1 [Q00610_ISOFORM_2]193117,98 431991,59 112319,37 14770,838 197866,42 450657,67 94797,569
1 [Q00610_ISOFORM_2]93577,334 204458,63 54384,536 11286,889 95982,753 213115,87 46007,033
1 [Q00610_ISOFORM_2]92907,677 211946,02 57093,46 12401,116 95105,604 221157,98 48430,385
1 [Q00610_ISOFORM_2]98694,576 142237,79 38836,594 12406,279 102796,36 146090,31 32939,324
1 [Q00610_ISOFORM_2]43277,46 77651,344 25689,942 5513,7933 44753,43 80283,753 22867,794
1 [Q00610_ISOFORM_2]32945,721 43408,086 19820,259 13831,587 34406,83 44147,791 18226,744
1 [Q00610_ISOFORM_2]34539,77 77491,219 19230,354 3218,3587 35383,587 80875,922 15989,412
1 [Q00610_ISOFORM_2]7319,2143 17364,229 4480,1437 537,74166 7478,023 18143,857 3774,8717
1 [Q00610_ISOFORM_2]8436,8332 21035,859 5250,5982 633,2888 8598,0323 22013,442 4382,2702
1 [Q00610_ISOFORM_2]6102,2841 13612,498 3726,4974 810,4934 6253,2554 14193,614 3174,4396
1 [Q00610_ISOFORM_2]97438,962 200638,66 41520,233 9683,1481 100197,22 209160,75 32422,27
1 [Q00610_ISOFORM_2]7236,6611 3098,4438 5259,9218 435,58813 7696,4564 2715,5113 5483,5148
1 [Q00610_ISOFORM_2]11235,183 6921,3872 8902,2548 1866,5867 11904,155 6472,3326 9129,1459

2 [P04264_CHAIN_0, P35908]522755,84 294946,86 99426,719 37294,798 554261,43 282075,18 88653,59
2 [P04264_CHAIN_0, P35908]80833,711 52509,776 18867,247 8791,7862 85559,389 50959,65 16932,265
2 [P04264_CHAIN_0, P35908]80428,813 53323,738 17930,995 8710,1179 85107,142 51894,904 15875,09
2 [P04264_CHAIN_0, P35908]118032,79 75229,943 24300,838 11220,21 124962,13 72955,734 21373,352
2 [P04264_CHAIN_0, P35908]59627,684 39686,812 14022,367 6868,281 63093,225 38616,32 12529,27
2 [P04264_CHAIN_0, P35908]469935,75 294048,86 131676,3 43034,548 497664,29 283423,76 123207,63
1 [P04264_CHAIN_0]25167,361 15721,002 5168,5093 2590,5713 26651,72 15210,94 4554,049
1 [P04264_CHAIN_0]110171,23 109111,49 35699,351 13029,557 115811,96 109682,2 31543,666
1 [P04264_CHAIN_0]54462,396 58831,786 17537,051 5837,699 57145,672 59509,26 15204,109
1 [P04264_CHAIN_0]1536,5847 904,16138 428,33494 192,1549 1628,4803 864,91261 401,71339
1 [P04264_CHAIN_0]8889,6652 3619,1594 934,85457 1057,3838 9454,9402 3313,0196 757,53469
2 [P04264_CHAIN_0, P35908]188551,03 141664,36 49142,498 18480,021 199165,33 139417,93 43966,314
1 [P04264_CHAIN_0]158612,09 130955,26 43220,426 19158,083 167289,05 129949,18 38147,936
1 [P04264_CHAIN_0]167508,19 95193,028 39549,533 15544,609 177593,9 90874,691 36514,512
1 [P04264_CHAIN_0]322544,69 183129,83 76022,196 20769,967 341968,77 174803,46 70572,925
1 [P04264_CHAIN_0]97405,281 67551,859 26465,961 13683,207 103010,27 65906,238 24040,05
1 [P04264_CHAIN_0]250375,42 245337,66 103754,46 46003,969 263265,57 245694,32 95566,535
1 [P04264_CHAIN_0]516637,25 466652,3 189717,73 87902,33 544070,18 465006,09 173574,59
1 [P04264_CHAIN_0]48989,922 32672,867 10219,906 8866,5988 51834,924 31841,525 8746,3928
1 [P04264_CHAIN_0]44313,859 30885,657 11191,806 10685,345 46859,951 30177,753 9818,8239
1 [P04264_CHAIN_0]354649,56 241367,32 94674,314 59157,354 375154,57 235065,02 85581,639
1 [P04264_CHAIN_0]190325,98 124653,68 40813,812 15299,737 201428,61 121201,17 36141,357
1 [P04264_CHAIN_0]66968,964 100734,88 27932,634 9059,6093 69662,59 103635,87 23774,328
1 [P04264_CHAIN_0]113298,34 107298,28 36462,115 17609,874 119204,48 107500,96 32283,727
1 [P04264_CHAIN_0]278463 240931,99 92791,921 37857,109 293470,53 239501,3 84386,904
1 [P04264_CHAIN_0]221011,08 141863,04 38602,688 22462,102 233960,06 137908,59 32447,825
1 [P04264_CHAIN_0]223804,22 232500,84 85559,174 24706 235038,28 234106,1 77577,279
1 [P04264_CHAIN_0]167086,28 226418,22 56519,728 14944,466 174333,54 232086,14 46930,716
1 [P04264_CHAIN_0]55404,332 41224,372 15452,751 6478,8934 58532,563 40499,435 13991,638
1 [P04264_CHAIN_0]181770,02 200401,63 69825,543 21080,555 190645,84 202621,21 62626,478
1 [P04264_CHAIN_0]418386,72 222431,1 89347,149 51144,468 443901,14 210725,64 81409,607
1 [P04264_CHAIN_0]101159,18 72256,798 28458,064 15301,624 106935,67 70684,792 25842,092
1 [P04264_CHAIN_0]273385,84 240535,05 102169,59 52114,156 288040,98 239094,92 93914,429



1 [P04264_CHAIN_0]15919,49 12765,487 3700,2594 2128,1599 16798,085 12654,936 3154,2952
1 [P04264_CHAIN_0]12514,44 10323,694 3697,4287 2129,1866 13199,417 10234,443 3294,0125
1 [P04264_CHAIN_0]175729,83 142241,33 63164,88 35814,355 185414,16 140406,57 58306,497
1 [P04264_CHAIN_0]692358,88 476579,91 234776,31 124962,98 732306,16 463089,84 220275,5
1 [P04264_CHAIN_0]159642,53 43804,159 37092,167 7364,7873 170262,18 35948,796 37309,407

3 [P12814, P35609, Q08043]35879,958 83097,82 18290,581 7126,0467 36699,564 86877,535 14469,11
1 [P12814] 162284,28 501034 82265,907 21820,581 163301,95 528168,06 57826,074
1 [P12814] 79768,173 264264,72 45981,901 11332,165 79885,521 278863,17 33297,514
3 [P12814, O43707, Q08043]70833,683 217578,55 45573,3 8896,8401 71308,003 229019,48 35771,026
3 [P12814, O43707, Q08043]243074,63 730376,31 142526,67 25091,966 245042,94 768782,33 109001,46
3 [P12814, O43707, Q08043]96885,122 270347,94 60284,765 9963,8472 98117,996 283880,03 48456,456
1 [P12814] 84159,556 140126,58 31334,504 11222,158 87251,474 144978,22 24997,154
2 [P12814, O43707]47217,03 106841,27 23338,041 5176,9998 48349,141 111636,81 18583,82
2 [P12814, O43707]212343,31 481835,34 117259,32 22221,951 217413,52 503110,91 96824,078
2 [P12814, O43707]91274,394 168491,88 40986,22 11853,743 94277,365 174849,61 33686,69
4 [P12814, O43707, P35609, Q08043]126786,71 229563,41 59690,657 13945,789 131056,16 237945,71 50150,778
1 [P12814] 4661,6209 11313,792 1821,6707 422,77161 4756,6344 11864,178 1271,3493
1 [P12814] 29213,652 105614,38 16341,468 2361,8602 29066,587 111683,93 11199,49
4 [P12814, O43707, P35609, Q08043]192853,16 341273,56 109590,11 20553,168 199529,42 352780,78 97084,896
4 [P12814, O43707, P35609, Q08043]60510,765 139196,98 30069,584 4867,2396 61912,857 145519,29 23928,355
3 [P12814, O43707, P35609]46898,69 102132,88 17658,138 2022,4026 48105,291 106755,02 12871,157
3 [P12814, O43707, P35609]215952,92 484989,22 85545,77 11746,766 221195,84 507313,23 62847,447
3 [P12814, O43707, P35609]72331,712 159660,03 22532,619 2724,8735 74143,634 167112,49 14662,301
3 [P12814, O43707, P35609]65110,074 135702,28 22249,948 6079,7586 66914,565 141705,63 15650,504
1 [P12814] 71625,599 165678,75 41461,905 11940,652 73269,365 173046,64 34338,973
1 [P12814] 48080,381 130107,37 21173,004 4674,5203 48773,701 136781,35 14862,534
1 [P12814] 23539,859 62294,824 10835,604 2169,9851 23909,788 65434,603 7873,5223
1 [P12814] 484287,61 1095527,8 221573,33 38679,068 495894,37 1145263,2 172031,98
1 [P12814] 145431,5 300519,84 76408,267 21188,558 149534,84 312857,69 63626,141
1 [P12814] 116133,57 201917,81 43726,33 22320,815 120216,7 209283,47 34208,233
1 [P12814] 36769,716 69703,055 17376,183 7365,9481 37940,769 72383,056 14282,42
1 [P12814] 36993,118 70706,789 15792,494 3465,7256 38157,751 73503,442 12680,278
1 [P12814] 47064,827 86404,602 19841,051 6819,3582 48622,686 89686,796 15972,304
1 [P12814] 14410,099 38811,57 6448,5716 1612,7371 14621,883 40793,898 4567,3849
1 [P12814] 26807,662 63152,414 14081,834 4653,0769 27397,402 66048,165 11224,314
1 [P12814] 107678,1 281407,25 57154,572 14833,633 109451,33 295240,48 44213,222
2 [P12814, O43707]291789,09 338384,06 44537,22 3934,7653 305635,28 345466,49 27874,392
1 [P12814] 55886,933 177009,75 32385,417 6034,8658 56144,095 186579,96 24086,191
1 [P12814] 77772,659 264788,56 50481,361 9505,0254 77737,455 279409,77 38200,155
1 [P12814] 5179,9465 15801,684 2521,0891 809,00037 5216,4603 16655,913 1739,3221
4 [P12814, O43707, P35609, Q08043]19197,787 53475,641 12686,772 3146,0887 19444,569 56125,736 10357,251
4 [P12814, O43707, P35609, Q08043]8741,7363 25503,754 5993,0766 1485,6763 8829,4678 26795,87 4877,5405
4 [P12814, O43707, P35609, Q08043]158331,16 471333,34 99320,838 24678,54 159712,15 495788,22 77907,827
1 [P12814] 53328,6 129006,74 29317,265 7861,8591 54430,069 134995,19 23592,785
1 [P12814] 48839,147 148012,98 21788,863 4574,8193 49203,059 156052,7 14450,461
1 [P12814] 359983,04 734216,81 176089,81 52493,691 370338,89 764406,05 143991,91
1 [P12814] 9364,1466 21743,943 4766,6094 1556,9538 9576,8323 22735,089 3778,3441
2 [P12814, O43707]54634,93 100781,22 23777,058 7425,7557 56433,556 104605,45 19337,638
2 [P12814, O43707]87842,213 145802,55 62339,319 33165,159 91098,227 149874,14 57190,405
2 [P12814, O43707]9107,6105 20631,506 4508,1042 1283,6371 9325,4887 21558,209 3577,8973
2 [P12814, O43707]10831,304 24389,283 5461,1252 1431,7941 11093,638 25476,351 4375,799



2 [P12814, O43707]5852,6799 13335,376 2783,8434 766,90994 5990,9589 13940,732 2174,8856
2 [P12814, O43707]46570,139 62253,617 13197,67 3766,9982 48606,778 63847,765 10389,993
2 [P12814, O43707]1244,6664 2817,7122 576,12342 174,46626 1274,4558 2945,5056 445,96424
2 [P12814, O43707]2726,967 6057,3037 1417,3735 355,15178 2794,827 6322,9582 1152,7631
2 [P12814, O43707]4844,3105 10640,131 2318,1155 639,03159 4967,3165 11108,891 1839,0413
2 [P12814, O43707]13624,445 17179,619 4556,0324 1185,496 14242,921 17540,749 3848,9074
2 [P12814, O43707]1173,4429 2508,1672 625,31314 193,17192 1204,7664 2614,1136 516,88245

1 [Q09666] 508952,09 466166,42 198438,15 97415,157 535845,67 464689,94 182598,78
1 [Q09666] 1801641,1 2401093,3 1160374,3 367044,47 1881006,3 2441168 1094474,7
1 [Q09666] 246662,38 153525,19 77940,315 29761,611 261239,88 147598,31 73939,077
1 [Q09666] 38340,523 27689,554 14104,181 5681,204 40525,501 27010,465 13364,103
1 [Q09666] 364656,88 346878,32 140863,24 105625,9 383648,12 346902,09 127085,97
1 [Q09666] 99508,359 94492,047 31757,49 14239,999 104690,03 94698,741 28103,978
1 [Q09666] 700581,44 458333 271689,03 194865,02 741538,4 441676,82 258231,94
1 [Q09666] 111329,77 79436,07 45197,155 29706,717 117697,74 77252,14 42875,227
1 [Q09666] 175702,34 173846,68 44562,322 10975,854 184693,88 175142,46 37380,96
1 [Q09666] 33432,641 25646,952 4428,9062 3326,1072 35300,595 25429,802 3135,3299
1 [Q09666] 30175,561 24648,14 4240,3225 2775,1778 31829,476 24564,336 3011,2636
1 [Q09666] 21282,477 21755,434 13079,709 9740,6968 22361,532 21721,098 12417,563
1 [Q09666] 221587,19 151520,46 56947,783 17302,366 234382,19 147707,05 51895,568
1 [Q09666] 295591,29 159799,79 64550,495 18786,415 313561,33 151692,23 59644,259
1 [Q09666] 206193,45 195024,95 80118,673 41699,417 216956,31 194929,96 73210,638
1 [Q09666] 123269,37 91771,95 34330,267 13932,83 130228,24 90164,705 31093,062
1 [Q09666] 136559,38 101249,32 29123,196 15592,785 144271,72 99724,183 24844,892
1 [Q09666] 289203,97 119904,39 56127,553 25493,089 307563,97 109282,76 52663,033
1 [Q09666] 242267,92 192056,18 79347,23 59472,637 255700,94 189455,77 71841,342
1 [Q09666] 253661,7 191608,02 82729,654 63362,599 267929,89 188137,59 75368,88
1 [Q09666] 208599 148767,02 56482,679 30082,986 220514,19 145577,77 50990,319
1 [Q09666] 270728,34 213300,43 73851,162 39436,083 285758,27 210763,43 65526,914
1 [Q09666] 185262,03 146474,71 57139,709 31822,285 195540,41 144566,59 51730,469
1 [Q09666] 274299,13 201739,62 96826,905 55486,803 289850,18 197308,19 90346,701
1 [Q09666] 664684,13 442352,94 215957,81 145611,57 703354,48 428497,91 201095,7
1 [Q09666] 270104,75 195273,56 102805,74 67334,811 285495,4 190400,07 96676,351
1 [Q09666] 474332,97 326412,51 181667,31 61898,048 501716,21 316483,18 174421,82
1 [Q09666] 170625,17 133247,43 52999,332 17965,737 180127,33 131342,96 48636,518
1 [Q09666] 95214,164 108195,8 41382,276 14598,239 99797,336 109461,48 37646,481
1 [Q09666] 65586,508 40904,861 22462,994 7623,3111 69461,943 39279,162 21545,262
1 [Q09666] 50016,443 55728,188 19276,281 7299,4289 52446,211 56384,075 17200,367
1 [Q09666] 233947,12 293090,63 68936,162 32270,544 244601,87 299443,13 55653,796
1 [Q09666] 1935004,4 1674246 587361,91 286859,18 2039251,8 1666174,4 523346,94
1 [Q09666] 367716,03 253252,27 113807,86 24353,138 388922,48 246442,31 107042,2
1 [Q09666] 3425023,3 2896973,8 1016236,6 544463,84 3610958 2878127,8 903497,04
1 [Q09666] 1745020,8 1544739,7 591594,81 301207,24 1838323,5 1538256,5 534860,09
1 [Q09666] 976911,13 903617,37 295446,4 137948,79 1028287,6 904249,56 259809,67
1 [Q09666] 2193536 1852267,6 638410,23 312520,77 2312675,2 1840346 566961,96
1 [Q09666] 928994,19 647765,98 305333,94 139656,02 982410,28 630637,83 285811,27
1 [Q09666] 661262,38 523288,89 178624,01 70712,116 697923,09 517327,56 159117,26
1 [Q09666] 1278053,6 1121147,9 649621,99 209922,6 1346747,6 1108566,8 626401,85
1 [Q09666] 241107,81 153516,71 44732,51 19235,353 255262,73 149016,83 38529,497
1 [Q09666] 57504,953 47552,771 13585,509 5438,9228 60647,846 47261,233 11640,724
1 [Q09666] 109888,42 75089,877 26789,46 10784,714 116233,82 73242,167 24076,243



1 [Q09666] 205186,33 121907,63 40575,799 24085,258 217421,65 117298,79 35692,358

1 [Q9P2E9_ISOFORM_2]4262,5511 7294,3101 3263,4458 2609,2256 4415,9895 7501,9304 2976,2324
1 [Q9P2E9_ISOFORM_2]3856,7578 11854,653 3726,7503 1290,0491 3883,2128 12438,033 3257,1336
1 [Q9P2E9_ISOFORM_2]38839,998 104538,98 31110,139 9680,5272 39421,182 109432,48 26908,93
1 [Q9P2E9_ISOFORM_2]606533 986324,5 519093,59 395286,16 629510,06 1009965,7 484673,89
1 [Q9P2E9_ISOFORM_2]125713,33 231311,16 126200,9 94931,15 129910,2 237763,54 118365,46
1 [Q9P2E9_ISOFORM_2]14254,101 20177,016 7862,5674 5762,6034 14855,802 20631,935 7041,4333
1 [Q9P2E9_ISOFORM_2]57724,441 131471,52 56169,368 33515,47 59107,832 136512,73 51337,215
1 [Q9P2E9_ISOFORM_2]1375737,3 2659803,8 819484,36 451382,46 1418546,5 2758778,6 706521,16
1 [Q9P2E9_ISOFORM_2]260621,26 448142,69 153659,31 121328,78 269927,14 462488,12 133957,37
1 [Q9P2E9_ISOFORM_2]60618,54 97282,602 33738,866 21804,811 62931,093 100125,94 29693,695
1 [Q9P2E9_ISOFORM_2]25476,966 106471,37 41755,598 17224,224 25057,774 112026,91 37942,434
1 [Q9P2E9_ISOFORM_2]313861,43 485636,28 211975,79 141294,95 326246,86 497709,36 193872,09
1 [Q9P2E9_ISOFORM_2]29849,654 54374,355 24901,261 17864,316 30854,709 56025,61 22871,766
1 [Q9P2E9_ISOFORM_2]40937,47 75570,023 33928,173 24319,118 42294,277 77921,757 31074,517
1 [Q9P2E9_ISOFORM_2]384247,42 713090,75 333870,23 249126,16 396911,44 734971,87 307186,55
1 [Q9P2E9_ISOFORM_2]24440,577 70187,813 24793,474 12995,924 24714,996 73452,321 22001,801
2 [Q9P2E9_ISOFORM_2, Q8N4C6_ISOFORM_6]37120,498 62898,477 17503,497 8131,1211 38463,152 65007,22 14798,726
1 [Q9P2E9_ISOFORM_2]220181,5 307591,88 140162,24 71645,975 229575,7 313682 129966,22
1 [Q9P2E9_ISOFORM_2]135680,56 199599,91 116311,28 61172,112 141272,69 203191,32 111074,13
1 [Q9P2E9_ISOFORM_2]18605,904 35537,215 17858,988 7969,5802 19198,569 36621,736 16817,506
1 [Q9P2E9_ISOFORM_2]182239,29 191385,16 134230,71 54126,193 191384,09 190772,38 131288,71
1 [Q9P2E9_ISOFORM_2]86837,828 105773,12 69104,45 32768,211 90885,51 106483,41 66930,621
1 [Q9P2E9_ISOFORM_2]61754,903 113691,59 38772,235 26330,32 63800,314 117614,59 33942,967
1 [Q9P2E9_ISOFORM_2]177925,17 187588,17 56393,155 33970,511 186789,68 189464,48 48336,038
1 [Q9P2E9_ISOFORM_2]174195,79 329021,81 122581,05 65111,676 179795,13 340324,12 109904,51
1 [Q9P2E9_ISOFORM_2]85303,525 145506,09 51846,051 31434,221 88375,689 150055,29 45949,257
1 [Q9P2E9_ISOFORM_2]451256,53 668146,81 229965,32 148927,18 469661,94 685508,75 202127,53
1 [Q9P2E9_ISOFORM_2]146737,32 239229,39 86035,827 51494,181 152257,7 246269,98 76421,389
1 [Q9P2E9_ISOFORM_2]109051,47 229758,31 79669,478 46447,46 112047,82 238644,73 70284,471
1 [Q9P2E9_ISOFORM_2]489124,42 569134,5 299768,16 106363,96 512438,51 573884,37 285371,89
1 [Q9P2E9_ISOFORM_2]194053,68 248049,39 108368,93 40707,007 202818,41 252057,98 100534,3
1 [Q9P2E9_ISOFORM_2]20430,752 55487,664 15967,806 8920,6399 20725,504 58115,311 13531,013
1 [Q9P2E9_ISOFORM_2]242864,87 411701,34 196809,48 151439,38 251698,06 422866,56 181428,23
1 [Q9P2E9_ISOFORM_2]370153,87 593644,5 183573,68 115699,75 384268,97 611699,2 157858,68

1 [P08133_CHAIN_0]43823,277 102754,95 26713,882 4858,0721 44800,093 107329,78 22484,902
1 [P08133_CHAIN_0]11267,57 25220,449 6066,5518 1063,0633 11543,968 26326,608 4995,7832
1 [P08133_CHAIN_0]40550,419 64682,945 17706,815 4284,5054 42102,754 66708,831 15081,115
1 [P08133_CHAIN_0]48256,361 141921,66 35730,075 6527,5575 48717,987 149059,19 29786,733
1 [P08133_CHAIN_0]11573,499 32042,34 8278,3818 1601,9628 11726,886 33603,801 6948,8122
1 [P08133_CHAIN_0]56198,314 156035,63 38347,823 6872,4182 56932,372 163713,16 31756,352
1 [P08133_CHAIN_0]6266,2217 14802,704 3942,0676 744,04816 6403,6121 15461,704 3338,3494
1 [P08133_CHAIN_0]9977,2772 23995,791 5918,2178 1162,3687 10186,643 25090,839 4903,5524
1 [P08133_CHAIN_0]113035,74 211851,14 45827,27 6861,4854 116683,04 220138,11 36538,648
1 [P08133_CHAIN_0]6415,112 13009,388 3726,6191 1062,5514 6601,6449 13522,338 3200,5987
1 [P08133_CHAIN_0]21639,77 52164,602 14597,757 2359,3874 22092,423 54492,131 12537,266
1 [P08133_CHAIN_0]94481,374 271241,03 69138,2 10762,66 95527,056 284710,88 57924,168
1 [P08133_CHAIN_0]770478,56 689759,93 214104,34 26409,004 811478,94 689018,62 189428,38
1 [P08133_CHAIN_0]261235,07 329076,63 92459,541 13782,168 273104,02 335807,57 79713,665
1 [P08133_CHAIN_0]184896,21 316963,78 86934,155 14196,985 191505,09 327763,57 74354,533



1 [P08133_CHAIN_0]194396,94 441547,5 100609,73 17004,973 199024,97 461277,49 81481,818
1 [P08133_CHAIN_0]131787,5 276830 57848,545 8476,2557 135401,82 288737,97 45547,36
1 [P08133_CHAIN_0]81830,044 211924,97 32967,571 6012,1046 83212,361 222621,05 22641,592
1 [P08133_CHAIN_0]138631,31 321096,94 74019,283 16596,826 141799,68 335592,11 59991,185
1 [P08133_CHAIN_0]104997,21 185492,72 44860,509 8317,9597 108629,18 192212,08 37014,055
1 [P08133_CHAIN_0]998570,42 1777578,3 393880,96 61002,906 1032802 1843618,3 316611,92
1 [P08133_CHAIN_0]42059,226 71310,102 15277,4 2744,6593 43576,678 73849,102 12125,86
1 [P08133_CHAIN_0]42770,868 74670,195 16569,785 3182,7813 44268,399 77391,201 13300,302
1 [P08133_CHAIN_0]1077600 1871272,6 411406,85 64415,718 1115541,3 1939218,1 329835,64
1 [P08133_CHAIN_0]69442,962 121206,34 30488,646 5248,2239 71877,282 125505,69 25464,533
1 [P08133_CHAIN_0]28729,13 47620,172 10658,84 3112,6909 29789,181 49260,268 8536,4058
1 [P08133_CHAIN_0]246192,87 469756,31 173381,57 56249,014 254004,76 486097,93 156732,57
1 [P08133_CHAIN_0]62283,213 112780,68 33354,865 6058,1584 64382,965 116768,3 29023,68
1 [P08133_CHAIN_0]49065,145 102474,05 23321,872 4246,5441 50424,62 106802,49 18873,096
1 [P08133_CHAIN_0]132977,48 294929,44 78673,495 19009,653 136302,38 307538,49 66486,429
1 [P08133_CHAIN_0]83711,013 158422,33 42001,66 11746,99 86384,372 164422,16 35385,794
1 [P08133_CHAIN_0]96604,175 194410,33 49267,313 11225,034 99440,885 202235,98 41096,048
1 [P08133_CHAIN_0]35732,334 76617,891 19513,894 5108,3725 36681,267 79847,951 16268,522
1 [P08133_CHAIN_0]50426,675 109473,94 29882,904 6021,4043 51738,398 114064,04 25459,614
1 [P08133_CHAIN_0]535869,45 1265073,5 293119,55 46349,573 547607,84 1322786,5 238776,82
1 [P08133_CHAIN_0]81526,592 182855,02 56848,279 8927,0115 83526,825 190468,85 50058,06
1 [P08133_CHAIN_0]2781,7729 8493,501 1952,2592 448,05319 2801,6049 8933,4601 1579,1075
1 [P08133_CHAIN_0]71437,96 183707,48 43016,861 10343,199 72681,892 192480,46 34996,718
1 [P08133_CHAIN_0]124027,25 266673,25 63839,097 19705,555 127302,76 278070,07 52134,436
1 [P08133_CHAIN_0]19733,806 39591,691 10612,087 3512,7608 20316,232 41163,05 8941,3429
1 [P08133_CHAIN_0]18872,709 45600,797 10941,255 1813,6949 19264,042 47697,194 9005,5739
1 [P08133_CHAIN_0]534850,86 1078440,5 199253,2 40045,69 550464,3 1124312,3 148976,87
1 [P08133_CHAIN_0]113343,19 287603,53 43408,296 3761,4861 115383,89 302015,53 29481,557
1 [P08133_CHAIN_0]100830,42 199485,27 49910,659 17097,46 103863,91 207428,73 41236,589
1 [P08133_CHAIN_0]150010,44 319908,84 69171,996 16570,162 154023,53 333741,57 54846,289
1 [P08133_CHAIN_0]79409,948 184700,09 44738,232 10315,052 81209,772 192989,26 36807,803
1 [P08133_CHAIN_0]36937,784 94219,641 20358,46 2887,1121 37596,274 98754,797 16213,896
1 [P08133_CHAIN_0]73952,662 196521,84 45307,927 6520,2595 75104,545 206085,92 36864,283

1 [O43707] 179411,14 242268,13 75386,503 24035,026 187220,72 247811,28 65969,322
1 [O43707] 333684,93 771353,63 175256,83 29300,439 341342,12 806213,2 141810,84
3 [P12814, O43707, Q08043]70833,683 217578,55 45573,3 8896,8401 71308,003 229019,48 35771,026
3 [P12814, O43707, Q08043]243074,63 730376,31 142526,67 25091,966 245042,94 768782,33 109001,46
3 [P12814, O43707, Q08043]96885,122 270347,94 60284,765 9963,8472 98117,996 283880,03 48456,456
1 [O43707] 70093,965 75694,172 20704,146 8377,7889 73546,676 76624,908 17516,883
2 [P12814, O43707]47217,03 106841,27 23338,041 5176,9998 48349,141 111636,81 18583,82
2 [P12814, O43707]212343,31 481835,34 117259,32 22221,951 217413,52 503110,91 96824,078
2 [P12814, O43707]91274,394 168491,88 40986,22 11853,743 94277,365 174849,61 33686,69
4 [P12814, O43707, P35609, Q08043]126786,71 229563,41 59690,657 13945,789 131056,16 237945,71 50150,778
1 [O43707] 7083,41 15045,383 3257,1461 650,44114 7274,2013 15693,975 2589,3193
1 [O43707] 31241,116 73278,348 13978,683 2472,4626 31933,667 76705,702 10601,1
1 [O43707] 53993,241 73730,57 22720,61 8359,8632 56325,896 75463,661 19790,988
4 [P12814, O43707, P35609, Q08043]192853,16 341273,56 109590,11 20553,168 199529,42 352780,78 97084,896
4 [P12814, O43707, P35609, Q08043]60510,765 139196,98 30069,584 4867,2396 61912,857 145519,29 23928,355
3 [P12814, O43707, P35609]46898,69 102132,88 17658,138 2022,4026 48105,291 106755,02 12871,157
3 [P12814, O43707, P35609]215952,92 484989,22 85545,77 11746,766 221195,84 507313,23 62847,447
3 [P12814, O43707, P35609]72331,712 159660,03 22532,619 2724,8735 74143,634 167112,49 14662,301



3 [P12814, O43707, P35609]65110,074 135702,28 22249,948 6079,7586 66914,565 141705,63 15650,504
1 [O43707] 570118,27 790755,25 151539,07 28779,463 594429,52 812885,87 115383,79
1 [O43707] 666912,9 930745,75 198936,69 41439,367 695242,43 956392,43 157689,17
1 [O43707] 85018,911 193438,75 48044,853 12363,129 87038,477 201963,98 39769,437
2 [P12814, O43707]291789,09 338384,06 44537,22 3934,7653 305635,28 345466,49 27874,392
4 [P12814, O43707, P35609, Q08043]19197,787 53475,641 12686,772 3146,0887 19444,569 56125,736 10357,251
4 [P12814, O43707, P35609, Q08043]8741,7363 25503,754 5993,0766 1485,6763 8829,4678 26795,87 4877,5405
4 [P12814, O43707, P35609, Q08043]158331,16 471333,34 99320,838 24678,54 159712,15 495788,22 77907,827
1 [O43707] 531775,36 914383,75 188238,74 66344,201 550683,5 947675,07 145862,82
1 [O43707] 236892,55 358893,41 82842,268 35718,399 246355,56 369878,44 66546,554
1 [O43707] 56802,849 100682,97 27897,228 8041,0584 58762,906 104227,91 23768,861
1 [O43707] 78244,416 104994,11 34475,738 10208,962 81665,593 107306,59 30548,092
1 [O43707] 106893,63 153907,64 29795,3 8619,5766 111331,44 158465,05 22646,347
2 [P12814, O43707]54634,93 100781,22 23777,058 7425,7557 56433,556 104605,45 19337,638
2 [P12814, O43707]87842,213 145802,55 62339,319 33165,159 91098,227 149874,14 57190,405
1 [O43707] 409513,9 761809,5 221358,23 37214,5 422885,67 789584,86 191931,36
2 [P12814, O43707]9107,6105 20631,506 4508,1042 1283,6371 9325,4887 21558,209 3577,8973
2 [P12814, O43707]10831,304 24389,283 5461,1252 1431,7941 11093,638 25476,351 4375,799
2 [P12814, O43707]5852,6799 13335,376 2783,8434 766,90994 5990,9589 13940,732 2174,8856
2 [P12814, O43707]46570,139 62253,617 13197,67 3766,9982 48606,778 63847,765 10389,993
2 [P12814, O43707]1244,6664 2817,7122 576,12342 174,46626 1274,4558 2945,5056 445,96424
2 [P12814, O43707]2726,967 6057,3037 1417,3735 355,15178 2794,827 6322,9582 1152,7631
2 [P12814, O43707]4844,3105 10640,131 2318,1155 639,03159 4967,3165 11108,891 1839,0413
2 [P12814, O43707]13624,445 17179,619 4556,0324 1185,496 14242,921 17540,749 3848,9074
2 [P12814, O43707]1173,4429 2508,1672 625,31314 193,17192 1204,7664 2614,1136 516,88245
1 [O43707] 54639,93 72825,766 19352,84 7835,6502 57036,586 74554,267 16232,84
1 [O43707] 1102249,6 1432892,5 366078,68 150203,19 1151359,7 1465647,5 303727,67
1 [O43707] 233551,25 327160,63 97917,134 37032,193 243464,17 335328,62 84680,628

6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5581146,7 16381216 3923600,4 733096,8 5635108,9 17210844 3222494,6
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]2404345,9 6616989 1661626,9 298420,38 2437026,2 6940076,7 1384656,1
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]3435994,8 9739154 2255721,6 466492,01 3476542,1 10227395 1831596,3
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5275789,7 15097403 3245935,8 598961,66 5334826,8 15865587 2573746,9
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]76825,314 159564,39 47267,741 9136,1857 78979,943 165922,79 41105,743
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]688643,33 2485118 398540,76 61261,368 685281,7 2627402,7 278424,43
1 [P60709_CHAIN_1]73980,886 144130,06 46369,034 11936,899 76260,919 149463,16 40943,589
1 [P60709_CHAIN_1]168058,91 399187,5 134545,09 31932,914 171715,35 416104,95 120003,48
1 [P60709_CHAIN_1]18761,938 67268,836 13989,884 2112,2657 18681,77 71008,888 10974,451
1 [P60709_CHAIN_1]25689,441 92530,656 20196,526 3894,9971 25571,23 97652,085 16081,851
1 [P60709_CHAIN_1]56383,098 109791,75 43822,897 12593,701 58127,399 113577,71 40217,09
1 [P60709_CHAIN_1]100597,55 89774,22 48282,037 26690,395 105969,88 89000,828 45696,18
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]30539,341 52604,922 19305,372 11714,331 31628,666 54250,605 17202,763
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]6518,4565 17878,439 5425,4894 1234,8299 6608,9579 18719,736 4733,3361
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]69509,467 249253,78 61720,251 11692,168 69218,058 262793,07 51168,535



3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125046,53 474705,56 109764,85 18455,601 123956,49 501209,57 89202,495
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]80038,377 288088,72 68784,654 11702,116 79678,176 303838,98 56463,12
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]137622,84 502697,13 119008,03 21249,002 136846,29 530343,32 97387,956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]40923,377 143488,63 36437,312 7645,9553 40821,868 151195,79 30397,095
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]65953,674 131771,64 34276,735 9625,0207 67911,303 137017,44 28722,373
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]114933,24 350499,09 86230,324 19485,324 115765,3 368462,49 71240,787
2 [P60709_CHAIN_1, Q6S8J3]7405,8837 17782,137 4935,5278 1456,2272 7562,268 18575,156 4201,8194
1 [P60709_CHAIN_1]26723,373 58399,695 12815,895 2213,7445 27408,311 60960,681 10249,808
1 [P60709_CHAIN_1]52152,166 144119,45 29150,37 4106,255 52843,884 151397,73 22659,32
1 [P60709_CHAIN_1]63884,892 166184,53 36907,328 6843,3937 64955,488 174232,22 29599,524
1 [P60709_CHAIN_1]306,99951 688,39923 152,3693 22,641443 314,4955 719,05435 122,36228
1 [P60709_CHAIN_1]70582,571 132926,92 25874,282 4212,0577 72844,502 138241,74 19819,923
1 [P60709_CHAIN_1]140,33848 344,47226 76,645504 17,652726 143,12978 360,64594 61,370652
1 [P60709_CHAIN_1]467,98175 944,84308 222,85558 43,324179 481,64788 983,50795 182,30228
1 [P60709_CHAIN_1]80487,09 157608,7 31670,598 7531,9637 82938,305 164082,55 24457,225
1 [P60709_CHAIN_1]5140,1571 10683,186 2815,3738 770,46143 5283,9379 11120,471 2368,1032
1 [P60709_CHAIN_1]94367,553 135459,92 45420,674 11268,164 98306,489 138831,42 40501,242
1 [P60709_CHAIN_1]1009,9319 2068,6238 472,70338 110,41887 1038,783 2154,7057 382,01139
1 [P60709_CHAIN_1]60,120061 168,4482 28,883078
1 [P60709_CHAIN_1]1727,2069 3644,1018 721,45251 247,45814 1774,209 3802,6659 550,45855
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]1141,7166 3746,9072 857,95194 245,13095 1144,2871 3946,5525 690,90621
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]670,17996 2177,1887 484,35245 161,93607 672,15369 2293,2277 385,32664
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125,62992 344,70508 86,678443 20,783655 127,35974 361,50924 72,033956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]14972,925 27260,914 17689,279 8227,3937 15480,725 27919,435 17118,343
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]528,83159 1067,375 302,52025 58,903463 544,31423 1109,4007 260,32704
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]744,78627 1426,9027 345,9752 71,137174 768,17991 1482,5688 285,29005
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]99108,042 291672,28 66396,734 9755,7218 100047,42 306572,54 53778,902
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]89164,326 241555,5 43800,138 9595,7238 90447,125 253807,39 32402,661
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]515509,33 1282652,7 206123,63 47308,175 525342,66 1345889,7 143709,91
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]245846,38 629859,33 110487,06 27615,526 250153,58 661077,72 80377,987
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]48015,281 122457,09 26248,995 6819,9116 48871,499 128358,46 20713,204
1 [P60709_CHAIN_1]85436,078 268217,75 52431,102 11157,004 85882,265 282562,9 40037,631
1 [P60709_CHAIN_1]37813,672 115036,57 26348,231 6110,2669 38092,129 120989,71 21285,187
1 [P60709_CHAIN_1]36926,573 96087,359 24125,159 6424,4922 37546,544 100651,49 20015,517
1 [P60709_CHAIN_1]74487,488 111480,87 34125,405 15968,11 77497,572 114564,63 29524,009
1 [P60709_CHAIN_1]88313,493 271777,91 55612,116 10972,057 88893,194 286121,86 43269,154
1 [P60709_CHAIN_1]69945,499 192186,03 38629,947 7762,1283 70896,629 201874,68 29856,61
1 [P60709_CHAIN_1]111766,43 354164,34 72288,742 14150,365 112281,94 373073,61 56191,373
1 [P60709_CHAIN_1]97511,755 260171,63 58745,302 15609,264 99007,497 272899,94 47166,781
1 [P60709_CHAIN_1]295590,78 994509,63 213235,89 42199,446 295725,77 1048438,2 168718,9
1 [P60709_CHAIN_1]59084,107 163912,44 33382,763 6925,3811 59854,305 172198,04 25920,92
1 [P60709_CHAIN_1]79106,555 217474,5 48260,809 10867,087 80182,681 228293,77 38605,83
1 [P60709_CHAIN_1]117177,27 403602,13 87578,927 12666,381 117031,67 425630,4 69784,058
1 [P60709_CHAIN_1]73996,57 226215,84 48440,435 9565,2817 74515,763 238054,39 38320,313
1 [P60709_CHAIN_1]77,881181 213,48903 29,602936 13,208131 78,942331 224,67237 18,598144
1 [P60709_CHAIN_1]66283,721 234163,72 47405,38 6191,0599 66074,152 247162,61 36856,925
1 [P60709_CHAIN_1]927486,65 2299397 482981,96 90788,603 945429,16 2408872,2 379889,84
1 [P60709_CHAIN_1]410105,75 1106891,4 263169,29 52042,625 416134,33 1160914 215577,7
1 [P60709_CHAIN_1]71064,243 120981,23 37105,798 14694,52 73624,788 124946,91 32217,905
1 [P60709_CHAIN_1]142085,94 305106,84 75695,503 12853,303 145848,55 318046,33 62934,03
1 [P60709_CHAIN_1]26696,675 63625,277 19480,473 7138,7441 27271,705 66391,52 16917,571
1 [P60709_CHAIN_1]272948,31 720259,69 162532,37 24535,965 277305,69 755305,16 131280,28



1 [P60709_CHAIN_1]120820,79 240022 62434,298 13222,945 124436,21 249532,62 52503,781
1 [P60709_CHAIN_1]199517,87 354408,97 101047,66 25804,809 206388,07 366821,91 86849,971
2 [P60709_CHAIN_1, Q6S8J3]2853,0737 9612,4766 2019,8756 346,1686 2854,0652 10135,3 1588,9677
2 [P60709_CHAIN_1, Q6S8J3]19861,427 66283,531 13937,783 2148,4671 19881,847 69876,375 10977,744
2 [P60709_CHAIN_1, Q6S8J3]561588,37 1832418,8 393042,38 72290,577 563062,29 1930698,9 311289,56
2 [P60709_CHAIN_1, Q6S8J3]3902,927 4795,7977 1833,731
2 [P60709_CHAIN_1, Q6S8J3]42878,886 124948,14 28764,31 6726,2746 43312,027 131294,45 23275,351
2 [P60709_CHAIN_1, Q6S8J3]61795,051 198401,88 43701,403 6919,9697 62026,927 208942,64 34981,635
2 [P60709_CHAIN_1, Q6S8J3]91070,884 288137,41 68368,249 18235,626 91506,617 303204,14 55744,297
2 [P60709_CHAIN_1, Q6S8J3]3821,0899 11426,803 2637,7636 494,66025 3853,4595 12013,312 2141,4143
2 [P60709_CHAIN_1, Q6S8J3]2106,1144 4733,9136 1210,058 325,85261 2157,4026 4939,8173 1009,3041
2 [P60709_CHAIN_1, Q6S8J3]7386,6797 24535,771 4378,5693 623,72641 7396,2431 25888,771 3228,0538
2 [P60709_CHAIN_1, Q6S8J3]293868,79 780953,88 218732,06 53485,833 298470,32 817713,13 187073,94
2 [P60709_CHAIN_1, Q6S8J3]3674,0797 8758,9082 2128,792 458,58645 3752,8077 9157,5991 1754,4766
2 [P60709_CHAIN_1, Q6S8J3]2836,1583 5830,4468 1638,6364 436,31919 2916,9246 6063,8275 1402,0395
2 [P60709_CHAIN_1, Q6S8J3]6592,4227 17766,404 4571,649 880,73343 6690,1272 18621,618 3833,5471
2 [P60709_CHAIN_1, Q6S8J3]38578,174 117109,08 24365,396 4119,405 38866,088 123243,37 19105,867
2 [P60709_CHAIN_1, Q6S8J3]1606,4551 4318,4155 1228,707 273,14074 1630,5726 4522,2354 1056,1281
2 [P60709_CHAIN_1, Q6S8J3]271271,84 852088 166389,11 26128,049 272678,69 897673,42 127404,39
2 [P60709_CHAIN_1, Q6S8J3]10352,715 28401,873 7555,9248 2376,3861 10495,613 29773,076 6353,6885
2 [P60709_CHAIN_1, Q6S8J3]29674,489 70953,242 18017,974 3554,1636 30306,373 74163,426 15054,239
2 [P60709_CHAIN_1, Q6S8J3]26319,903 77790,07 17609,034 3128,4509 26562,237 81774,519 14213,03
2 [P60709_CHAIN_1, Q6S8J3]7837,0183 25097,705 5801,9948 1071,0817 7867,9705 26421 4712,3736
2 [P60709_CHAIN_1, Q6S8J3]42184,701 127413,45 26797,367 3940,327 42513,462 134064,54 21121,685
2 [P60709_CHAIN_1, Q6S8J3]3914,6076 8942,1973 2124,9569 598,06195 4006,7773 9340,4098 1733,5785
2 [P60709_CHAIN_1, Q6S8J3]6513,2587 15034,835 3316,4204 822,38034 6663,1114 15716,995 2645,7407
2 [P60709_CHAIN_1, Q6S8J3]2860,0696 7299,2075 1890,3838 456,54824 2911,1751 7640,5409 1584,2375
2 [P60709_CHAIN_1, Q6S8J3]1548,7189 4448,0039 1127,0203 275,03185 1565,8147 4669,1741 938,33482
2 [P60709_CHAIN_1, Q6S8J3]7950,112 15798,384 3545,6933 1240,3932 8187,5444 16442,883 2831,1346
2 [P60709_CHAIN_1, Q6S8J3]49373,664 75356,477 16169,683 2941,0589 51333,354 77725,025 12846,519
2 [P60709_CHAIN_1, Q6S8J3]2812,1088 6546,6878 1538,4778 471,63488 2875,6865 6842,2159 1249,0381
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]146165,42 482749,5 157402,75 35841,937 146459,39 507013 139433,32
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]215,04315 357,79355 151,64598 78,690837 222,99499 367,86064 139,02002
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]4642888,9 16503489 3155465,1 347982,29 4625926,7 17427453 2400995,3
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]146782,24 389429 67725,317 14648,31 149067,73 409081,44 49159,997
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]2210550,1 6327004 946631,99 149791,94 2234994,6 6662347 636304,69
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]142498,52 233338,92 74865,98 21455,102 147832,05 240533,14 66006,398
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]1050,6501 2704,783 598,61666 123,34594 1068,8593 2835,1432 479,00994
1 [P60709_CHAIN_1]17327,286 58516,824 7923,1174 2138,5414 17327,536 61843,919 4949,7519
1 [P60709_CHAIN_1]7811976,4 19039518 4373730,4 889063,56 7970337,4 19925473 3544239
1 [P60709_CHAIN_1]4815897,3 11166832 2405748,4 489613,11 4925592,9 11676710 1908227,9
1 [P60709_CHAIN_1]347994,89 866708,94 194966,3 48549,371 354650,46 907659,7 156517,81
1 [P60709_CHAIN_1]7002050,1 16542762 3892921,7 733903,72 7155205,4 17295867 3181568,1
1 [P60709_CHAIN_1]923520,06 2071917,9 466153,48 95297,311 946051,63 2163973,7 375270,57
1 [P60709_CHAIN_1]3126205,6 8050185 1952314,6 400282,22 3180451,8 8432700,9 1608511,3
1 [P60709_CHAIN_1]38257,913 84899,898 19064,011 4214,8903 39211,164 88646,858 15324,19
1 [P60709_CHAIN_1]116675,86 282350,59 66816,376 12473,084 119085,3 295372,9 54703,042
1 [P60709_CHAIN_1]54335,174 129196,65 29911,286 5525,0847 55505,697 135116,46 24324,903
1 [P60709_CHAIN_1]110445,19 291045,16 65203,858 12146,078 112216,56 305212,64 52441,657
1 [P60709_CHAIN_1]78127,267 182695,33 39143,687 7038,3147 79873,87 191086,22 31027,778
1 [P60709_CHAIN_1]678,7483 1594,6238 442,60986 93,27473 693,82894 1664,7989 378,44508
1 [P60709_CHAIN_1]41395,701 92366,75 18710,516 3563,4524 42415,085 96523,279 14523,633



1 [P60709_CHAIN_1]1216,2976 2624,5876 616,19716 138,41777 1248,2115 2737,4134 502,4235
1 [P60709_CHAIN_1]1870,8929 3387,501 820,69407 168,16 1933,8551 3513,1334 676,74918
1 [P60709_CHAIN_1]1476,7796 2660,0146 685,2445 154,15516 1526,8009 2756,8607 574,52385
1 [P60709_CHAIN_1]61986,817 148655,44 30717,685 8524,4727 63292,799 155621,07 23900,711
1 [P60709_CHAIN_1]324627,57 805778,31 196185,54 45517,516 330904,15 843296,65 161615,51
1 [P60709_CHAIN_1]110663,83 255668,59 60769,526 13945,036 113208,07 267133,03 49714,945
1 [P60709_CHAIN_1]48782,064 122026,23 25217,732 6246,4665 49702,288 127877,58 19651,551
1 [P60709_CHAIN_1]59268,066 114910,55 30196,62 7542,7921 61102,131 119363,38 25416,523

1 [Q01082] 112732,9 117503,29 47505,316 24830,589 118386,05 118202,9 43278,543
1 [Q01082] 129571,21 223491,06 102563,58 37584,716 134199,86 229825,29 95794,465
1 [Q01082] 2221,3023 6141,3042 839,49356 412,34805 2250,4426 6464,6198 520,53846
1 [Q01082] 174790,5 358780,41 107808 46263,546 179784,11 372902,91 92968,053
1 [Q01082] 28879,192 31745,305 9239,7554 5931,1684 30290,176 32151,066 7842,4494
1 [Q01082] 145528,23 207866,88 47054,052 20917,467 151609,96 213729,55 37543,615
1 [Q01082] 110118,2 225770,47 56886,981 13822,979 113262,75 235000,98 47334,626
1 [Q01082] 62350,415 128924,22 25898,091 7886,1088 64103,423 134442,55 19917,554
1 [Q01082] 66613,063 183986,75 36465,778 7304,1393 67498,11 193300,92 28030,56
1 [Q01082] 211608,41 204560 79503,659 36626,643 222557,38 204902,77 72196,575
1 [Q01082] 101734,07 104012,99 29615,174 17533,735 106870,66 104910,66 25076,324
1 [Q01082] 34385,518 48335,809 14774,302 11250,193 35841,58 49541,5 12593,823
1 [Q01082] 75686,178 91235,5 40632,876 17352,105 79221,975 92410,913 37716,333
1 [Q01082] 265209,64 503195,72 158765,53 56070,494 273668,06 521478,52 138963,83
1 [Q01082] 24067,538 29447,277 17475,657 8239,8431 25185,467 29708,86 16767,776
1 [Q01082] 33703,535 46163,668 13371,173 4627,1815 35156,097 47282,858 11494,787
1 [Q01082] 10762,282 18734,371 4851,4866 1893,5635 11140,709 19392,802 4039,3725
1 [Q01082] 51637,585 79878,242 15075,119 7315,7912 53663,021 82501,232 11205,817
1 [Q01082] 263382,35 279269,97 176847,45 85819,791 276530,49 279155,67 170738,81
1 [Q01082] 184684,98 194211,94 118067,05 61756,681 193935,34 194195,42 113339,38
1 [Q01082] 161510,7 172601,01 110437,78 52513,495 169545,7 172574,27 106774,1
1 [Q01082] 13337,313 31974,674 5531,4836 1259,5085 13617,847 33507,39 4004,1792
1 [Q01082] 60462,092 78558,828 46940,875 18504,429 63174,078 79483,954 45222,622
1 [Q01082] 38239,206 62885,637 13882,899 5882,7772 39660,656 65039 10988,69
1 [Q01082] 121683,9 198566,91 46610,121 24783,588 126241,96 205217,93 37426,176
1 [Q01082] 18665,101 33952,23 9800,6693 3299,8789 19290,917 35166,223 8413,8016
1 [Q01082] 64956,818 174769,2 41313,438 13473,986 65923,279 183294,81 33553,62

3 [P07437, Q13885, Q13509]122748,1 229252,5 72119,309 29728,633 126740,32 237467,58 62903,071
3 [P07437, Q13885, Q13509]72523,03 128076,52 36738,33 15457,667 75036,339 132529,65 31361,348
1 [P07437] 156001,08 393772,88 100002,02 15307,752 158880,28 412140,31 83732,846
1 [P07437] 45919,129 118876,06 28858,471 6113,9317 46702,476 124539,34 23774,774
3 [P07437, Q13885, Q13509]232574,84 167753,49 89943,854 30184,066 245836,39 163473,98 86001,789
3 [P07437, Q13885, Q13509]422889,56 229819,05 139079,5 48334,785 448602,76 216806,07 134789,24
3 [P07437, P68371, Q13885]70664,569 189358,77 54993,907 10606,331 71738,934 198245,43 47574,921
3 [P07437, P68371, Q13885]556535,8 1213665,5 320911,38 83020,278 570889,74 1265052,8 270340,33
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]158186,74 246368,5 69009,986 10936,114 164370,38 253795,04 59371,464
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]136489,58 202216,13 60065,519 8333,243 142047,95 207777,19 52464,434
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]260674,66 442854,69 119786,23 15546,875 270076,61 457848,23 102264,85
1 [P07437] 158533,08 228849,27 67762,846 32207,22 165117,19 234895,71 58166,989
4 [P07437, P68371, Q13885, Q13509]116552,53 177057,78 60513,25 17427,031 121210,81 181860,62 54048,46
4 [P07437, P68371, Q13885, Q13509]15843,876 20495,275 6197,9324 2951,8947 16552,566 20927,825 5348,2592
4 [P07437, P68371, Q13885, Q13509]177082,12 244977,52 70715,363 33047,814 184662,13 251039,28 60369,856



3 [P07437, P68371, Q13885]8168,3202 15423,864 4927,4639 1485,8789 8430,4565 15979,744 4335,4669
4 [P07437, P68371, Q13885, Q13509]494240,21 925059,56 261904,6 39573,212 510254,1 959201,91 225860,3
4 [P07437, P68371, Q13885, Q13509]224387,44 506487,63 113417,86 15052,142 229796,02 529093,78 91512,16
1 [P07437] 53911,487 79741,016 25023,421 8914,6625 56110,603 81886,156 21890,077
1 [P07437] 79424,713 117287,34 36139,127 13243,689 82668,17 120455,97 31471,776
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]142060,43 331430,47 88009,635 13514,525 145263,67 346080,8 74610,418
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]12295,527 22303,764 6912,1196 1253,9214 12709,411 23083,525 6078,3207
4 [P07437, P68371, Q13885, Q9BUF5]10040,13 27931,853 4760,2053 1107,8709 10168,739 29375,653 3417,6823
3 [P07437, P68371, Q13885]5451,9918 11537,499 2540,4274 407,56661 5599,7801 12032,186 2035,6746
3 [P07437, P68371, Q13885]5552,5221 11163,377 2405,0858 384,51191 5715,5249 11626,083 1913,2909
1 [P07437] 8270,7928 14672,645 4473,2929 1067,7209 8556,1807 15176,468 3908,6653
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]74820,007 159661,33 43147,626 6331,1586 76824,994 166288,08 36769,329
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]23134,843 46218,926 12852,986 2664,718 23822,135 48031,719 11001,7
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]29211,637 46072,637 12031,622 2959,7036 30340,687 47513,549 10119,5
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]237519,66 267284,03 81602,755 18582,71 248995,17 270928,79 71486,026
3 [P07437, P68371, Q13885]8314,8314 14322,511 3903,2987 1117,2526 8610,5556 14813,975 3312,3032
3 [P07437, P68371, Q13885]11032,725 19651,848 4963,4066 1490,1348 11411,06 20362,826 4122,5363
3 [P07437, P68371, Q13885]3874,5038 6825,2148 1774,7752 509,0701 4009,0258 7067,7663 1487,2243
3 [P07437, P68371, Q13885]56085,149 95496,055 22774,702 6048,4933 58101,47 98836,876 18636,276
2 [P07437, P68371]43796,674 89062,469 27628,57 3867,1076 45066,295 92512,528 24342,971

1 [P06753_ISOFORM_2]112445,69 67537,019 59124,597 24015,682 119158,92 63876,424 58879,779
1 [P06753_ISOFORM_2]1623161,3 1373085,2 952616,71 421769,34 1711577,3 1348936,6 929680,51
1 [P06753_ISOFORM_2]367,17688 133,93041 74,6599 32,188267 390,8823 118,86908 71,646481
1 [P06753_ISOFORM_2]279356,84 180650,07 116413,9 46364,2 295739,1 173570,81 113171,31
1 [P06753_ISOFORM_2]1379555,3 1061413,6 591624,62 226924,02 1456830,1 1039470,3 566799,51
1 [P06753_ISOFORM_2]269276,09 218368,71 124692,55 53582,16 284124,91 214685,24 119504,59
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
1 [P06753_ISOFORM_2]162785,34 93549,806 76879,557 34384,863 172589,04 88194,647 76101,883
1 [P06753_ISOFORM_2]256215,31 407954,91 148458,49 53144,077 266063,02 419516,08 133705,75
1 [P06753_ISOFORM_2]266555,83 289063,88 136453,39 52276,433 279697,02 290833,94 127982,28
1 [P06753_ISOFORM_2]39728,492 19059,642 15705,347 6922,1426 42200,182 17549,412 15563,09
1 [P06753_ISOFORM_2]1215323,8 665870,07 554565,81 254763,51 1289203 623910,7 549264,4
1 [P06753_ISOFORM_2]1911546,9 1018352,1 834568,79 347897,1 2028347,8 951245,14 827253,69
1 [P06753_ISOFORM_2]561827,31 347835,41 289211,89 121245,32 595142,31 330578,94 286812
2 [P06753_ISOFORM_2, P06753]200640,16 99596,027 83748,695 35085,83 213054,01 92092,753 83176,397
2 [P06753_ISOFORM_2, P06753]103214,26 59877,689 50643,802 21182,314 109419,45 56465,618 50294,832
2 [P06753_ISOFORM_2, P06753]278983,69 181047,89 159450,89 58140,135 295358,13 172631,86 159108,21
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2



8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
2 [P06753_ISOFORM_2, P06753]42588,767 61070,461 24181,023 11321,867 44370,151 62468,946 21989,398
2 [P06753_ISOFORM_2, P06753]307228,69 190603,84 135411,89 54259,935 325423,53 181933,36 132781,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56
1 [P06753_ISOFORM_2]5880634,5 2651244,2 2453255 1253349,6 6250228,7 2409969,3 2442859,9
1 [P06753_ISOFORM_2]655692,56 305358,39 233181,97 123966,82 696667,17 280541,17 228895,93
1 [P06753_ISOFORM_2]399154,66 194187,72 156415,25 66580,836 423929,13 179274,13 154841,21
1 [P06753_ISOFORM_2]3896278,5 1681179,2 1628983,1 778031,38 4142780 1515152,3 1629198,5
1 [P06753_ISOFORM_2]262171 149238,72 119502,88 54707,882 277988,02 140639,53 118021,46

1 [P07355_CHAIN_0]569135,11 1490285,3 293059,04 54233,006 578439,54 1563921 224803,94
1 [P07355_CHAIN_0]108215,52 247134,03 51689,489 13163,182 110760,31 258364,95 40456,936
1 [P07355_CHAIN_0]77985,073 217636,2 41539,741 9274,3437 78972,355 228757,32 31406,069
1 [P07355_CHAIN_0]17647,988 47659,02 8883,7616 1564,5969 17905,276 50064,856 6668,5849
1 [P07355_CHAIN_0]2413707,2 7408809,5 1424345,6 252454,57 2429901,8 7802397,6 1082579,6
1 [P07355_CHAIN_0]454753,35 1123159,5 225351,99 73344,986 463634,5 1176873,1 172904,93
1 [P07355_CHAIN_0]1243763,9 3488727 701715,58 116384,53 1259154,9 3666234,9 543513,02
1 [P07355_CHAIN_0]83464,139 219833,89 45599,645 11953,253 84802,769 230651,2 35549,084
1 [P07355_CHAIN_0]113259,43 265043,13 42775,367 6179,3464 115778,3 277674,67 30057,555
1 [P07355_CHAIN_0]6091,717 14337,469 1710,5317 215,86333 6225,0543 15042,532 979,49766
1 [P07355_CHAIN_0]21792,165 58070,297 7751,3265 1859,1369 22124,557 61082,902 4809,5863
1 [P07355_CHAIN_0]77357,663 183497,56 29404,225 7069,6866 79025,138 192317,38 20460,62
1 [P07355_CHAIN_0]104481,06 246736,56 39919,689 11466,963 106756,93 258554,51 27840,374
1 [P07355_CHAIN_0]523285,13 865039,75 132420,97 33599,008 542603,85 896721,79 89976,585
1 [P07355_CHAIN_0]305755,39 522774,19 91313,47 23961,765 316679,98 542223,17 66390,531
1 [P07355_CHAIN_0]184930,57 316427,84 61489,462 18926,908 191537,02 328008,27 46708,961
1 [P07355_CHAIN_0]209824,31 319518,53 62096,582 15512,706 218163,75 329741,32 47359,948
1 [P07355_CHAIN_0]34203,498 64530,98 10227,374 1707,919 35295,62 67190,612 7116,5391
1 [P07355_CHAIN_0]2705181,8 4934175 727413,93 139842,36 2795150,1 5133583,8 484926,43
1 [P07355_CHAIN_0]23404,475 44980,09 6432,9872 1450,805 24133,73 46884,327 4197,3031
1 [P07355_CHAIN_0]18703,621 33312,629 4938,25 863,77477 19342,836 34630,021 3307,3705
1 [P07355_CHAIN_0]483674,29 861333,88 160718,38 36013,299 500228,33 894324,1 120595
1 [P07355_CHAIN_0]622,04057 1088,5789 237,82213 65,680418 643,76183 1128,4676 189,02603
1 [P07355_CHAIN_0]340,87565 549,98853 101,36984 23,351441 353,76012 569,0552 75,679544
1 [P07355_CHAIN_0]41225,051 117369,62 19884,535 5217,814 41695,756 123501,75 14208,238
1 [P07355_CHAIN_0]57882,274 213736,48 33590,15 6519,9011 57495,463 226082,1 23148,717
1 [P07355_CHAIN_0]25953,815 89824,336 12625,724 2879,9726 25907,969 94957,359 8114,9942
1 [P07355_CHAIN_0]1216,0212 3080,9758 610,49343 112,20652 1238,1077 3230,5497 469,80573
1 [P07355_CHAIN_0]608390,56 1464100,3 274581,59 46139,395 621082,44 1533737 206840,07
1 [P07355_CHAIN_0]20831,864 68111,406 9509,1532 1484,5662 20880,296 71932,261 6115,4135
1 [P07355_CHAIN_0]26962,517 84831,547 11654,681 2129,4071 27096,196 89531,804 7402,1183
1 [P07355_CHAIN_0]79905,271 180572,91 36182,52 6126,377 81824,051 188776,41 28000,582
1 [P07355_CHAIN_0]113967,23 270910,31 44609,444 6874,0536 116412,39 283907,39 31654,262
1 [P07355_CHAIN_0]132637,77 143104,58 99329,59 20201,246 139212,84 142906,64 97916,07



1 [P07355_CHAIN_0]624707,37 1665227,4 269687,27 66566,068 634254,66 1750096,3 188538,98
1 [P07355_CHAIN_0]181698,36 460786 71984,352 14731,969 184977 483792,49 49490,61
1 [P07355_CHAIN_0]83339,18 150161,44 32764,252 7924,6475 86157,185 155821,92 26075,376
1 [P07355_CHAIN_0]38520,658 73054,297 28643,364 15613,507 39753,483 75527,815 25892,371
1 [P07355_CHAIN_0]90585,935 217239,61 45214,648 10284,08 92494,717 227407,89 35372,221
1 [P07355_CHAIN_0]126567,41 310102,59 60142,478 12312,247 129091,22 324934,09 45840,083
1 [P07355_CHAIN_0]124833,08 229339,81 52548,055 11771,515 128961,56 238059,62 42543,065
1 [P07355_CHAIN_0]225062,79 543241,38 88781,803 25470,023 229714,73 569548,84 62241,091
1 [P07355_CHAIN_0]57618,945 141763,23 26195,529 5817,0809 58754,428 148600,94 19545,158
1 [P07355_CHAIN_0]1732881,3 4652032,5 904758,28 189491,66 1758760,1 4885004,6 689961,14
1 [P07355_CHAIN_0]1863588,9 4416436 824111,06 200407,62 1903922,3 4624835,1 616837,17
1 [P07355_CHAIN_0]3545117,1 8656827 1553397,1 307423,43 3616348,1 9074169,4 1145700,6
1 [P07355_CHAIN_0]70750,926 166064,17 31939,037 6366,3867 72317,088 173826,06 24272,502
1 [P07355_CHAIN_0]62633,577 123672,25 32562,528 6870,5208 64524,168 128535,7 27475,198
1 [P07355_CHAIN_0]55043,924 130256,84 31518,253 8155,5498 56243,915 136164,93 25883,488
1 [P07355_CHAIN_0]574877,69 355532,57 172650,98 36297,226 608895,66 341821,39 164171,69
1 [P07355_CHAIN_0]699012,5 385857,1 296966,03 54149,024 741429,86 362646,6 295972,98
1 [P07355_CHAIN_0]474958,94 224569,83 237555,78 30000,823 504611,3 204625,88 242300,76
1 [P07355_CHAIN_0]64969,766 32740,532 28035,232 3781,7029 68979,621 30318,789 28220,274

6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5581146,7 16381216 3923600,4 733096,8 5635108,9 17210844 3222494,6
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]2404345,9 6616989 1661626,9 298420,38 2437026,2 6940076,7 1384656,1
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]3435994,8 9739154 2255721,6 466492,01 3476542,1 10227395 1831596,3
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5275789,7 15097403 3245935,8 598961,66 5334826,8 15865587 2573746,9
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]76825,314 159564,39 47267,741 9136,1857 78979,943 165922,79 41105,743
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]688643,33 2485118 398540,76 61261,368 685281,7 2627402,7 278424,43
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]30539,341 52604,922 19305,372 11714,331 31628,666 54250,605 17202,763
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]6518,4565 17878,439 5425,4894 1234,8299 6608,9579 18719,736 4733,3361
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]69509,467 249253,78 61720,251 11692,168 69218,058 262793,07 51168,535
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125046,53 474705,56 109764,85 18455,601 123956,49 501209,57 89202,495
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]80038,377 288088,72 68784,654 11702,116 79678,176 303838,98 56463,12
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]137622,84 502697,13 119008,03 21249,002 136846,29 530343,32 97387,956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]40923,377 143488,63 36437,312 7645,9553 40821,868 151195,79 30397,095
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]65953,674 131771,64 34276,735 9625,0207 67911,303 137017,44 28722,373
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]114933,24 350499,09 86230,324 19485,324 115765,3 368462,49 71240,787
2 [P68032_CHAIN_0, P62736]71451,478 346851,75 74572,762 12347,147 69212,15 367667,41 59120,653
2 [P68032_CHAIN_0, P62736]46822,094 178727,22 42207,296 7598,3112 46393,607 188694,03 34507,398
2 [P68032_CHAIN_0, P62736]7198,1007 32513,996 6762,1846 1237,6741 7024,1866 34440,835 5292,7345
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]1141,7166 3746,9072 857,95194 245,13095 1144,2871 3946,5525 690,90621
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]670,17996 2177,1887 484,35245 161,93607 672,15369 2293,2277 385,32664
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125,62992 344,70508 86,678443 20,783655 127,35974 361,50924 72,033956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]14972,925 27260,914 17689,279 8227,3937 15480,725 27919,435 17118,343
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]528,83159 1067,375 302,52025 58,903463 544,31423 1109,4007 260,32704
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]744,78627 1426,9027 345,9752 71,137174 768,17991 1482,5688 285,29005



3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]99108,042 291672,28 66396,734 9755,7218 100047,42 306572,54 53778,902
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]89164,326 241555,5 43800,138 9595,7238 90447,125 253807,39 32402,661
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]515509,33 1282652,7 206123,63 47308,175 525342,66 1345889,7 143709,91
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]245846,38 629859,33 110487,06 27615,526 250153,58 661077,72 80377,987
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]48015,281 122457,09 26248,995 6819,9116 48871,499 128358,46 20713,204
2 [P68032_CHAIN_0, P62736]25595,175 131265,52 28004,564 6525,2893 24643,094 139242,64 22057,467
2 [P68032_CHAIN_0, P62736]23114,837 93360,969 21256,533 4949,2724 22793,412 98678,667 17127,111
2 [P68032_CHAIN_0, P62736]46141,967 248849,89 51919,238 11053,374 44164,241 264161,95 40604,934
2 [P68032_CHAIN_0, P62736]30000,257 62014,754 13589,759 2375,8448 30844,844 64631,607 10864,476
2 [P68032_CHAIN_0, P62736]12474,196 56866,438 13415,352 2620,6895 12162,723 60192,393 10952,161
2 [P68032_CHAIN_0, P62736]186862,57 512721,34 154539,33 63151,318 189451,77 536893,15 133409,11
2 [P68032_CHAIN_0, P62736]14907,893 61248,691 14845,832 4146,7612 14679,072 64724,648 12169,42
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]4642888,9 16503489 3155465,1 347982,29 4625926,7 17427453 2400995,3
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]146782,24 389429 67725,317 14648,31 149067,73 409081,44 49159,997
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]2210550,1 6327004 946631,99 149791,94 2234994,6 6662347 636304,69
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]142498,52 233338,92 74865,98 21455,102 147832,05 240533,14 66006,398
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]1050,6501 2704,783 598,61666 123,34594 1068,8593 2835,1432 479,00994
2 [P68032_CHAIN_0, P62736]268818,79 1310272,8 267157,58 57799,529 260270,73 1389450,2 207142,31
2 [P68032_CHAIN_0, P62736]375926,28 1983919,6 412428,43 79601,79 360741,12 2105525,8 322486,74
2 [P68032_CHAIN_0, P62736]158071,8 597334,75 132430,87 25935,654 156748,69 630824,45 105987
2 [P68032_CHAIN_0, P62736]19260,391 52653,328 14871,689 5176,849 19530,761 55163,202 12678,636

1 [P13645] 29123,375 40309,676 12773,626 4390,1792 30370,315 41270,922 11207,24
1 [P13645] 63716,55 74692,898 24885,696 8854,201 66732,593 75814,002 22062,936
1 [P13645] 47538,074 85428,922 27155,854 7453,8142 49155,805 88365,896 23902,777
1 [P13645] 157625,17 177026,23 72356,125 29797,18 165259,86 178830,66 66362,037
1 [P13645] 194282,21 201136,91 76835,37 32134,061 204050,91 202394,04 69691,793
1 [P13645] 80708,016 68653,809 17592,17 9341,6166 85076,99 68446,076 14555,678
1 [P13645] 23626,797 17670,67 5420,5795 2014,0302 24958,108 17406,531 4731,0613
1 [P13645] 129750,3 67301,105 15146,344 4899,5193 137690,87 63941,3 12257,153
1 [P13645] 6631,4883 4907,2638 1231,1299 430,10359 7006,097 4838,3034 1023,4487
1 [P13645] 7380,6972 6056,2224 1528,1343 483,83786 7784,9583 6021,9699 1273,4211
1 [P13645] 195275,97 259532,59 86444,472 26535,477 203868,29 265090,59 76780,034
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]451944,03 446936,27 141966,96 75470,67 475094,64 449374,46 123652,5
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]91560,734 80761,94 29345,135 15175,245 96461,444 80453,357 26277,709
1 [P13645] 118717,67 137463,91 41776,156 15663,114 124370,88 139564,84 36289,625
1 [P13645] 664323,68 670298,63 254242,14 85206,291 698096,33 673468,31 231258,53
1 [P13645] 252776,83 206558,54 70910,419 29520,021 266652,44 204717,56 63161,608
1 [P13645] 71216,461 64134,978 21654,039 7506,0917 74999,214 64037,524 19280,477
1 [P13645] 154130,03 172514,25 60523,671 23054,195 161601,48 174561,88 54144,553
1 [P13645] 247980,8 238576,29 75936,05 23463,262 260825,3 239440,67 66907,019
1 [P13645] 515723,34 293700,92 181321,43 54881,221 546800,2 278526,54 176386,69
1 [P13645] 120172,11 181513,5 60668,525 24850,164 124996,31 186439,33 53631,701
1 [P13645] 513820,5 472193,08 163769,01 77623,089 540914,17 472008,77 145660,79
1 [P13645] 194684,38 158557,66 66038,318 27402,351 205389,87 156728,03 60812,241
1 [P13645] 138327,81 134934,62 52664,475 22000,397 145459,49 135233,05 47953,502
1 [P13645] 88844,155 92455,961 43015,999 16379,698 93306,151 92814,024 40276,197
1 [P13645] 548992,94 471652,38 171330,79 74364,193 578644,89 468939,88 154048,38
1 [P13645] 218899,05 221407,47 66903,571 24702,242 230004,91 223041,22 58097,679

4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]261498,81 543151,38 469942,07 145036,5 269030,96 554803,66 468700,4
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]305431,51 731014,69 465094,41 143174,25 312099,83 755072,54 452251,68



3 [P07951, P67936_ISOFORM_2, P67936_CHAIN_0]503728,59 261603,39 177983,05 78231,861 534625,89 244735,23 173698,41
2 [P07951, P07951_ISOFORM_2]170286,4 190210,13 184529,21 52502,675 178625,08 188633,52 185722,96
2 [P07951, P07951_ISOFORM_2]730692,71 1235422,6 1134787,6 283658,05 757688,7 1251129,3 1139403,1
2 [P07951, P07951_ISOFORM_2]525528,04 905755,55 931070,5 230064,27 544648,21 914712,04 941390,25
2 [P07951, P07951_ISOFORM_2]237524,33 431461,44 266889,43 119290,71 245592,42 442270,76 257281,89
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]464198,53 772619,13 720110,36 219759,98 481610,67 781652,73 722011,51
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15049934 25158040 23432953 7393748,3 15612177 25456897 23483285
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15616965 26098812 24415215 7095559,9 16200611 26405014 24500675
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]162585,2 234481,75 196419,37 68367,891 169423,92 236559,09 195190,04
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]1940534,9 2403826 1706999,3 764523,03 2030229,3 2417646,2 1667582,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]2356409,8 3955201,5 3950456,5 1240351,6 2444276,3 3994180,8 3976245,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]700911,05 1227550,4 861329,57 251988,29 725747,8 1253379,1 845935,48
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]717603,04 1210133,8 1031539,1 281207,45 744129,79 1227994,4 1029536,1
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]494,90426 762,58691 426,19158 155,939 514,56169 778,37511 408,05367
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]580146,66 727732,42 741913,13 243074,97 606916,1 725088,2 747424,18
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]24673,978 31057,32 30323,086 10576,904 25809,417 30993,332 30442,571
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]77615,694 113833,86 36589,863 14044,931 80802,893 116826,63 32130,125
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]419108,78 410503,13 237661,7 65338,483 440730,88 409009,87 229572,53
2 [P07951, P07951_ISOFORM_2]573580,04 777314,5 703578,72 211878,48 598785,26 780295 704371,39
2 [P07951, P07951_ISOFORM_2]61143,168 119030,16 111715 30950,618 63076,693 121056,41 112180,38
2 [P07951, P07951_ISOFORM_2]94290,027 157540,63 138735,63 36943,053 97809,08 159666,46 138816,21
2 [P07951, P07951_ISOFORM_2]488500,86 990723,31 969315,59 248467,64 503144,56 1007606,2 976703,31
2 [P07951, P07951_ISOFORM_2]799944,67 1403600,8 1348710,1 373841,03 828470,05 1421453,7 1356428,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56
1 [P07951] 285217,29 308306,32 311870,75 87004,817 299406,65 304751,3 314755,14
1 [P07951] 238906,95 243264,77 222698,18 58864,06 251089,46 240333,03 223551,05

4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]261498,81 543151,38 469942,07 145036,5 269030,96 554803,66 468700,4



4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]305431,51 731014,69 465094,41 143174,25 312099,83 755072,54 452251,68
2 [P07951, P07951_ISOFORM_2]170286,4 190210,13 184529,21 52502,675 178625,08 188633,52 185722,96
2 [P07951, P07951_ISOFORM_2]730692,71 1235422,6 1134787,6 283658,05 757688,7 1251129,3 1139403,1
2 [P07951, P07951_ISOFORM_2]525528,04 905755,55 931070,5 230064,27 544648,21 914712,04 941390,25
2 [P07951, P07951_ISOFORM_2]237524,33 431461,44 266889,43 119290,71 245592,42 442270,76 257281,89
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]464198,53 772619,13 720110,36 219759,98 481610,67 781652,73 722011,51
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15049934 25158040 23432953 7393748,3 15612177 25456897 23483285
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15616965 26098812 24415215 7095559,9 16200611 26405014 24500675
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]162585,2 234481,75 196419,37 68367,891 169423,92 236559,09 195190,04
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]1940534,9 2403826 1706999,3 764523,03 2030229,3 2417646,2 1667582,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]2356409,8 3955201,5 3950456,5 1240351,6 2444276,3 3994180,8 3976245,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]700911,05 1227550,4 861329,57 251988,29 725747,8 1253379,1 845935,48
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]717603,04 1210133,8 1031539,1 281207,45 744129,79 1227994,4 1029536,1
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]494,90426 762,58691 426,19158 155,939 514,56169 778,37511 408,05367
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]580146,66 727732,42 741913,13 243074,97 606916,1 725088,2 747424,18
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]24673,978 31057,32 30323,086 10576,904 25809,417 30993,332 30442,571
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]77615,694 113833,86 36589,863 14044,931 80802,893 116826,63 32130,125
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]419108,78 410503,13 237661,7 65338,483 440730,88 409009,87 229572,53
2 [P07951, P07951_ISOFORM_2]573580,04 777314,5 703578,72 211878,48 598785,26 780295 704371,39
2 [P07951, P07951_ISOFORM_2]61143,168 119030,16 111715 30950,618 63076,693 121056,41 112180,38
2 [P07951, P07951_ISOFORM_2]94290,027 157540,63 138735,63 36943,053 97809,08 159666,46 138816,21
2 [P07951, P07951_ISOFORM_2]488500,86 990723,31 969315,59 248467,64 503144,56 1007606,2 976703,31
2 [P07951, P07951_ISOFORM_2]799944,67 1403600,8 1348710,1 373841,03 828470,05 1421453,7 1356428,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56
1 [P07951_ISOFORM_2]61938,666 109922,32 90587,501 34406,982 64111,693 111854,04 89770,5
1 [P07951_ISOFORM_2]257241,48 371532,94 282036,45 103564,62 268031,64 375793,15 277965,71
1 [P07951_ISOFORM_2]52814,517 84902,32 36823,458 14339,645 54831,071 87149,36 34083,689



6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5581146,7 16381216 3923600,4 733096,8 5635108,9 17210844 3222494,6
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]2404345,9 6616989 1661626,9 298420,38 2437026,2 6940076,7 1384656,1
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]3435994,8 9739154 2255721,6 466492,01 3476542,1 10227395 1831596,3
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5275789,7 15097403 3245935,8 598961,66 5334826,8 15865587 2573746,9
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]76825,314 159564,39 47267,741 9136,1857 78979,943 165922,79 41105,743
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]688643,33 2485118 398540,76 61261,368 685281,7 2627402,7 278424,43
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]30539,341 52604,922 19305,372 11714,331 31628,666 54250,605 17202,763
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]6518,4565 17878,439 5425,4894 1234,8299 6608,9579 18719,736 4733,3361
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]69509,467 249253,78 61720,251 11692,168 69218,058 262793,07 51168,535
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125046,53 474705,56 109764,85 18455,601 123956,49 501209,57 89202,495
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]80038,377 288088,72 68784,654 11702,116 79678,176 303838,98 56463,12
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]137622,84 502697,13 119008,03 21249,002 136846,29 530343,32 97387,956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]40923,377 143488,63 36437,312 7645,9553 40821,868 151195,79 30397,095
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]65953,674 131771,64 34276,735 9625,0207 67911,303 137017,44 28722,373
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]114933,24 350499,09 86230,324 19485,324 115765,3 368462,49 71240,787
2 [P68032_CHAIN_0, P62736]71451,478 346851,75 74572,762 12347,147 69212,15 367667,41 59120,653
2 [P68032_CHAIN_0, P62736]46822,094 178727,22 42207,296 7598,3112 46393,607 188694,03 34507,398
2 [P68032_CHAIN_0, P62736]7198,1007 32513,996 6762,1846 1237,6741 7024,1866 34440,835 5292,7345
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]1141,7166 3746,9072 857,95194 245,13095 1144,2871 3946,5525 690,90621
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]670,17996 2177,1887 484,35245 161,93607 672,15369 2293,2277 385,32664
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]125,62992 344,70508 86,678443 20,783655 127,35974 361,50924 72,033956
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]14972,925 27260,914 17689,279 8227,3937 15480,725 27919,435 17118,343
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]528,83159 1067,375 302,52025 58,903463 544,31423 1109,4007 260,32704
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]744,78627 1426,9027 345,9752 71,137174 768,17991 1482,5688 285,29005
3 [P60709_CHAIN_1, P68032_CHAIN_0, P62736]99108,042 291672,28 66396,734 9755,7218 100047,42 306572,54 53778,902
2 [P68032_CHAIN_0, P62736]25595,175 131265,52 28004,564 6525,2893 24643,094 139242,64 22057,467
2 [P68032_CHAIN_0, P62736]23114,837 93360,969 21256,533 4949,2724 22793,412 98678,667 17127,111
2 [P68032_CHAIN_0, P62736]46141,967 248849,89 51919,238 11053,374 44164,241 264161,95 40604,934
2 [P68032_CHAIN_0, P62736]30000,257 62014,754 13589,759 2375,8448 30844,844 64631,607 10864,476
2 [P68032_CHAIN_0, P62736]12474,196 56866,438 13415,352 2620,6895 12162,723 60192,393 10952,161
2 [P68032_CHAIN_0, P62736]186862,57 512721,34 154539,33 63151,318 189451,77 536893,15 133409,11
2 [P68032_CHAIN_0, P62736]14907,893 61248,691 14845,832 4146,7612 14679,072 64724,648 12169,42
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]4642888,9 16503489 3155465,1 347982,29 4625926,7 17427453 2400995,3
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]146782,24 389429 67725,317 14648,31 149067,73 409081,44 49159,997
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]2210550,1 6327004 946631,99 149791,94 2234994,6 6662347 636304,69
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]142498,52 233338,92 74865,98 21455,102 147832,05 240533,14 66006,398
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]1050,6501 2704,783 598,61666 123,34594 1068,8593 2835,1432 479,00994
2 [P68032_CHAIN_0, P62736]268818,79 1310272,8 267157,58 57799,529 260270,73 1389450,2 207142,31
2 [P68032_CHAIN_0, P62736]375926,28 1983919,6 412428,43 79601,79 360741,12 2105525,8 322486,74
2 [P68032_CHAIN_0, P62736]158071,8 597334,75 132430,87 25935,654 156748,69 630824,45 105987
2 [P68032_CHAIN_0, P62736]19260,391 52653,328 14871,689 5176,849 19530,761 55163,202 12678,636

2 [P14618_CHAIN_0, P14618_ISOFORM_M1]6042,4776 14938,33 4512,9767 1339,5028 6161,151 15604,06 3920,5955
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]423872,56 1385382,8 395604,03 46027,06 424999,02 1456539 342018,36



1 [P14618_CHAIN_0]13371,797 26308,27 7357,4082 1663,3191 13777,721 27325,884 6300,9029
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]45707,433 98991,984 24022,653 8033,9893 46899,494 103233,42 19672,187
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]1280355,8 2297115,8 605259,74 111204,39 1323926,6 2379985,6 511673,71
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]104360,17 227444,36 64776,885 7519,2285 107057,77 236918,39 56016,372
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]120346,3 321536,63 82881,84 10582,125 122189,58 336942,48 69767,674
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]55066,975 142185,88 30786,241 4572,5678 56011,923 149070,82 24526,536
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]134930,89 300199,38 68759,224 17355,818 138277,36 313427,12 55536,955
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]114404,4 301074,63 77655,881 15196,645 116254,45 315390,36 65154,491
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]63749,121 118176,22 37988,431 11007,685 65841,871 122353,52 33489,217
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]91370,382 152966,92 46006,54 11695,827 94717,026 157912,43 40052,851
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]39908,316 107676,2 25622,46 5771,0589 40495,789 112929,97 20964,053
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]65298,258 161256,58 38859,412 7043,5052 66578,109 168756,4 31998,554
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]334711,19 716993,06 281832,08 209082,97 343678,22 744018,22 252419,58
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]383473,78 728114,25 311653,76 265052,7 395744,77 751971,36 281602,04
1 [P14618_CHAIN_0]231235,47 718858,44 194449,2 32488,538 232629,07 755414,37 165425,64
1 [P14618_CHAIN_0]26828,966 83702,641 23412,088 4542,0717 26984,812 87940,424 20061,228
1 [P14618_CHAIN_0]77428,205 171245,06 48665,832 10795,562 79376,379 178455,6 41838,506
1 [P14618_CHAIN_0]95392,295 246828,94 62288,751
1 [P14618_CHAIN_0]13001,937 31552,322 7613,4487 1560,1349 13268,649 33005,147 6264,284
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]1490087,7 3036115,3 885783,12 327251,82 1533120,1 3155772,8 760873,66
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]367632,48 693956,94 190906,75 70548,476 379415,43 719958,52 161656,39
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]172346,12 279797,91 87521,714 35158,234 178846,72 288405,59 76313,964
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]59364,867 101892,65 29402,752 6507,3136 61485,063 105322,25 25391,086
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]42972,182 92621,539 27294,787 6383,0572 44105,54 96420,488 23657,745
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]110253,18 212517,91 102467,15 38475,692 113721,45 219206,42 96288,074
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]74676,952 194023,7 47815,763 11984,122 75936,434 203261,5 39488,51
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]54952,279 166349,66 39313,277 10889,748 55375,336 174902,12 32000,289
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]61395,254 163972,84 36252,399 8829,6219 62333,013 172023,55 28936,893
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]272387,88 765603,13 244613,12 58194,58 275783,49 801662,6 215713,78
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]812869,04 946801,19 351361,73 114741,95 851499,3 959517,5 318344,06

1 [Q9NZM1_ISOFORM_6]65061,925 152402,09 34996,191 6139,6275 66512,418 159332,84 28401,141
1 [Q9NZM1_ISOFORM_6]62463,218 130431,36 35456,702 9188,6864 64198,158 135753,68 30091,377
1 [Q9NZM1_ISOFORM_6]41980,234 159233,86 24907,342 6021,906 41609,444 168508,11 17067,273
1 [Q9NZM1_ISOFORM_6]119052,38 345738,5 68649,253 11230,575 120273,09 363626,46 52907,153
1 [Q9NZM1_ISOFORM_6]18893,154 38525,598 10021,924 2429,2724 19437,355 40083,985 8414,1067
1 [Q9NZM1_ISOFORM_6]31654,896 63448,223 15852,056 3969,3272 32589,716 66001,563 13154,148
1 [Q9NZM1_ISOFORM_6]12977,293 40750,688 9085,9177 1562,8002 13045,579 42894,035 7297,9865
1 [Q9NZM1_ISOFORM_6]14618,302 32487,191 8380,1912 2611,29 14982,23 33887,365 6992,6019
1 [Q9NZM1_ISOFORM_6]77382,55 133128,06 40010,927 6558,9007 80140,671 137568,4 34980,217
1 [Q9NZM1_ISOFORM_6]32723,32 69247,055 14587,628 3882,673 33609,969 72237,76 11443,571
1 [Q9NZM1_ISOFORM_6]38414,782 72406,797 17604,495 4810,7268 39646,796 75190,657 14478,017
1 [Q9NZM1_ISOFORM_6]62731,482 156196,22 27788,162 5482,2118 63927,416 163812,67 20413,956
1 [Q9NZM1_ISOFORM_6]66685,276 88848,125 24808,929 6444,8488 69611,743 90915,87 21232,438
1 [Q9NZM1_ISOFORM_6]83619,858 210705,47 46579,05 7687,0808 85166,482 220749,12 37342,643
1 [Q9NZM1_ISOFORM_6]108213,21 251629,16 58500,003 10954,225 110665,67 262999,01 47634,151
1 [Q9NZM1_ISOFORM_6]138178,16 305193,51 62628,589 12493,024 141648,09 318812,16 48829,774
1 [Q9NZM1_ISOFORM_6]43399,536 91404,094 26124,006 6753,651 44589,173 95116,362 22451,802
1 [Q9NZM1_ISOFORM_6]112842,01 221353,44 47677,2 11092,727 116272,37 230354,71 37778,927
1 [Q9NZM1_ISOFORM_6]53231,928 104683,35 26376,036 8518,0852 54847,012 108825,41 21858,921
1 [Q9NZM1_ISOFORM_6]450196,07 711120,35 172176,7 57462,66 467564,87 733844,74 141075,55



4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]261498,81 543151,38 469942,07 145036,5 269030,96 554803,66 468700,4
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]305431,51 731014,69 465094,41 143174,25 312099,83 755072,54 452251,68
1 [P09493] 114868,56 237671,7 118660,63 45938,643 118140,43 245557,67 111937,09
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]464198,53 772619,13 720110,36 219759,98 481610,67 781652,73 722011,51
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15049934 25158040 23432953 7393748,3 15612177 25456897 23483285
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15616965 26098812 24415215 7095559,9 16200611 26405014 24500675
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]162585,2 234481,75 196419,37 68367,891 169423,92 236559,09 195190,04
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]1940534,9 2403826 1706999,3 764523,03 2030229,3 2417646,2 1667582,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]2356409,8 3955201,5 3950456,5 1240351,6 2444276,3 3994180,8 3976245,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]700911,05 1227550,4 861329,57 251988,29 725747,8 1253379,1 845935,48
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]717603,04 1210133,8 1031539,1 281207,45 744129,79 1227994,4 1029536,1
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]494,90426 762,58691 426,19158 155,939 514,56169 778,37511 408,05367
2 [P09493, P09493_ISOFORM_3]100402,67 143832,08 129258,4 42401,051 104651,8 144779,25 129185,02
2 [P09493, P09493_ISOFORM_3]36336,81 60228,414 53759,996 17079,346 37703,52 60999,984 53721,21
2 [P09493, P09493_ISOFORM_3]255929,62 421707,99 429540,28 126844,86 265642,12 425294,22 433194,56
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
2 [P09493, P09493_ISOFORM_3]125696,17 244827,27 131376,06 36891,794 129605,04 252182,92 125639,5
2 [P09493, P09493_ISOFORM_3]247370,08 429967,19 222772,26 61541,429 256153,59 441447,5 212241,08
2 [P09493, P09493_ISOFORM_3]149791,87 316730,88 216810,1 82442,154 153952,33 325551,95 211609,94
2 [P09493, P09493_ISOFORM_3]44749,831 90089,484 71660,309 24688,725 46094,567 92138,449 70927,659
2 [P09493, P09493_ISOFORM_3]147259,22 178521,89 82021,618 24568,372 154118,93 180791,59 76918,912
2 [P09493, P09493_ISOFORM_3]1446004,1 1798622,4 1002953,7 269121,61 1512509,7 1818167,6 964642,19
2 [P09493, P09493_ISOFORM_3]133821,61 195661,78 144176,37 38206,905 139382,06 198147,99 142387,51
2 [P09493, P09493_ISOFORM_3]458469,6 662632,81 572754,47 157996,83 477735,67 667985,32 572207,91
2 [P09493, P09493_ISOFORM_3]636435,93 976721,36 983497,75 261730,57 662080,2 982608,49 992499,14
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56

1 [P09493_ISOFORM_3]306827,84 433212,81 381560,08 102735,7 319940,6 436030,18 381803,68
1 [P09493_ISOFORM_3]407834,59 485520,69 454042,28 155877,62 427169,56 483759,35 454754,72



4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]261498,81 543151,38 469942,07 145036,5 269030,96 554803,66 468700,4
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]305431,51 731014,69 465094,41 143174,25 312099,83 755072,54 452251,68
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]464198,53 772619,13 720110,36 219759,98 481610,67 781652,73 722011,51
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15049934 25158040 23432953 7393748,3 15612177 25456897 23483285
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]15616965 26098812 24415215 7095559,9 16200611 26405014 24500675
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]162585,2 234481,75 196419,37 68367,891 169423,92 236559,09 195190,04
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]1940534,9 2403826 1706999,3 764523,03 2030229,3 2417646,2 1667582,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]2356409,8 3955201,5 3950456,5 1240351,6 2444276,3 3994180,8 3976245,5
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]700911,05 1227550,4 861329,57 251988,29 725747,8 1253379,1 845935,48
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]717603,04 1210133,8 1031539,1 281207,45 744129,79 1227994,4 1029536,1
4 [P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3]494,90426 762,58691 426,19158 155,939 514,56169 778,37511 408,05367
2 [P09493, P09493_ISOFORM_3]100402,67 143832,08 129258,4 42401,051 104651,8 144779,25 129185,02
2 [P09493, P09493_ISOFORM_3]36336,81 60228,414 53759,996 17079,346 37703,52 60999,984 53721,21
2 [P09493, P09493_ISOFORM_3]255929,62 421707,99 429540,28 126844,86 265642,12 425294,22 433194,56
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
2 [P09493, P09493_ISOFORM_3]125696,17 244827,27 131376,06 36891,794 129605,04 252182,92 125639,5
2 [P09493, P09493_ISOFORM_3]247370,08 429967,19 222772,26 61541,429 256153,59 441447,5 212241,08
2 [P09493, P09493_ISOFORM_3]149791,87 316730,88 216810,1 82442,154 153952,33 325551,95 211609,94
2 [P09493, P09493_ISOFORM_3]44749,831 90089,484 71660,309 24688,725 46094,567 92138,449 70927,659
2 [P09493, P09493_ISOFORM_3]147259,22 178521,89 82021,618 24568,372 154118,93 180791,59 76918,912
2 [P09493, P09493_ISOFORM_3]1446004,1 1798622,4 1002953,7 269121,61 1512509,7 1818167,6 964642,19
2 [P09493, P09493_ISOFORM_3]133821,61 195661,78 144176,37 38206,905 139382,06 198147,99 142387,51
2 [P09493, P09493_ISOFORM_3]458469,6 662632,81 572754,47 157996,83 477735,67 667985,32 572207,91
2 [P09493, P09493_ISOFORM_3]636435,93 976721,36 983497,75 261730,57 662080,2 982608,49 992499,14
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56

1 [Q9Y490] 18952,101 52674,129 15188,712 3696,1128 19199,957 55194,699 13083,116
1 [Q9Y490] 61394,543 202870,47 52815,109 16237,148 61507,32 213501,23 44149,656
1 [Q9Y490] 303750,81 285238,26 84299,993 22796,235 319628,63 286018,12 73224,492



1 [Q9Y490] 10454,445 23562,207 6199,9078 2133,9829 10707,785 24583,233 5192,6851
1 [Q9Y490] 6025,4415 16063,079 3691,1018 1537,2611 6118,1918 16846,654 2956,6269
1 [Q9Y490] 17072,3 45990,609 11428,591 2839,5824 17325,46 48217,267 9461,4332
1 [Q9Y490] 13539,378 33088,949 8823,0367 2051,6892 13812,697 34591,526 7457,0066
1 [Q9Y490] 30317,601 37085,314 7334,3776 3392,8896 31716,605 37888,385 5573,7984
1 [Q9Y490] 47271,274 148833,36 29683,999 5986,273 47509,344 156783 22862,594
1 [Q9Y490] 37928,608 95497,758 16629,78 4859,7393 38628,833 100193,48 12026,889
1 [Q9Y490] 121933,22 164494,67 51400,47 13328,25 127244,36 168243,29 45152,702
1 [Q9Y490] 9039,8011 30807,438 7585,7656 2692,8937 9036,1634 32453,979 6224,9915
1 [Q9Y490] 23432,385 39598,25 13547,934 5007,9766 24283,837 40839,847 12051,657
1 [Q9Y490] 45283,362 89328,281 22057,24 9381,4204 46651,096 92886,759 18075,495
1 [Q9Y490] 88726,102 133802,36 45502,012 14132,31 92292,999 137398,23 40557,801
1 [Q9Y490] 5046,1971 17188,836 2974,4801 929,39423 5043,5391 18148,005 2139,6372
1 [Q9Y490] 87626,527 212699,33 59620,293 19455,553 89428,222 222227,45 50801,519
1 [Q9Y490] 60729,386 156661,88 40149,331 9405,222 61778,585 164043,27 33560,817
1 [Q9Y490] 76665,074 143274,94 50000,896 17932,017 79159,768 148252,26 44662,01

1 [P04843_CHAIN_0]55398,336 97713,195 21212,762 5474,1844 57316,392 101325,81 16839,539
1 [P04843_CHAIN_0]26082,145 49374,215 11280,022 2980,7091 26913,631 51303,135 9103,0628
1 [P04843_CHAIN_0]162562,55 223867,22 59733,092 16629,806 169539,77 229515,03 50475,518
1 [P04843_CHAIN_0]122943,77 192104,73 55064,472 18768,428 127737,17 197882,68 47206,651
1 [P04843_CHAIN_0]48874,198 88680,253 22239,253 3672,1957 50515,49 91951,102 18562,489
1 [P04843_CHAIN_0]71098,488 143959,58 28844,086 5915,5409 73162,612 150029,24 22286,899
1 [P04843_CHAIN_0]124600,7 174372,44 65517,995 18887,544 129901,49 178285,96 59563,022
1 [P04843_CHAIN_0]216507,7 466176,38 117810,69 23637,041 222215,59 485915,18 98310,85
1 [P04843_CHAIN_0]27498,76 48020,902 12880,562 1800,9589 28462,727 49699,123 10965,939
1 [P04843_CHAIN_0]102197 145626,91 41079,374 12023,405 106480,53 149455,11 35177,541
1 [P04843_CHAIN_0]2043185,3 1544023,8 364208,69 124232,7 2157904,7 1525833,8 297434,62
1 [P04843_CHAIN_0]12967,072 18858,043 4322,4566 768,24409 13501,837 19402,924 3512,311
1 [P04843_CHAIN_0]298217,27 515138,09 146689,84 27768,12 308796,81 532661,34 126470,25
1 [P04843_CHAIN_0]373901,22 701760 161323,7 26607,567 385950,69 728936,8 131146,24
1 [P04843_CHAIN_0]298980,93 403851,78 96970,767 21850,302 311974,22 414023,93 79769,565
1 [P04843_CHAIN_0]111199,49 176418,42 53786,64 11855,614 115480,34 181727,65 47056,786
1 [P04843_CHAIN_0]52905,112 70118,555 22423,763 4921,2214 55236,547 71640,514 19835,594
1 [P04843_CHAIN_0]10391,309 29968,457 4560,3146 733,68029 10501,42 31559,407 3095,367
1 [P04843_CHAIN_0]26705,431 41007,594 9598,7793 2113,0664 27760,606 42281,074 7831,805
1 [P04843_CHAIN_0]15605,766 28464,443 7300,3639 1494,8248 16126,777 29514,339 6119,3762
1 [P04843_CHAIN_0]61444,012 102962,18 26530,681 5189,4008 63689,638 106437,87 22285,068

1 [P68371] 232574,84 167753,49 89943,854 30184,066 245836,39 163473,98 86001,789
1 [P68371] 422889,56 229819,05 139079,5 48334,785 448602,76 216806,07 134789,24
3 [P07437, P68371, Q13885]70664,569 189358,77 54993,907 10606,331 71738,934 198245,43 47574,921
3 [P07437, P68371, Q13885]556535,8 1213665,5 320911,38 83020,278 570889,74 1265052,8 270340,33
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]158186,74 246368,5 69009,986 10936,114 164370,38 253795,04 59371,464
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]136489,58 202216,13 60065,519 8333,243 142047,95 207777,19 52464,434
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]260674,66 442854,69 119786,23 15546,875 270076,61 457848,23 102264,85
1 [P68371] 200047,99 244548,31 78284,083 31677,057 209301,76 248868,07 68659,596
4 [P07437, P68371, Q13885, Q13509]116552,53 177057,78 60513,25 17427,031 121210,81 181860,62 54048,46
4 [P07437, P68371, Q13885, Q13509]15843,876 20495,275 6197,9324 2951,8947 16552,566 20927,825 5348,2592
4 [P07437, P68371, Q13885, Q13509]177082,12 244977,52 70715,363 33047,814 184662,13 251039,28 60369,856
1 [P68371] 37711,881 67652,992 22305,311 8572,2717 38998,232 69949,325 19677,894
3 [P07437, P68371, Q13885]8168,3202 15423,864 4927,4639 1485,8789 8430,4565 15979,744 4335,4669



4 [P07437, P68371, Q13885, Q13509]494240,21 925059,56 261904,6 39573,212 510254,1 959201,91 225860,3
4 [P07437, P68371, Q13885, Q13509]224387,44 506487,63 113417,86 15052,142 229796,02 529093,78 91512,16
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]142060,43 331430,47 88009,635 13514,525 145263,67 346080,8 74610,418
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]12295,527 22303,764 6912,1196 1253,9214 12709,411 23083,525 6078,3207
4 [P07437, P68371, Q13885, Q9BUF5]10040,13 27931,853 4760,2053 1107,8709 10168,739 29375,653 3417,6823
3 [P07437, P68371, Q13885]5451,9918 11537,499 2540,4274 407,56661 5599,7801 12032,186 2035,6746
3 [P07437, P68371, Q13885]5552,5221 11163,377 2405,0858 384,51191 5715,5249 11626,083 1913,2909
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]74820,007 159661,33 43147,626 6331,1586 76824,994 166288,08 36769,329
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]23134,843 46218,926 12852,986 2664,718 23822,135 48031,719 11001,7
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]29211,637 46072,637 12031,622 2959,7036 30340,687 47513,549 10119,5
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]237519,66 267284,03 81602,755 18582,71 248995,17 270928,79 71486,026
3 [P07437, P68371, Q13885]8314,8314 14322,511 3903,2987 1117,2526 8610,5556 14813,975 3312,3032
3 [P07437, P68371, Q13885]11032,725 19651,848 4963,4066 1490,1348 11411,06 20362,826 4122,5363
3 [P07437, P68371, Q13885]3874,5038 6825,2148 1774,7752 509,0701 4009,0258 7067,7663 1487,2243
3 [P07437, P68371, Q13885]56085,149 95496,055 22774,702 6048,4933 58101,47 98836,876 18636,276
2 [P07437, P68371]43796,674 89062,469 27628,57 3867,1076 45066,295 92512,528 24342,971

1 [P50454_CHAIN_0]124233,76 312824,5 97645,982 36284,626 126554,52 326812,16 85132,907
1 [P50454_CHAIN_0]139985,72 290063,38 92625,009 36553,685 143930,52 301388,17 81097,989
1 [P50454_CHAIN_0]32650,564 80351,719 23862,382 12137,345 33299,355 83937,577 20430,612
1 [P50454_CHAIN_0]901681,75 2478093,7 686172,57 429522,97 914050,31 2597010,6 573837,51
1 [P50454_CHAIN_0]75636,756 161813,31 57377,177 25788,164 77663,627 168103,42 51165,633
1 [P50454_CHAIN_0]73689,44 239387,29 56555,39 20817,581 73908,679 252039,67 45800,5
1 [P50454_CHAIN_0]35680,598 98074,117 26357,43 7404,0453 36169,284 102804,54 22261,718
1 [P50454_CHAIN_0]10684,66 29810,494 9411,1836 2110,7576 10822,485 31213,188 8283,683
1 [P50454_CHAIN_0]27985,227 109210,69 19464,94 3539,0929 27674,143 115545,47 14302,169
1 [P50454_CHAIN_0]16591,395 86761,328 16503,322 3806,71 15937,256 92119,574 12433,866
1 [P50454_CHAIN_0]24015,029 74903,867 19142,97 4119,9798 24153,783 78754,391 15997,771
1 [P50454_CHAIN_0]23751,665 65799,781 16864,644 3668,0539 24065,489 69011,69 14107,213
1 [P50454_CHAIN_0]245235,72 1128753,5 256664,06 45128,349 238875,99 1195232,1 207298,27
1 [P50454_CHAIN_0]130732,42 467325,91 127152,86 28479,864 130222,96 492315,5 107999,05
1 [P50454_CHAIN_0]40475,606 212034,48 56848,354 16866,656 38882,393 224600,29 47894,008
1 [P50454_CHAIN_0]29347,824 143024,25 39511,13 14352,267 28421,723 151332,95 33438,606
1 [P50454_CHAIN_0]159692,36 777465,88 198352,12 50211,019 154659,28 823147,35 165231,9
1 [P50454_CHAIN_0]69992,912 287259,94 108735,03 21089,695 68950,281 302290,46 99230,799
1 [P50454_CHAIN_0]10931,946 61255,398 15912,398 2927,1301 10416,347 64950,169 13367,652
1 [P50454_CHAIN_0]1982,0551 10440,205 1461,0697 159,5067 1901,9613 11102,841 942,38241
1 [P50454_CHAIN_0]6308,2861 30859,549 4624,0007 584,5427 6104,2328 32779,695 3110,9517
1 [P50454_CHAIN_0]32069,531 117934,36 29825,715 5248,4979 31872,878 124372,35 24893,925
1 [P50454_CHAIN_0]66879,775 326910,84 81120,274 12465,338 64742,647 346208,31 67384,28
1 [P50454_CHAIN_0]4824,2692 19967,715 5151,5887 1399,4928 4747,2805 21093,104 4301,8055
1 [P50454_CHAIN_0]56657,956 122650,63 33797,003 16059,622 58139,414 127774,65 28465,155
1 [P50454_CHAIN_0]116963,44 207443,81 69533,811 27993,672 121004,45 214363,96 61496,419
1 [P50454_CHAIN_0]106740,09 433032,06 126849,54 27753,668 105233,29 456812,17 109742,21
1 [P50454_CHAIN_0]55376,242 291377,5 83585,325 15382,926 53172,681 308482,22 72051,943
1 [P50454_CHAIN_0]56064,148 274028,72 87872,999 20030,526 54285,721 289562,25 77530,852

1 [P35527] 180557,63 98305,872 31797,483 19719,071 191514,49 93658,271 27794,345
1 [P35527] 85140,203 73595,352 26740,769 10058,507 89729,217 73204,85 24110,512
1 [P35527] 10203,36 8804,4118 1743,8726 919,05115 10752,707 8803,6663 1325,4352
1 [P35527] 49458,316 32770,82 24684,928 10415,059 52344,381 31448,994 24293,017
1 [P35527] 161,77538 231,86711 94,772207



1 [P35527] 62817,473 41426,842 17337,284 9372,159 66478,276 40185,74 15899,876
1 [P35527] 258268,25 157267,69 61531,842 36075,021 273593,47 151434,92 55739,753
1 [P35527] 381827,81 226646,6 92836,957 48555,951 404611,97 217492,44 84983,11
1 [P35527] 120598,5 67726,761 20155,497 10595,259 127871,77 64822,527 17381,543
1 [P35527] 83827,719 49344,211 19819,606 8694,4279 88838,378 47319,071 18160,353
1 [P35527] 85085,557 107965,63 32029,097 13135,507 88935,695 110160,51 27610,095
1 [P35527] 288459,63 181726,81 66309,136 38449,595 305444,31 175776,6 59359,541
1 [P35527] 420678,72 247319,36 78858,779 38398,675 445817,43 237798,44 69133,164
1 [P35527] 22241,767 37664,168 14697,994 6371,2852 23049,461 38789,682 13349,882
1 [P35527] 86061,104 138553,16 37829,47

1 [P67936_ISOFORM_2]359716,96 525483,75 291636,32 95015,624 374611,76 535236,96 279537,6
3 [P07951, P67936_ISOFORM_2, P67936_CHAIN_0]503728,59 261603,39 177983,05 78231,861 534625,89 244735,23 173698,41
2 [P67936_ISOFORM_2, P67936_CHAIN_0]93572,609 52063,599 33962,782 15726,418 99238,164 49178,995 32977,543
2 [P67936_ISOFORM_2, P67936_CHAIN_0]265938,53 180509,67 108957,06 41551,934 281349,33 174514,03 105316,91
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
1 [P67936_ISOFORM_2]507368,35 581765,5 289878,13 131084,98 531723,05 586691,45 272888,99
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]580146,66 727732,42 741913,13 243074,97 606916,1 725088,2 747424,18
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]24673,978 31057,32 30323,086 10576,904 25809,417 30993,332 30442,571
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]77615,694 113833,86 36589,863 14044,931 80802,893 116826,63 32130,125
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]419108,78 410503,13 237661,7 65338,483 440730,88 409009,87 229572,53
2 [P67936_ISOFORM_2, P67936_CHAIN_0]48879,516 33956,022 22525,385 8747,2031 51696,908 32835,598 21960,713
2 [P67936_ISOFORM_2, P67936_CHAIN_0]281010 185696,21 143568,54 46523,116 297420,83 178035,73 142182,08
3 [P67936_ISOFORM_2, P67936_CHAIN_0, P06753]7794,958 5234,1462 3327,7633 1602,9493 8247,9708 5049,5952 3218,5899
1 [P67936_ISOFORM_2]361873,28 257018,1 163576,29 51379,538 382608,57 249274,42 159378,36
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56

1 [P78527_ISOFORM_2]223905,11 139107,86 161813,7 41143,729 237201,76 130759 164850,35
1 [P78527_ISOFORM_2]10859,315 19158,561 3476,0929 883,36394 11234,759 19889,148 2572,3485



1 [P78527_ISOFORM_2]25781,654 49146,363 10061,205 2137,2937 26595,537 51115,487 7836,7675
1 [P78527_ISOFORM_2]4743,6665 7209,0732 1411,1057 266,53429 4932,5202 7438,7709 1083,0294
1 [P78527_ISOFORM_2]23860,838 38218,121 8198,7976 2181,8642 24769,464 39494,677 6481,8259
1 [P78527_ISOFORM_2]17957,999 26089,156 6461,405 2266,1047 18699,477 26826,435 5327,1405
1 [P78527_ISOFORM_2]19594,122 32920,594 7806,9045 1250,3551 20307,959 34057,002 6413,0917
1 [P78527_ISOFORM_2]78962,558 105352,59 32887,72 9912,3355 82426,91 107699,47 28825,556
1 [P78527_ISOFORM_2]10167,036 19562,721 3636,9235 621,26238 10483,875 20364,477 2731,9043
1 [P78527_ISOFORM_2]25870,012 43255,457 10839,269 2310,4506 26817,326 44721,983 9025,654
1 [P78527_ISOFORM_2]100402,94 166101,7 39501,738 10665,404 104115,98 171734,74 32292,4
1 [P78527_ISOFORM_2]21500,878 38943,313 8415,0786 1413,4465 22223,524 40421,007 6701,3384
1 [P78527_ISOFORM_2]69629,421 111630,2 29807,276 7439,347 72282,477 115173,29 25213,471
1 [P78527_ISOFORM_2]1374,6475 3483,6902 355,1198 77,16634 1399,382 3663,6881 171,45483
1 [P78527_ISOFORM_2]43909,066 67879,18 18035,076 4637,2224 45635,669 69936,669 15231,854
1 [P78527_ISOFORM_2]29855,793 49758,43 13536,687 2983,1947 30953,187 51404,745 11521,684
1 [P78527_ISOFORM_2]159231,57 295410,28 59539,18 10135,349 164431,12 307004,77 46216,69

3 [P07951, P67936_ISOFORM_2, P67936_CHAIN_0]503728,59 261603,39 177983,05 78231,861 534625,89 244735,23 173698,41
2 [P67936_ISOFORM_2, P67936_CHAIN_0]93572,609 52063,599 33962,782 15726,418 99238,164 49178,995 32977,543
2 [P67936_ISOFORM_2, P67936_CHAIN_0]265938,53 180509,67 108957,06 41551,934 281349,33 174514,03 105316,91
1 [P67936_CHAIN_0]158273,27 100136,12 80583,712 36410,86 167611,78 95476,064 79609,579
1 [P67936_CHAIN_0]1140319,8 1163271,6 615973,05 272288,13 1198133,4 1163936,4 584639,22
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
1 [P67936_CHAIN_0]446924,88 308113,59 195579,77 91779,843 472729,37 298019,07 189222,69
1 [P67936_CHAIN_0]186466,77 107356,56 91197,167 37878,901 197694,45 101136,28 90609,374
1 [P67936_CHAIN_0]106627,47 60772,91 48931,458 21992,26 113058,98 57270,926 48361,674
1 [P67936_CHAIN_0]5256775,5 3165099,9 2552555,7 1077209,7 5570312,2 3001437,2 2525736,1
1 [P67936_CHAIN_0]2500638 1573965,6 1343488,4 562593,99 2648402 1497406,1 1334743,5
1 [P67936_CHAIN_0]5797659 3493344,1 2836698,9 1239153,7 6143414,6 3312362,2 2806474,6
1 [P67936_CHAIN_0]200172,25 119698,17 101753,7 37392,88 212132,07 113251,54 101302,02
1 [P67936_CHAIN_0]509847,25 899931,31 791857,97 355677,62 527869,06 913958,99 785987,26
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]580146,66 727732,42 741913,13 243074,97 606916,1 725088,2 747424,18
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]24673,978 31057,32 30323,086 10576,904 25809,417 30993,332 30442,571
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609



8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]77615,694 113833,86 36589,863 14044,931 80802,893 116826,63 32130,125
4 [P07951, P07951_ISOFORM_2, P67936_ISOFORM_2, P67936_CHAIN_0]419108,78 410503,13 237661,7 65338,483 440730,88 409009,87 229572,53
2 [P67936_ISOFORM_2, P67936_CHAIN_0]48879,516 33956,022 22525,385 8747,2031 51696,908 32835,598 21960,713
2 [P67936_ISOFORM_2, P67936_CHAIN_0]281010 185696,21 143568,54 46523,116 297420,83 178035,73 142182,08
3 [P67936_ISOFORM_2, P67936_CHAIN_0, P06753]7794,958 5234,1462 3327,7633 1602,9493 8247,9708 5049,5952 3218,5899
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56

3 [P07437, Q13885, Q13509]122748,1 229252,5 72119,309 29728,633 126740,32 237467,58 62903,071
3 [P07437, Q13885, Q13509]72523,03 128076,52 36738,33 15457,667 75036,339 132529,65 31361,348
3 [P07437, Q13885, Q13509]232574,84 167753,49 89943,854 30184,066 245836,39 163473,98 86001,789
3 [P07437, Q13885, Q13509]422889,56 229819,05 139079,5 48334,785 448602,76 216806,07 134789,24
3 [P07437, P68371, Q13885]70664,569 189358,77 54993,907 10606,331 71738,934 198245,43 47574,921
3 [P07437, P68371, Q13885]556535,8 1213665,5 320911,38 83020,278 570889,74 1265052,8 270340,33
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]158186,74 246368,5 69009,986 10936,114 164370,38 253795,04 59371,464
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]136489,58 202216,13 60065,519 8333,243 142047,95 207777,19 52464,434
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]260674,66 442854,69 119786,23 15546,875 270076,61 457848,23 102264,85
4 [P07437, P68371, Q13885, Q13509]116552,53 177057,78 60513,25 17427,031 121210,81 181860,62 54048,46
4 [P07437, P68371, Q13885, Q13509]15843,876 20495,275 6197,9324 2951,8947 16552,566 20927,825 5348,2592
4 [P07437, P68371, Q13885, Q13509]177082,12 244977,52 70715,363 33047,814 184662,13 251039,28 60369,856
3 [P07437, P68371, Q13885]8168,3202 15423,864 4927,4639 1485,8789 8430,4565 15979,744 4335,4669
4 [P07437, P68371, Q13885, Q13509]494240,21 925059,56 261904,6 39573,212 510254,1 959201,91 225860,3
4 [P07437, P68371, Q13885, Q13509]224387,44 506487,63 113417,86 15052,142 229796,02 529093,78 91512,16
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]142060,43 331430,47 88009,635 13514,525 145263,67 346080,8 74610,418
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]12295,527 22303,764 6912,1196 1253,9214 12709,411 23083,525 6078,3207
4 [P07437, P68371, Q13885, Q9BUF5]10040,13 27931,853 4760,2053 1107,8709 10168,739 29375,653 3417,6823
3 [P07437, P68371, Q13885]5451,9918 11537,499 2540,4274 407,56661 5599,7801 12032,186 2035,6746
3 [P07437, P68371, Q13885]5552,5221 11163,377 2405,0858 384,51191 5715,5249 11626,083 1913,2909
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]74820,007 159661,33 43147,626 6331,1586 76824,994 166288,08 36769,329
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]23134,843 46218,926 12852,986 2664,718 23822,135 48031,719 11001,7
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]29211,637 46072,637 12031,622 2959,7036 30340,687 47513,549 10119,5
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]237519,66 267284,03 81602,755 18582,71 248995,17 270928,79 71486,026
3 [P07437, P68371, Q13885]8314,8314 14322,511 3903,2987 1117,2526 8610,5556 14813,975 3312,3032
3 [P07437, P68371, Q13885]11032,725 19651,848 4963,4066 1490,1348 11411,06 20362,826 4122,5363
3 [P07437, P68371, Q13885]3874,5038 6825,2148 1774,7752 509,0701 4009,0258 7067,7663 1487,2243
3 [P07437, P68371, Q13885]56085,149 95496,055 22774,702 6048,4933 58101,47 98836,876 18636,276
1 [Q13885] 8590,6846 15276,835 5859,3127 910,77779 8887,1051 15763,724 5375,9212

3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]122186,62 232096,64 78936,665 11215,546 126081,64 240350,27 70889,882
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]56157,411 116752,67 44219,293 5803,8799 57736,156 121096,17 40516,83
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]25286,983 50557,582 18598,504 2428,8311 26040,305 52394,567 16956,374
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]23515,33 46398,074 16775,4 4271,9403 24228,791 48074,206 15157,331
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]20579,424 46136,738 9904,6325 2559,7447 21081,91 48201,169 7824,103
1 [P07900_CHAIN_0]52087,121 95647,734 34102,119 4399,1726 53818,571 98887,714 30923,444
1 [P07900_CHAIN_0]362915,57 556301,31 190561,29 33594,333 377314,63 571581,8 171192,02
1 [P07900_CHAIN_0]1147963,2 1835194,9 559323,85 100357,65 1191859,6 1890985,1 490279,45
1 [P07900_CHAIN_0]585020,78 1073939 345453,66 65507,049 604450,64 1111523,3 306082,03
1 [P07900_CHAIN_0]161597,61 290722,19 98930,057 17280,053 167094,22 300515,39 88727,743
1 [P07900_CHAIN_0]207661,12 261184,98 85600,218 22695,313 217112,44 266113,41 75951,609
1 [P07900_CHAIN_0]78042,262 118539,88 30294,625 3655,263 81155,182 122084,18 25497,033



2 [P07900_CHAIN_0, P08238]177906,72 256225,45 69682,092 11588,071 185304,13 263164,4 59500,938
2 [P07900_CHAIN_0, P08238]305346,6 575230,88 183330,43 34821,223 315174,07 595926,9 162106,24
2 [P07900_CHAIN_0, P08238]147317,96 241247,19 70157,693 19530,379 152826,87 248920,14 60534,334
1 [P07900_CHAIN_0]349039,97 475552,65 144818,94 57414,37 364141,29 486737,23 125636
1 [P07900_CHAIN_0]69329,271 115823,59 33641,157 10985,706 71873,012 119598,14 28946,249
1 [P07900_CHAIN_0]6911,157 12775,315 3275,7013 705,52902 7138,2762 13252,479 2743,9644
1 [P07900_CHAIN_0]52370,733 72077,305 28954,411 6034,7791 54625,679 73578,722 26719,902
2 [P07900_CHAIN_0, P08238]432118,79 659328,19 185845,85 30368,524 449302,7 678606,54 160108,9
1 [P07900_CHAIN_0]91970,515 134921,42 44427,092 10143,981 95747,159 138434,35 39506,083
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]1510868 2087383,5 782609,22 164114,37 1575716,4 2133044,9 713888,53
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]806877,96 1300636 504243,81 128462,82 837572,89 1337119,4 461429,19
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]503039,57 865610,44 317257,04 76576,656 521001,93 892645,35 287637,54

1 [P11021_CHAIN_0]84207,26 170792,52 53013,494 16131,209 86657,831 177395,49 46339,685
1 [P11021_CHAIN_0]256757,71 677830,88 209996,27 66563,511 260886,91 708979,69 183259,08
1 [P11021_CHAIN_0]377382,69 791711,13 222260,44 60826,577 387790,61 823902,6 190034,33
1 [P11021_CHAIN_0]357840,06 892218,75 268547,03 65064,277 364706,49 932204,44 233726,4
1 [P11021_CHAIN_0]44528,682 82158,797 23992,179 7960,2855 45997,141 85128,104 20658,389
1 [P11021_CHAIN_0]47010,668 88190,047 27427,047 6736,7366 48531,151 91372,784 24058,87
1 [P11021_CHAIN_0]260199,56 565739,38 137446,18 31012,518 266938,75 590035,71 113237,02
1 [P11021_CHAIN_0]20940,12 48588,805 10719,843 2047,465 21416,526 50800,121 8578,7011
1 [P11021_CHAIN_0]68413,998 99574,438 27195,98 8256,093 71236,508 102314,2 23085,761
1 [P11021_CHAIN_0]158498,83 312400,13 85572,333 18714,87 163297,21 324560 72927,98
1 [P11021_CHAIN_0]38434,676 77697,289 22866,107 4943,4241 39557,872 80733,075 19833,753
1 [P11021_CHAIN_0]52913,928 79982,391 29893,296 4331,0765 55038,929 82051,531 27330,039
1 [P11021_CHAIN_0]74425,89 120901,5 37784,232 9736,0357 77231,539 124623,72 33173,855
1 [P11021_CHAIN_0]226236,17 333325,16 87298,018 38688,321 235481,19 342797,09 72760,216
1 [P11021_CHAIN_0]539346,5 738540,75 209591,42 93837,716 562592,78 756581,02 178373,26
1 [P11021_CHAIN_0]1391824,5 1733903 326113,09 169487,74 1455369 1773630,5 241953,92
1 [P11021_CHAIN_0]365127,82 511687,53 126165,4 35860,994 380603,59 525341,87 104262,59
1 [P11021_CHAIN_0]73741,402 133772 53405,522 18015,44 76231,144 138064,04 48904,922
1 [P11021_CHAIN_0]179632,28 244728,88 61768,624 23278,369 187396,2 250896,25 51149,548
1 [P11021_CHAIN_0]109408 214964,17 62651,938 20366,605 112737,06 223189 53929,393
1 [P11021_CHAIN_0]208956,02 327218,28 108661,44 41108,856 217097,22 336609,27 96067,919
1 [P11021_CHAIN_0]430966,28 831573,38 217482,6 44010,721 444387,17 863697,42 183266,38
1 [P11021_CHAIN_0]1439914,7 2864880 783448,31 207976,75 1482934,1 2977308,8 665802,29
1 [P11021_CHAIN_0]871812,15 1752715,3 378269,47 108276,23 897407,2 1825349,8 299041,09
1 [P11021_CHAIN_0]1061626,7 2124330 634284,13 146053,7 1093121 2206352,9 551647,22
1 [P11021_CHAIN_0]475007 642174,88 167109,33 56434,956 495646,57 657962,11 139851,11
1 [P11021_CHAIN_0]14827,013 25509,816 7908,8594 2229,0922 15355,606 26353,093 6922,2482
1 [P11021_CHAIN_0]167111,1 249160,31 79076,409 21812,271 173886,14 255918,4 69615,431
1 [P11021_CHAIN_0]331257,03 498377,78 144801,46 35476,652 344583,02 512518,27 125158,47
1 [P11021_CHAIN_0]1176620,2 2208765,5 662261,56 194336,23 1214628,6 2289333,8 574831,14
1 [P11021_CHAIN_0]205335,1 371218,94 112935,07 33074,589 212272,22 384224,11 98363,916
1 [P11021_CHAIN_0]1341795,1 1811567,9 569077,13 181648,4 1400212,4 1852827,9 499005,58
1 [P11021_CHAIN_0]638218,21 1199664,6 368217,49 97834,234 658806,21 1243200,6 321741,7
1 [P11021_CHAIN_0]23886,48 41927,676 12356,649 3768,1023 24719,946 43365,268 10678,659
1 [P11021_CHAIN_0]108311,21 189518,66 59371,883 19025,739 112105,5 195881,44 51982,241
1 [P11021_CHAIN_0]193071,52 339742,69 108492,92 31270,734 199795,7 351151,28 95530,811
1 [P11021_CHAIN_0]157239,61 315660,13 94976,009 20156,98 161883,02 327856,77 82820,599
1 [P11021_CHAIN_0]514799,01 1192544,5 328450,95 53475,566 526595,49 1244646,5 280973,53
1 [P11021_CHAIN_0]12531,423 32393,219 8947,4309 1536,3606 12746,93 33900,099 7654,1872



1 [P11021_CHAIN_0]618590,87 1453318,9 411853,6 82309,214 632339,82 1517001,3 354166,23
1 [P11021_CHAIN_0]356722,33 929930 300144,97 65831,027 362718,25 971983,07 265530,08
1 [P11021_CHAIN_0]217758,21 446725,06 123659,82 24282,347 223978,07 464636,99 105776,26
1 [P11021_CHAIN_0]44090,732 59971,309 28842,151 14819,337 46007,258 61035,828 26939,985

1 [P07237_CHAIN_0]221984,99 424488,83 131804,88 55252,468 228993,09 440093,53 114585,35
1 [P07237_CHAIN_0]166668,66 348798,41 123933,8 58350,489 171300,11 362118,45 110450,64
1 [P07237_CHAIN_0]148810,27 389425,88 70695,083 25463,128 151244,26 408855,04 51903,217
1 [P07237_CHAIN_0]143200,91 352732,63 89135,788 37675,186 146029,59 368985,13 73498,206
1 [P07237_CHAIN_0]123606,87 248846,97 53512,525 18384,734 127228,29 259177,3 42118,272
1 [P07237_CHAIN_0]82559,21 199396,88 35210,062 13563,496 84264,755 208972,13 25495,607
1 [P07237_CHAIN_0]373733,3 564691,5 192152,25 94823,132 388734,64 579916,97 169777,12
1 [P07237_CHAIN_0]53916,819 72999,305 23197,51 6089,3734 56259,978 74662,746 20447,947
1 [P07237_CHAIN_0]121206,92 232887,23 83906,919 39534,733 125017,24 241111,58 74985,967
1 [P07237_CHAIN_0]34989,826 79256,5 23419,669 9677,5685 35830,918 82619,543 20128,179
1 [P07237_CHAIN_0]132072,2 134782,75 43703,25 20857,507 138749,31 135757,46 38327,251
1 [P07237_CHAIN_0]124001,48 222271,8 64828,165 29377,386 128229,53 230084,26 55469,331
1 [P07237_CHAIN_0]24691,798 50680,445 20926,165 10361,368 25400,935 52491,431 19119,283
1 [P07237_CHAIN_0]30242,794 64534,219 26972,951 14245,153 31059,364 66906,198 24651,152
1 [P07237_CHAIN_0]125326,02 248006,88 58920,847 17854,97 129093,21 257985,07 48033,983
1 [P07237_CHAIN_0]11452,305 23983,145 7204,4989 2725,7114 11769,36 24941,926 6227,8335
1 [P07237_CHAIN_0]8040,2385 17523,939 6160,4101 2931,1498 8248,7948 18216,514 5477,2794
1 [P07237_CHAIN_0]9592,3588 24005,285 8642,9707 4686,6721 9775,4452 25038,044 7692,4984
1 [P07237_CHAIN_0]7156,9302 16033,805 6770,6438 3586,7034 7334,0541 16643,632 6196,7458
1 [P07237_CHAIN_0]74801,746 194156,39 37772,66 13384,621 76060,915 203722,69 28576,177
1 [P07237_CHAIN_0]139839,27 285803 95610,804 42262,481 143866,91 296700,37 84333,034
1 [P07237_CHAIN_0]33983,634 64822,102 20915,285 8751,8821 35060,474 67174,148 18335,145
1 [P07237_CHAIN_0]459275,99 931175,5 293660,41 107928,74 472651,95 967019,01 256781,7
1 [P07237_CHAIN_0]196322,58 392177 121946,46 45067,066 202163,95 407144,91 106297,15
1 [P07237_CHAIN_0]371293,1 714791,44 220759,35 86917,198 382912,21 741264,53 191929,57
1 [P07237_CHAIN_0]163188,57 342464 118426,84 46833,907 167701,1 355674,28 105379,21
1 [P07237_CHAIN_0]140309,14 293708,72 94458,698 34848,08 144200,2 305245,07 82931,574

2 [P14618_CHAIN_0, P14618_ISOFORM_M1]6042,4776 14938,33 4512,9767 1339,5028 6161,151 15604,06 3920,5955
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]423872,56 1385382,8 395604,03 46027,06 424999,02 1456539 342018,36
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]45707,433 98991,984 24022,653 8033,9893 46899,494 103233,42 19672,187
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]1280355,8 2297115,8 605259,74 111204,39 1323926,6 2379985,6 511673,71
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]104360,17 227444,36 64776,885 7519,2285 107057,77 236918,39 56016,372
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]120346,3 321536,63 82881,84 10582,125 122189,58 336942,48 69767,674
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]55066,975 142185,88 30786,241 4572,5678 56011,923 149070,82 24526,536
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]134930,89 300199,38 68759,224 17355,818 138277,36 313427,12 55536,955
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]114404,4 301074,63 77655,881 15196,645 116254,45 315390,36 65154,491
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]63749,121 118176,22 37988,431 11007,685 65841,871 122353,52 33489,217
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]91370,382 152966,92 46006,54 11695,827 94717,026 157912,43 40052,851
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]39908,316 107676,2 25622,46 5771,0589 40495,789 112929,97 20964,053
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]65298,258 161256,58 38859,412 7043,5052 66578,109 168756,4 31998,554
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]334711,19 716993,06 281832,08 209082,97 343678,22 744018,22 252419,58
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]383473,78 728114,25 311653,76 265052,7 395744,77 751971,36 281602,04
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]1490087,7 3036115,3 885783,12 327251,82 1533120,1 3155772,8 760873,66
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]367632,48 693956,94 190906,75 70548,476 379415,43 719958,52 161656,39
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]172346,12 279797,91 87521,714 35158,234 178846,72 288405,59 76313,964
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]59364,867 101892,65 29402,752 6507,3136 61485,063 105322,25 25391,086



2 [P14618_CHAIN_0, P14618_ISOFORM_M1]42972,182 92621,539 27294,787 6383,0572 44105,54 96420,488 23657,745
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]110253,18 212517,91 102467,15 38475,692 113721,45 219206,42 96288,074
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]74676,952 194023,7 47815,763 11984,122 75936,434 203261,5 39488,51
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]54952,279 166349,66 39313,277 10889,748 55375,336 174902,12 32000,289
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]61395,254 163972,84 36252,399 8829,6219 62333,013 172023,55 28936,893
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]272387,88 765603,13 244613,12 58194,58 275783,49 801662,6 215713,78
2 [P14618_CHAIN_0, P14618_ISOFORM_M1]812869,04 946801,19 351361,73 114741,95 851499,3 959517,5 318344,06

1 [P06576_CHAIN_0]52018,099 78117,742 28778,768 7971,201 54117,683 80131,488 26081,085
1 [P06576_CHAIN_0]13060,351 15026,24 3898,4517 1328,6295 13683,894 15272,166 3262,0892
1 [P06576_CHAIN_0]75362,963 105861,45 29439,397 6225,4368 78554,048 108589,21 25225,403
1 [P06576_CHAIN_0]27763,99 42481,051 12142,597 2409,3498 28865,649 43722,762 10478,142
1 [P06576_CHAIN_0]18627,262 25832,557 7773,7238 1530,3106 19423,467 26463,984 6792,3106
1 [P06576_CHAIN_0]107357,28 163163,88 50574,993 12636,224 111643,13 167760,43 44351,176
1 [P06576_CHAIN_0]61746,717 89109,313 27849,267 6848,2568 64312,641 91413,909 24475,119
1 [P06576_CHAIN_0]104404,29 158936,78 57558,266 9242,2198 108572,06 163155,71 52289,156
1 [P06576_CHAIN_0]511388,13 403637,5 143839,89 39528,208 539766,01 398755,25 129926,1
1 [P06576_CHAIN_0]411512,93 459011,53 213879,76 85711,788 431528,66 462662,02 200072,1
1 [P06576_CHAIN_0]211504,93 286334,16 90670,728 29303,155 220697,03 292869,11 79626,631
1 [P06576_CHAIN_0]41089,772 48569,555 18590,113 5793,9623 43027,786 49242,311 16944,591
1 [P06576_CHAIN_0]87428,268 105944,59 39960,872 13688,648 91496,23 107571,51 36276,076
1 [P06576_CHAIN_0]75309,991 117284,1 39407,596 19626,433 78258,242 120609,85 34720,04
1 [P06576_CHAIN_0]510823,75 641974,19 223870,1 90339,693 534092,41 653632,83 199739,04
1 [P06576_CHAIN_0]1015207,9 1256283,6 467556,62 180878,69 1061886,9 1277153 422529,65
1 [P06576_CHAIN_0]3410,6404 5409,4595 1681,3063 330,1912 3541,9937 5571,1464 1478,9473
1 [P06576_CHAIN_0]72495,353 119091,09 40248,302 8333,778 75201,975 122711,04 36001,65
1 [P06576_CHAIN_0]33139,829 50955,879 17490,871 3394,3984 34451,371 52360,958 15705,73
1 [P06576_CHAIN_0]15364,703 23893,715 7824,7687 1796,3784 15966,816 24575,963 6948,5658
1 [P06576_CHAIN_0]39479,544 70570,852 18257,135 4651,7655 40828,364 73118,703 15302,048
1 [P06576_CHAIN_0]33097,662 55695,875 16391,939 5004,9227 34303,62 57519,223 14163,093
1 [P06576_CHAIN_0]153202,87 256758,08 86341,552 30540,325 158814,24 264776,46 76604,698
1 [P06576_CHAIN_0]989150,94 1235823,4 437915,31 145554,27 1034367,5 1257666 393248,03
1 [P06576_CHAIN_0]209542,21 269781,25 97177,007 32134,54 218952,24 274905,19 87527,579
1 [P06576_CHAIN_0]394742,34 499003,59 163642,98 53938,573 412654,79 508546,01 144757,92
1 [P06576_CHAIN_0]415594 512538,81 185489,35 57530,983 434736,63 521130,49 167402,81
1 [P06576_CHAIN_0]196715,52 247085,88 90276,868 27727,463 205681,71 251431,44 81621,115
1 [P06576_CHAIN_0]529306,03 680219,19 229892,05 75819,59 553092,71 693565,88 204581,55
1 [P06576_CHAIN_0]339710,73 427540,25 150779,58 54483,954 355173,1 435279,68 135087,7
1 [P06576_CHAIN_0]541494,13 670858,94 242078,2 77138,155 566370,53 682285,39 218265,73
1 [P06576_CHAIN_0]957434,31 1273672,5 504276,95 71383,488 999588,84 1298398,5 465768,61
1 [P06576_CHAIN_0]1082414,3 1432629 539067,49 145133,29 1130208,2 1461017,6 490719,78
1 [P06576_CHAIN_0]477880,38 808108,19 215490,34 50148,569 495194,33 835432,28 182335,02
1 [P06576_CHAIN_0]735208,58 1217700,3 348962,15 78332,125 762405,94 1257126,1 300837,98

3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]122186,62 232096,64 78936,665 11215,546 126081,64 240350,27 70889,882
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]56157,411 116752,67 44219,293 5803,8799 57736,156 121096,17 40516,83
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]25286,983 50557,582 18598,504 2428,8311 26040,305 52394,567 16956,374
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]23515,33 46398,074 16775,4 4271,9403 24228,791 48074,206 15157,331
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]20579,424 46136,738 9904,6325 2559,7447 21081,91 48201,169 7824,103
1 [P08238] 17662,502 39692,387 15098,42 2449,7332 18095,976 41258,027 13822,327
2 [P08238, P14625_CHAIN_0]121501,82 319108,97 86006,123 12023,741 123482,77 334145,88 73227,335
2 [P08238, P14625_CHAIN_0]261421,42 634655,06 227322,12 68829,014 266826,29 661488,03 204485,63



2 [P08238, P14625_CHAIN_0]110238,87 236913,84 73908,09 14047,616 113163,75 246477,47 65030,093
2 [P08238, P14625_CHAIN_0]402082,34 823289 296096,18 57638,197 413644,48 854043,22 268022,15
2 [P08238, P14625_CHAIN_0]247866,68 487884,34 151983,55 36641,735 255396,41 506260,56 133380,11
2 [P07900_CHAIN_0, P08238]177906,72 256225,45 69682,092 11588,071 185304,13 263164,4 59500,938
2 [P07900_CHAIN_0, P08238]305346,6 575230,88 183330,43 34821,223 315174,07 595926,9 162106,24
2 [P07900_CHAIN_0, P08238]147317,96 241247,19 70157,693 19530,379 152826,87 248920,14 60534,334
1 [P08238] 751272,15 1184362,3 442964,01 155856,63 780406,77 1217065,5 401031,22
1 [P08238] 16041,413 29395,264 7261,7422 2088,3393 16573,884 30493,353 5996,4198
1 [P08238] 10212,06 21465,932 5056,6946 1339,7076 10492,181 22371,384 4118,9339
1 [P08238] 501870,03 829914,13 230619,41 52749,565 520458,94 856967,62 197274,08
1 [P08238] 342335,3 686683,94 283064,91 41310,352 352505,9 710720,08 262829,67
2 [P08238, Q58FF8_CHAIN_0]132455,66 198660,66 49185,353 13259,53 137791,85 204547,49 40713,314
2 [P08238, Q58FF8_CHAIN_0]108206,43 176112,91 62466,597 11872,13 112283,15 181306,87 56442,552
2 [P08238, Q58FF8_CHAIN_0]104732,75 169881,75 56269,022 16129,794 108688,28 174999,61 49938,855
2 [P07900_CHAIN_0, P08238]432118,79 659328,19 185845,85 30368,524 449302,7 678606,54 160108,9
1 [P08238] 91970,515 134921,42 44427,092 10143,981 95747,159 138434,35 39506,083
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]1510868 2087383,5 782609,22 164114,37 1575716,4 2133044,9 713888,53
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]806877,96 1300636 504243,81 128462,82 837572,89 1337119,4 461429,19
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]503039,57 865610,44 317257,04 76576,656 521001,93 892645,35 287637,54

1 [P02452] 27663,304 196596,09 42083,65 12758,875 25466,334 209218,77 33044,163
1 [P02452] 34687,504 88264,289 30565,748 19093,745 35317,815 92138,411 26893,114
1 [P02452] 328804,6 6191885,5 1163027,4 935726,54 220301,26 6629355,9 841581,64
1 [P02452] 41958,679 333558,88 77129,245 49507,944 37875,059 355112,63 61040,363
1 [P02452] 103369,58 1339156,8 240626,15 196924,16 82226,982 1432070,1 170515,6
1 [P02452] 4436,7338 58978,809 9817,2812 2143,5922 3496,7302 63102,127 6948,6997
1 [P02452] 28109,144 134577,97 33311,884 12708,927 27270,976 142489,65 27324,665
1 [P02452] 16319,697 106492,12 21507,685 7394,5071 15225,29 113286,43 16489,475
1 [P02452] 15685,348 96643,633 23352,337 7055,7491 14757,848 102629,72 19090,317
1 [P02452] 20838,318 129098,19 28064,03 8417,5687 19589,065 137203,04 22164,386
1 [P02452] 113417,44 239718,27 65462,124 21173,683 116506,3 249579,44 55438,121
1 [P02452] 5745,9985 30247,859 5451,8783 2020,0522 5514,9784 32128,289 3979,1293
1 [P02452] 15241,53 167242,8 32895,339 8890,712 12771,531 178602,38 25046,842
1 [P02452] 84110,801 110330,56 35836,752 13220,704 87842,15 112653,51 31573,417
1 [P02452] 21885,093 182887,42 38321,275 12533,894 19562,612 194901,94 29812,001
1 [P02452] 88407,874 361199,06 79300,051 22201,881 87088,724 381933,23 62956,478
1 [P02452] 82315,169 163248,16 36916,827 10376,354 84780,718 169887,86 29660,847
1 [P02452] 6233,9985 40324,086 9682,7526 3719,0681 5824,5127 42843,67 7865,7223
1 [P02452] 13918,102 115050,8 23434,487 14239,793 12467,501 122622,49 17753,95
1 [P02452] 10834,14 51688,648 12653,469 6995,9657 10514,863 54729,973 10251,505
1 [P02452] 11542,135 47958,273 12833,684 7492,628 11354,269 50650,034 10651,175
1 [P02452] 83511,767 151556,19 42910,026 18541,939 86318,778 156990,84 36488,328
1 [P02452] 126010,65 286773,56 76619,125 29388,91 129005,92 299241,77 64303,789

1 [P10809_CHAIN_0]107099,09 39282,984 32208,89 6878,5222 114015,6 34568,637 32257,016
1 [P10809_CHAIN_0]86317,844 82781,015 38186,742 13462,137 90802,004 82680,952 35768,926
1 [P10809_CHAIN_0]42435,621 16925,578 16239,89 5639,5292 45149,138 15054,495 16328,4
1 [P10809_CHAIN_0]8794,9637 12548,418 5081,8974 1872,122 9164,2517 12829,195 4660,2648
1 [P10809_CHAIN_0]55449,473 35601,991 23615,469 11252,164 58706,984 34160,353 22939,442
1 [P10809_CHAIN_0]152978,03 94241,369 59603,511 26810,641 162047,03 90124,251 57719,065
1 [P10809_CHAIN_0]73261,992 45013,784 28230,211 13216,356 77607,533 43042,818 27293,624
1 [P10809_CHAIN_0]9357,0449 5160,977 1742,9895 546,09766 9923,4983 4922,2605 1559,6264



1 [P10809_CHAIN_0]13302,201 6771,1237 2792,1297 839,39643 14119,843 6376,269 2588,0061
1 [P10809_CHAIN_0]122158,11 126147,25 36461,322 9455,2264 128299,64 127293,76 31507,601
1 [P10809_CHAIN_0]108572,72 127676,3 37569,091 10884,346 113700,35 129774,52 32530,533
1 [P10809_CHAIN_0]131766,02 110163,79 65586,593 19388,984 138963,96 108476,7 63507,039
1 [P10809_CHAIN_0]185033,45 96698,877 66459,74 29490,084 196370,59 90516,27 64903,091
1 [P10809_CHAIN_0]12807,867 9731,7542 7450,3979 3024,5487 13529,18 9454,9676 7343,8771
1 [P10809_CHAIN_0]33470,977 21918,721 19361,593 8223,0839 35431,395 20917,599 19273,188
1 [P10809_CHAIN_0]24692,854 22653,488 14547,374 5562,349 26000,035 22425,495 14133,002
1 [P10809_CHAIN_0]108766,95 38410,125 28627,191 8528,3311 115820,43 33636,144 28373,617
1 [P10809_CHAIN_0]63060,121 47664,581 31324,527 8302,7043 66613,485 46454,009 30672,051
1 [P10809_CHAIN_0]97738,942 118990,33 47637,141 11230,089 102276,74 120756,34 43896,476
1 [P10809_CHAIN_0]90544,36 130606,73 50279,39 11097,614 94314,396 133675,41 46042,82
1 [P10809_CHAIN_0]248320,84 232918,3 106899,02 38610,171 261331,36 232307,59 100028,65
1 [P10809_CHAIN_0]188768,55 166164,8 75265,894 26750,414 198889,06 165021,79 70335,688
1 [P10809_CHAIN_0]33410,441 22805,889 14308,756 6316,29 35344,178 22043,034 13845,89
1 [P10809_CHAIN_0]133838,47 129540,34 63251,965 17365,773 140768,44 129348,39 59905,055

1 [P04083_CHAIN_0]24782,074 42480,273 8647,2124 2015,0072 25666,007 44024,96 6716,844
1 [P04083_CHAIN_0]9651,6136 17557,893 3991,3495 935,95586 9974,4988 18220,479 3221,4939
1 [P04083_CHAIN_0]227915,01 421738,39 86582,259 19124,56 235381,73 438203,26 67488,823
1 [P04083_CHAIN_0]139351,72 207197,53 55391,913 9623,4944 145006,9 213127,1 47065,334
1 [P04083_CHAIN_0]300013 417229,69 101296,54 16683,931 312796,31 428266,22 83855,9
1 [P04083_CHAIN_0]209263,72 232247,22 48322,879 10126,763 219428,51 235961,58 37994,897
1 [P04083_CHAIN_0]15327,742 15545,664 3539,9905 847,4864 16103,754 15700,361 2867,5814
1 [P04083_CHAIN_0]35925,805 32359,034 7811,5894 2098,9078 37831,932 32410,819 6438,48
1 [P04083_CHAIN_0]23375,848 40418,469 8260,8306 1339,1957 24202,204 41899,928 6451,4541
1 [P04083_CHAIN_0]8257,9006 16746,748 3057,6755 667,27833 8496,8913 17463,3 2272,0168
1 [P04083_CHAIN_0]28747,146 53279,07 10055,023 1452,8845 29686,556 55390,442 7613,9565
1 [P04083_CHAIN_0]9176,0226 17361,719 3410,7565 648,88079 9468,3797 18057,626 2618,1672
1 [P04083_CHAIN_0]43963,127 77503,609 18810,743 4269,1234 45487,392 80303,239 15503,526
1 [P04083_CHAIN_0]27502,159 63757,188 15517,86 3445,8334 28130,027 66610,356 12791,356
1 [P04083_CHAIN_0]8162,7226 18363,484 4328,5169 1489,8267 8360,921 19174,564 3510,8694
1 [P04083_CHAIN_0]11103,818 26803,342 5912,6095 1243,1771 11334,28 28051,724 4725,8768
1 [P04083_CHAIN_0]6117,1335 12080,381 2915,254 768,1616 6301,5673 12564,132 2392,961
1 [P04083_CHAIN_0]65931,294 80770,227 20172,747 3526,9572 68973,823 82388,665 16839,607
1 [P04083_CHAIN_0]274775,5 292644,22 98841,44 26736,243 288409,65 295391,32 88267,28
1 [P04083_CHAIN_0]52680,098 57555,563 19062,011 5466,1144 55262,974 58194,78 16941,358
1 [P04083_CHAIN_0]64508,34 68735,984 19984,598 5023,6644 67706,422 69487,631 17297,382
1 [P04083_CHAIN_0]241079,53 272200,13 82284,042 19404,041 252707,13 275990,08 71894,05
1 [P04083_CHAIN_0]64768,085 84916,391 25870,203 8843,9148 67641,137 86757,42 22509,863
1 [P04083_CHAIN_0]31253,112 59581,125 21952,421 6798,8926 32245,888 61653,22 19852,211
1 [P04083_CHAIN_0]107103,05 92515,112 50951,197 8607,9657 112888,43 91456,663 49201,57
1 [P04083_CHAIN_0]81815,937 114345,34 23419,281 4788,074 85287,234 117536,57 18283,367
1 [P04083_CHAIN_0]96472,233 118438,45 29276,974 7254,174 100918,52 120835,14 24275,065
1 [P04083_CHAIN_0]15139,488 25114,391 4609,1757 864,63883 15697,035 26012,761 3442,5925
1 [P04083_CHAIN_0]16442,77 26023,355 5366,6017 1239,3902 17075,461 26887,087 4191,1494
1 [P04083_CHAIN_0]63517,408 102738,65 39921,684 12880,911 65926,272 105632,08 36428,759
1 [P04083_CHAIN_0]870707,97 1330843 329141,82 66276,203 905254,15 1371344,1 273307,9
1 [P04083_CHAIN_0]263302,37 403167,84 104019,81 24041,607 273736,54 415328,53 87277,427
1 [P04083_CHAIN_0]1209774 1839842,8 451622,36 90237,628 1257968 1895558,9 374230,78
1 [P04083_CHAIN_0]442,9877 554,14646
1 [P04083_CHAIN_0]164321,93 291892,75 82729,085 16065,616 169979,83 302131,12 71220,122



1 [P04083_CHAIN_0]33439,039 13600,395 10207,827 4007,4955 35569,956 12230,89 10073,995
1 [P04083_CHAIN_0]726357 392010,55 224923,79 94125,196 770571,64 369895,82 216127,39
1 [P04083_CHAIN_0]554941,75 265114,65 161529,35 55466,375 589454,08 245795,83 156774,13
1 [P04083_CHAIN_0]134394,31 137867,36 58016,481 19953,498 141182,19 138477,17 53637,814
1 [P04083_CHAIN_0]286501,46 572469,31 158162,27 34092,994 295010,17 594959,46 135102,63
1 [P04083_CHAIN_0]1811457,2 2300919 749085,41 249073,76 1893419 2345651,4 661541,25

1 [P22626] 245656,14 422677,72 171551,35 61300,828 254439,37 435343,48 157383,7
1 [P22626] 1458917,2 1764251 596718,29 184336,86 1526832,7 1793370,1 531760,46
1 [P22626] 939814,96 1161373 341147,86 108616,95 983003,25 1183522,3 294787,25
1 [P22626] 114891,89 121687,83 56376,002 20730,41 120616,91 122296,72 52783,622
1 [P22626] 37440,129 47139,113 10517,264 2991,0831 39139,934 48190,7 8430,1211
1 [P22626] 194615,81 313345,59 74059,398 19867,229 201996,49 323655,39 60440,802
1 [P22626] 140452,86 231436,03 79264,84 33679,754 145682,22 238468,14 70340,993
1 [P22626] 8511,4739 13692,922 7462,3674 3028,4075 8837,2191 14006,5 7111,1317
1 [P22626] 44546,002 77440,016 41625,823 15390,789 46128,415 79460,362 39663,199
1 [P22626] 17934,668 26753,146 11621,431 4390,1967 18663,514 27378,298 10766,918
1 [P22626] 20627,663 32695,413 14816,605 5529,1867 21425,527 33521,716 13812,368
1 [P22626] 7760,0266 13980,213 7046,3027 2372,9853 8025,0308 14377,981 6671,7277
1 [P22626] 10578,368 15308,933 7404,546 2703,4561 11018,73 15622,159 6967,9324
1 [P22626] 72396,916 128311,24 47079,262 17123,625 74902,728 132456,38 42440,796
1 [P22626] 39412,781 70733,141 30045,69 12265,887 40760,857 72917,792 27692,492
1 [P22626] 136675,34 169235,06 79598,163 37440,965 142968,08 171516,11 74293,492
1 [P22626] 245429,07 267687,19 123775,05 48896,636 257494,55 269500,37 115701,07
1 [P22626] 222514,13 351880,66 166955,73 69568,628 231142,79 360500,39 156312,17
1 [P22626] 437847,86 470052,44 214910,14 102238,14 459530,13 472880,85 199841,5
1 [P22626] 220818,54 453694,84 223134,05 101095,74 227173,63 468762,58 209454,03
1 [P22626] 6543,3848 15077,273 3173,7861 1745,0342 6694,407 15765,737 2449,4138
1 [P22626] 49360,739 75961,047 41477,917 15148,684 51322,77 77561,179 39610,119
1 [P22626] 74301,986 116214,8 58124,739 21079,71 77212,422 118912,73 54930,5
1 [P22626] 180234,77 338073,09 126286,63 26926,459 186078,64 349587,48 115013,88
1 [P22626] 123755,6 236815,53 79053,753 19330,686 127662,69 245345,17 70383,25

4 [Q71U36, P68363, P68366, Q9NY65]44104,15 98462,547 23700,33 4677,5723 45191,528 102773,37 19498,668
4 [Q71U36, P68363, P68366, Q9NY65]24738,721 44769,582 12803,323 3067,5145 25573,019 46365,894 11020,576
3 [Q71U36, P68363, Q9BQE3]93408,696 130479,02 41903,683 18841,757 97383,037 133628,28 36676,862
3 [Q71U36, P68363, Q9BQE3]78872,53 143924,84 52750,12 16674,679 81514,565 148724,31 47648,543
3 [Q71U36, P68363, Q9BQE3]100510,57 235033,67 72198,332 15179,757 102771,7 245121,69 63235,115
3 [Q71U36, P68363, Q9BQE3]79089,781 206720,44 64780,117 13988,864 80406,344 216144,75 56958,057
3 [Q71U36, P68363, Q9BQE3]40701,653 105593,66 34397,786 8708,6298 41396,838 110346,35 30439,562
3 [Q71U36, P68363, Q9BQE3]84027,475 207729,73 36586,009 8275,4078 85661,034 217833,14 26707,7
3 [Q71U36, P68363, Q9BQE3]37637,952 87655,938 21026,82 5694,1814 38488,456 91599,791 17212,262
3 [Q71U36, P68363, Q9BQE3]36476,236 90930,07 19842,52 2667,3655 37171,705 95247,829 15864,495
4 [Q71U36, P68363, Q9BQE3, P68366]20662,967 32072,461 8148,1932 1302,1364 21472,484 33061,85 6832,141
4 [Q71U36, P68363, Q9BQE3, P68366]19576,468 29485,15 7823,9683 1454,2181 20362,837 30347,036 6630,3759
4 [Q71U36, P68363, Q9BQE3, P68366]250864,98 383934,34 97417,538 15899,247 260809,29 395558,66 81644,965
4 [Q71U36, P68363, Q9BQE3, P68366]223075,4 339203,44 89257,316 13745,313 231967,1 349278,46 75591,765
4 [Q71U36, P68363, Q9BQE3, P68366]78931,167 121357,69 33808,343 5585,1831 82050,05 124957,6 29038,66
1 [Q71U36] 5135,0009 14079,153 4791,9166 537,80646 5206,734 14724,629 4307,0205
1 [Q71U36] 5541,7574 10774,008 4991,4509 2444,4031 5714,0049 11122,831 4640,6101
1 [Q71U36] 123,2888 60,484968
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]157228,19 346137,75 89010,857 16492,117 161212,24 360968,57 74695,338



5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1511366 3237278,3 813316,75 126506,97 1551569 3373997,4 679155,24
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]46717,622 93865,258 25005,94 3251,8862 48093,47 97598,887 21251,484
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]254242,43 528366,75 145953,13 27632,215 261359,44 549772,75 124819,07
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344
3 [Q71U36, P68363, Q9BQE3]28615,612 44211,766 14647,633 8582,6593 29743,225 45458,013 12813,287
3 [Q71U36, P68363, Q9BQE3]266313,72 346343,59 140301,83 56597,102 278209,42 352592,69 128488,32
3 [Q71U36, P68363, Q9BQE3]331530,15 520180,83 196964,51 101276,43 344440,85 534373,61 177326,19
3 [Q71U36, P68363, Q9BQE3]77518,426 126130,14 42418,468 14823,129 80438,208 129925,13 37646,56
3 [Q71U36, Q9BQE3, Q9NY65]76678,043 120474,43 29483,111 3773,184 79650,295 124286,84 24496,846
3 [Q71U36, Q9BQE3, Q9NY65]95541,57 95473,949 14408,103 2475,3147 100404,35 96571,598 9813,3701
3 [Q71U36, Q9BQE3, Q9NY65]29388,169 67618,367 20375,161 3531,3067 30072,519 70503,288 17801,602
3 [Q71U36, Q9BQE3, Q9NY65]11530,401 17346,255 4270,0597 1809,0736 11993,781 17863,442 3500,2125
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]95126,339 198042,02 56250,081 7725,736 97782,754 206025,52 48565,027
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]43715,218 93434,344 24171,424 3758,989 44882,81 97351,754 20350,366
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]112431,9 216602,83 60210,308 9390,427 115942,75 224843,15 51671,628
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1571097,1 3085342 839422,9 148652,08 1618897,1 3205249 715657,13
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]204764,31 180094,33 88541,945 44671,923 215750,04 178622,18 83078,063
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]103957,55 203355,98 57830,406 19683,077 107138,98 211154,24 49446,863
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]709104,75 532368,68 276194,22 161144,87 749090,31 520945,96 260087,22
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]118519,67 217848,3 57263,412 17610,74 122441,77 225898,11 48068,441
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]290521,56 225207,33 112651,33 66531,544 306750,99 221112,14 105561,02
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]225912,52 480820,75 131700,83 21669,806 231994,44 500683,04 112521,6
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]284046,22 460863,66 150192,84 31168,059 294769,82 474829,49 133367,01

1 [Q08211] 23447,497 39012,789 14671,462 3081,9751 24313,351 40169,702 13383,272
1 [Q08211] 37976,634 64236,176 23511,263 4985,4789 39356,308 66202,144 21341,647
1 [Q08211] 44956,449 74761,422 19878,232 6999,5134 46612,08 77244,191 16705,557
1 [Q08211] 24288,037 40965,77 12183,466 4520,4499 25171,07 42306,537 10517,929
1 [Q08211] 37763,931 62430,613 17342,936 5392,1709 39163,043 64465,537 14772,677
1 [Q08211] 39556,156 73481,164 23806,128 2681,8182 40851,58 76076,937 21202,736
1 [Q08211] 57534,914 56029,1 19725,28 5435,8582 60501,846 56215,502 17757,939
1 [Q08211] 204876,74 287732,97 95292,133 23247,471 213562,81 294650,81 84783,906
1 [Q08211] 51226,183 60081,68 19113,539 7314,776 53649,75 61014,497 16762,511
1 [Q08211] 26218,545 32107,433 9712,1739 1628,9383 27429,798 32695,332 8512,4644
1 [Q08211] 211899,07 358864,22 126162,16 19937,545 219584,53 370030,49 113968,61
1 [Q08211] 163540,74 258441,16 75015,955 20238,944 169855,78 266301,08 64732,933
1 [Q08211] 70606,741 122592,44 44336,293 5551,032 73104,314 126479,94 40321,376
1 [Q08211] 41049,258 65102,711 24966,717 3059,4389 42633,311 66894,883 22948,19
1 [Q08211] 124563,45 166578,72 61916,927 15752,294 130026,67 169986,47 56281,063
1 [Q08211] 35041,562 46116,266 12200,927 3296,1 36591,088 47184,122 10293,365
1 [Q08211] 319954,85 450131,54 158415,52 23510,648 333509,3 460683,73 143275,04
1 [Q08211] 181322,45 266337,51 86346,881 11394,022 188760,22 273328,68 76896,706
1 [Q08211] 30480,212 52790,707 15911,682 5410,8833 31559,114 54563,667 13798,963
1 [Q08211] 40578,748 51770,336 15720,303 3431,1353 42409,235 52824,475 13753,599
1 [Q08211] 96695,904 119015,64 37053,003 5167,7467 101150,98 121191,82 32726,675

4 [Q71U36, P68363, P68366, Q9NY65]44104,15 98462,547 23700,33 4677,5723 45191,528 102773,37 19498,668
4 [Q71U36, P68363, P68366, Q9NY65]24738,721 44769,582 12803,323 3067,5145 25573,019 46365,894 11020,576
3 [Q71U36, P68363, Q9BQE3]93408,696 130479,02 41903,683 18841,757 97383,037 133628,28 36676,862
3 [Q71U36, P68363, Q9BQE3]78872,53 143924,84 52750,12 16674,679 81514,565 148724,31 47648,543



3 [Q71U36, P68363, Q9BQE3]100510,57 235033,67 72198,332 15179,757 102771,7 245121,69 63235,115
3 [Q71U36, P68363, Q9BQE3]79089,781 206720,44 64780,117 13988,864 80406,344 216144,75 56958,057
3 [Q71U36, P68363, Q9BQE3]40701,653 105593,66 34397,786 8708,6298 41396,838 110346,35 30439,562
3 [Q71U36, P68363, Q9BQE3]84027,475 207729,73 36586,009 8275,4078 85661,034 217833,14 26707,7
3 [Q71U36, P68363, Q9BQE3]37637,952 87655,938 21026,82 5694,1814 38488,456 91599,791 17212,262
3 [Q71U36, P68363, Q9BQE3]36476,236 90930,07 19842,52 2667,3655 37171,705 95247,829 15864,495
4 [Q71U36, P68363, Q9BQE3, P68366]20662,967 32072,461 8148,1932 1302,1364 21472,484 33061,85 6832,141
4 [Q71U36, P68363, Q9BQE3, P68366]19576,468 29485,15 7823,9683 1454,2181 20362,837 30347,036 6630,3759
4 [Q71U36, P68363, Q9BQE3, P68366]250864,98 383934,34 97417,538 15899,247 260809,29 395558,66 81644,965
4 [Q71U36, P68363, Q9BQE3, P68366]223075,4 339203,44 89257,316 13745,313 231967,1 349278,46 75591,765
4 [Q71U36, P68363, Q9BQE3, P68366]78931,167 121357,69 33808,343 5585,1831 82050,05 124957,6 29038,66
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]4815,985 9767,1973 3636,2349 502,92132 4956,5462 10125,096 3320,887
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]21966,947 41645,738 15138,724 1972,3411 22669,553 43092,386 13774,41
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]157228,19 346137,75 89010,857 16492,117 161212,24 360968,57 74695,338
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1511366 3237278,3 813316,75 126506,97 1551569 3373997,4 679155,24
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]46717,622 93865,258 25005,94 3251,8862 48093,47 97598,887 21251,484
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]254242,43 528366,75 145953,13 27632,215 261359,44 549772,75 124819,07
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344
2 [P68363, P68366]303022,48 557981,81 156935,78 27016,978 313035,54 578298,17 134982,54
2 [P68363, P68366]33410,105 55395,832 20039,993 6174,1394 34647,434 57057,271 18070,245
2 [P68363, P68366]7991,351 15710,048 4629,5537 742,39716 8234,3619 16309,609 4028,3141
2 [P68363, P68366]39913,826 81872,594 23773,221 3812,8668 41054,812 85118,962 20611,653
2 [P68363, P68366]58600,276 94037,047 29273,214 8539,29 60833,875 96890,812 25637,383
2 [P68363, P68366]299707,77 595298,75 167750 29860,644 308686,64 618464,86 144276,08
2 [P68363, P68366]62478,844 123090,77 36858,269 6581,0272 64373,515 127778,2 32160,963
2 [P68363, P68366]12965,462 25309,646 7607,8219 1290,2327 13363,638 26264,953 6647,1755
3 [Q71U36, P68363, Q9BQE3]28615,612 44211,766 14647,633 8582,6593 29743,225 45458,013 12813,287
3 [Q71U36, P68363, Q9BQE3]266313,72 346343,59 140301,83 56597,102 278209,42 352592,69 128488,32
3 [Q71U36, P68363, Q9BQE3]331530,15 520180,83 196964,51 101276,43 344440,85 534373,61 177326,19
3 [Q71U36, P68363, Q9BQE3]77518,426 126130,14 42418,468 14823,129 80438,208 129925,13 37646,56
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]95126,339 198042,02 56250,081 7725,736 97782,754 206025,52 48565,027
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]43715,218 93434,344 24171,424 3758,989 44882,81 97351,754 20350,366
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]112431,9 216602,83 60210,308 9390,427 115942,75 224843,15 51671,628
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1571097,1 3085342 839422,9 148652,08 1618897,1 3205249 715657,13
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]204764,31 180094,33 88541,945 44671,923 215750,04 178622,18 83078,063
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]103957,55 203355,98 57830,406 19683,077 107138,98 211154,24 49446,863
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]709104,75 532368,68 276194,22 161144,87 749090,31 520945,96 260087,22
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]118519,67 217848,3 57263,412 17610,74 122441,77 225898,11 48068,441
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]290521,56 225207,33 112651,33 66531,544 306750,99 221112,14 105561,02
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]225912,52 480820,75 131700,83 21669,806 231994,44 500683,04 112521,6
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]284046,22 460863,66 150192,84 31168,059 294769,82 474829,49 133367,01

1 [Q99715_ISOFORM_4]8823,9781 70065,641 9778,7248 2808,9148 7962,835 74798,982 6214,3334
1 [Q99715_ISOFORM_4]8992,5281 53326,203 8396,2132 3043,4757 8502,2602 56753,046 5723,6011
1 [Q99715_ISOFORM_4]6115,9778 55348,18 6599,2564 2378,8225 5373,2423 59178,181 3685,7168
1 [Q99715_ISOFORM_4]2680,197 33924,91 3997,5491 1443,3602 2147,7 36342,011 2207,0873
1 [Q99715_ISOFORM_4]13354,222 69068,281 8160,6021 2302,4414 12840,845 73485,687 4555,6686
1 [Q99715_ISOFORM_4]126551,28 283669,53 78838,381 19393,057 129653,76 295780,64 67319,562
1 [Q99715_ISOFORM_4]36522,363 186697,61 30935,478 9214,7246 35171,066 198324,14 21770,575
1 [Q99715_ISOFORM_4]9885,6692 23209,288 5860,5664 2181,4024 10105,268 24249,267 4844,7686



1 [Q99715_ISOFORM_4]551655,75 452356,73 122528,14 55176,982 581883,25 449507,01 103351,24
1 [Q99715_ISOFORM_4]14266,556 38948,988 8199,7543 2147,2366 14466,141 40894,815 6426,6703
1 [Q99715_ISOFORM_4]33996,73 109555,33 20802,066 6593,4258 34113,52 115492,34 15601,83
1 [Q99715_ISOFORM_4]17236,023 119824,06 11603,404 2888,0515 15915,08 127947,82 5185,0028
1 [Q99715_ISOFORM_4]5931,0436 37503,352 3573,8835 1021,9802 5556,3313 40013,734 1556,0595
1 [Q99715_ISOFORM_4]458047,16 50637,721 45729,544 4084,9893 490090,14 24052,427 46783,902

1 [P09651_ISOFORM_2]91728,828 196955,03 100794,35 34326,537 94191,668 203629,73 95575,543
1 [P09651_ISOFORM_2]88427,665 168329,03 55915,269 19867,205 91238,002 174372,8 49466,616
1 [P09651_ISOFORM_2]158860,02 244834,11 90172,574 26362,133 165138,84 251412,31 81650,244
1 [P09651_ISOFORM_2]73228,216 94600,609 53535,277 17984,934 76522,413 95783,942 51413,579
1 [P09651_ISOFORM_2]18482,745 55013,504 11510,28 3065,5782 18644,06 57870,399 8996,4296
1 [P09651_ISOFORM_2]176596,72 274453,41 96006,763 31546,188 183524,79 282086,66 85960,583
1 [P09651_ISOFORM_2]119335,78 180324,36 69879,713 23851,479 124131,03 184909,43 63691,303
1 [P09651_ISOFORM_2]79918,547 217284,55 67132,363 26711,954 81069,531 227428,67 58311,714
1 [P09651_ISOFORM_2]136675,34 169235,06 79598,163 37440,965 142968,08 171516,11 74293,492
1 [P09651_ISOFORM_2]245429,07 267687,19 123775,05 48896,636 257494,55 269500,37 115701,07
1 [P09651_ISOFORM_2]222514,13 351880,66 166955,73 69568,628 231142,79 360500,39 156312,17
1 [P09651_ISOFORM_2]437847,86 470052,44 214910,14 102238,14 459530,13 472880,85 199841,5
2 [P09651_ISOFORM_2, P51991_ISOFORM_2]7760,0266 13980,213 7046,3027 2372,9853 8025,0308 14377,981 6671,7277
2 [P09651_ISOFORM_2, P51991_ISOFORM_2]10578,368 15308,933 7404,546 2703,4561 11018,73 15622,159 6967,9324
1 [P09651_ISOFORM_2]19727,627 36744,047 19473,003 7716,0929 20376,471 37801,443 18499,802
1 [P09651_ISOFORM_2]63995,382 125263,77 65222,286 24414,84 65971,176 129113,2 61888,74
1 [P09651_ISOFORM_2]158652,06 234107,63 90191,361 27915,077 165146,29 239839,73 82251,688
1 [P09651_ISOFORM_2]36918,421 69109,406 20575,635 6179,3764 38115,041 71628,438 17824,315
1 [P09651_ISOFORM_2]75133,41 151774,33 51676,056 18225,605 77335,915 157475,62 45942,154
1 [P09651_ISOFORM_2]59816,158 103863,05 39873,15 18330,702 61933,339 107084,9 36068,127
1 [P09651_ISOFORM_2]56747,117 101579,34 38645,219 17032,864 58690,781 104853,2 34931,973

2 [P06733_CHAIN_0, P13929_ISOFORM_3]75178,424 261372,14 70051,931 18306,255 75041,712 275252,46 59154,845
2 [P06733_CHAIN_0, P13929_ISOFORM_3]25290,058 51307,195 16839,322 6793,9628 26026,347 53261,984 14823,311
2 [P06733_CHAIN_0, P13929_ISOFORM_3]6035,3187 16362,644 4812,7532 789,08505 6123,0741 17133,064 4181,9083
2 [P06733_CHAIN_0, P13929_ISOFORM_3]6702,5573 17321,297 5708,5808 1087,5093 6818,5143 18097,046 5079,2982
2 [P06733_CHAIN_0, P13929_ISOFORM_3]35539,015 83739,141 25306,876 4598,7694 36324,74 87363,96 22114,738
1 [P06733_CHAIN_0]10155,895 22334,988 6194,5859 1192,5111 10414,023 23276,703 5301,311
1 [P06733_CHAIN_0]44184,225 102722,46 20773,898 4435,7322 45183,996 107464,15 16091,865
1 [P06733_CHAIN_0]180559,49 384421,75 127911,75 56123,281 185432,12 399581,09 112707,98
1 [P06733_CHAIN_0]67521,637 135341,09 50180,046 19805,386 69526,108 140259,68 45241,395
1 [P06733_CHAIN_0]41777,29 120507,25 28059,293 3883,9555 42225,777 126590,26 22903,601
1 [P06733_CHAIN_0]84068,658 226142,84 54355,601 8388,4972 85321,108 237142,37 44776,579
1 [P06733_CHAIN_0]36771,035 77609,359 23863,611 6641,8944 37776,531 80712,047 20840,533
2 [P06733_CHAIN_0, P13929_ISOFORM_3]28947,497 81614,75 21065,29 3561,7432 29299,784 85626,305 17698,741
1 [P06733_CHAIN_0]153888,44 417639,56 127164,56 26092,161 156119,74 437174,86 111150,85
1 [P06733_CHAIN_0]128103,17 194267,28 71337,155 20049,204 133233,45 199362,81 64598,443
1 [P06733_CHAIN_0]36394,219 106686,64 30287,085 3950,8293 36752,015 111933,28 26134,084
1 [P06733_CHAIN_0]243199,16 556216,5 161671,07 30644,574 248929,98 580047,15 139961,58
1 [P06733_CHAIN_0]213512,71 434841,69 132372,46 28155,145 219686,64 451790,61 115729,13
1 [P06733_CHAIN_0]212496,42 415121,09 102411,74 20265,803 219001,25 431524,72 84909,881
1 [P06733_CHAIN_0]51093,559 88278,008 25082,262 7329,2595 52905,693 91284 21501,951
1 [P06733_CHAIN_0]167307,55 421930,44 120885,18 21146,627 170412,38 441157,58 104343,45
1 [P06733_CHAIN_0]51843,174 133172,94 40703,833 6568,4501 52755,146 139220,26 35689,325
1 [P06733_CHAIN_0]304859,8 661959,25 178501,79 46249,926 312785,88 689791,15 151156,05



1 [P06733_CHAIN_0]240313,95 505501,69 93157,921 14200,053 246881,61 527671,48 69755,165
1 [P06733_CHAIN_0]162420,3 354611,25 82079,238 28847,544 166593,02 370017,51 66173,078

1 [P04406_CHAIN_0]76317,98 177458,89 45829,555 5236,443 78050,636 185328,49 38638,592
1 [P04406_CHAIN_0]82645,959 112824,91 34260,929 9388,9096 86216,868 115491,12 29884,332
1 [P04406_CHAIN_0]223856,95 579504,25 143007,49 18234,52 227677,76 607033,55 118909,75
1 [P04406_CHAIN_0]26900,589 84234,195 26754,612 4957,0614 27052,345 88401,741 23620,402
1 [P04406_CHAIN_0]123516,81 334377,16 115795,91 23154,104 125334,54 349545,45 103992,79
1 [P04406_CHAIN_0]54448,598 164604,25 51004,949 8841,6011 54880,296 172669,59 44817,562
1 [P04406_CHAIN_0]128222,03 153488,48 49614,955 10472,818 134222,93 156012,55 44022,126
1 [P04406_CHAIN_0]28350,107 80704,859 23412,15 4837,2939 28680,276 84605,782 20231,922
1 [P04406_CHAIN_0]85400,785 111138,05 34841,223 14107,613 89207,364 113476 30413,239
1 [P04406_CHAIN_0]127960,52 225604,91 89300,783 17507,363 132418,91 232636,49 82209,779
1 [P04406_CHAIN_0]226359,85 368969,63 142941,29 26426,113 234884,04 379482,19 131215,57
1 [P04406_CHAIN_0]82710,635 112858,11 41597,97 10804,99 86290,228 115285,36 37743,542
1 [P04406_CHAIN_0]22404,501 74073,797 23824,363 7015,6586 22447,705 77809,26 20975,548
1 [P04406_CHAIN_0]42247,747 74417,305 22381,006 6589,387 43716,637 76963,741 19442,619
1 [P04406_CHAIN_0]27168,195 79684,211 15493,664 2750,9772 27429,781 83834,838 11831,921
1 [P04406_CHAIN_0]41888,269 131458,53 40946,487 5979,5013 42117,826 137994,29 36066,363
1 [P04406_CHAIN_0]20926,265 50398,438 15493,052 1884,3125 21365,874 52600,819 13630,218
1 [P04406_CHAIN_0]36061,42 116269,33 36404,778 5905,6996 36193,251 122106,74 32075,623
1 [P04406_CHAIN_0]93528,543 162003,14 46536,363 14214,409 96837,368 167518,32 39973,09
1 [P04406_CHAIN_0]55378,972 84450,922 27287,721 6493,1628 57584,432 86805,934 24156,748
1 [P04406_CHAIN_0]82241,601 135544,84 42514,604 16347,614 85300,523 139790,38 37122,128
1 [P04406_CHAIN_0]146126,67 452535,66 138584,38 18217,863 147054,82 474987,98 121700,63
1 [P04406_CHAIN_0]171952,6 507404,34 155938,05 23072,442 173579,61 532045,49 136948,41
1 [P04406_CHAIN_0]602614,68 2059282,5 603401,71 77467,302 602315,64 2166302,9 524546,22
1 [P04406_CHAIN_0]77919,275 238953,75 75884,562 10295,419 78466,007 250673,36 67157,236
1 [P04406_CHAIN_0]160148,01 405652,34 103568,97 14471,648 163073,99 424591,4 86908,039
1 [P04406_CHAIN_0]86424,394 243252,56 69054,385 11986,531 87489,003 254996,76 59461,484
1 [P04406_CHAIN_0]97474,845 283528,13 78614,388 9835,6518 98479,023 297484,11 67457,547
1 [P04406_CHAIN_0]406908,2 913575,25 281250,89 58966,844 416870,03 951734,56 246484,45
1 [P04406_CHAIN_0]3516,1451 10226,887 2653,371 1032,9339 3552,2613 10736,321 2207,1582
1 [P04406_CHAIN_0]37691,138 53098,652 13052,04 5435,6457 39282,686 54529,918 10701,715
1 [P04406_CHAIN_0]10839,073 17497,973 5608,6653 1378,9267 11250,099 18027,841 4953,9856
1 [P04406_CHAIN_0]163500,89 320927,59 78952,554 20946,586 168473,29 333667,04 65175,533
1 [P04406_CHAIN_0]1511399 4283664 1177568,1 220753,42 1529360,9 4492398,2 1005137,2
1 [P04406_CHAIN_0]465814,89 1270666 404176,86 94138,982 472441,95 1329697,3 356193,64
1 [P04406_CHAIN_0]25429,612 65079,078 18781,399 3455,6025 25881,413 68064,276 16231,929
1 [P04406_CHAIN_0]30880,628 79000,75 21117,77 3432,2837 31428,801 82678,162 17921,729
1 [P04406_CHAIN_0]172659,4 269652,81 78691,633 11236,867 179394,98 277709,08 68425,092
1 [P04406_CHAIN_0]149981,56 187185,92 54894,859 8350,0152 156834,48 190851,94 47808,248
1 [P04406_CHAIN_0]99709,935 161587,3 43726,833 18929,616 103472,57 166767,75 36769,958
1 [P04406_CHAIN_0]408042,15 594274,06 157865,8 59338,259 424865,43 610788,25 132546,6
1 [P04406_CHAIN_0]524439,78 566623,94 219814,76 71590,617 550308,51 571508,5 200743,09
1 [P04406_CHAIN_0]40524,668 67798 21981,155 5279,3395 42010,979 69936,677 19465,1
1 [P04406_CHAIN_0]731975,63 2092272,1 698263,98 379900,15 740376,19 2190690,2 612118,1

2 [P35579, P35580]217969,12 907147,38 127837,48 17482,544 214316,42 961783,34 82747,574
2 [P35579, P35580]51367,56 151580,45 32180,589 20374,203 51844,188 159411,52 24777,449
2 [P35579, P35580]42137,501 154893,87 23907,736 3661,8909 41870,671 163842,42 16352,31
1 [P35580] 209041,36 179245,71 55841,124 35655,875 220333,36 178491,28 48215,387



4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]29623,641 107651,21 22440,925 5349,4235 29466,369 113660,73 17534,001
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]137316,58 273428,63 90231,125 33820,793 141424,3 283668,09 79632,887
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]208584,84 197051,83 60282,73 49456,609 219464,15 197611,54 51338,963
2 [P35580, P35749]52654,342 133701,67 32801,122 11553,117 53608,461 139996,93 26910,529
1 [P35580] 310263,13 246463,61 76528,321 47082,181 327439,38 243980,67 66138,689
1 [P35580] 107148,37 96270,988 26207,309 14276,683 112840,36 96313,691 22012,775
2 [P35579, P35580]98803,992 324978,63 58399,147 10012,31 99000,774 342824,95 43118,568
2 [P35579, P35580]696576,78 2709059,8 490387,29 67968,676 689037,06 2865798,9 363780,45
1 [P35580] 115734,54 102654,64 45928,852 23042,234 121922,57 102024,67 42555,324
1 [P35580] 165262,25 139140,69 39772,861 21764,437 174241,72 138479,13 33827,54
1 [P35580] 33331,63 94238,453 17603,279 2967,36 33727,337 99094,004 13229,305

3 [Q71U36, P68363, Q9BQE3]93408,696 130479,02 41903,683 18841,757 97383,037 133628,28 36676,862
3 [Q71U36, P68363, Q9BQE3]78872,53 143924,84 52750,12 16674,679 81514,565 148724,31 47648,543
3 [Q71U36, P68363, Q9BQE3]100510,57 235033,67 72198,332 15179,757 102771,7 245121,69 63235,115
3 [Q71U36, P68363, Q9BQE3]79089,781 206720,44 64780,117 13988,864 80406,344 216144,75 56958,057
3 [Q71U36, P68363, Q9BQE3]40701,653 105593,66 34397,786 8708,6298 41396,838 110346,35 30439,562
3 [Q71U36, P68363, Q9BQE3]84027,475 207729,73 36586,009 8275,4078 85661,034 217833,14 26707,7
3 [Q71U36, P68363, Q9BQE3]37637,952 87655,938 21026,82 5694,1814 38488,456 91599,791 17212,262
3 [Q71U36, P68363, Q9BQE3]36476,236 90930,07 19842,52 2667,3655 37171,705 95247,829 15864,495
4 [Q71U36, P68363, Q9BQE3, P68366]20662,967 32072,461 8148,1932 1302,1364 21472,484 33061,85 6832,141
4 [Q71U36, P68363, Q9BQE3, P68366]19576,468 29485,15 7823,9683 1454,2181 20362,837 30347,036 6630,3759
4 [Q71U36, P68363, Q9BQE3, P68366]250864,98 383934,34 97417,538 15899,247 260809,29 395558,66 81644,965
4 [Q71U36, P68363, Q9BQE3, P68366]223075,4 339203,44 89257,316 13745,313 231967,1 349278,46 75591,765
4 [Q71U36, P68363, Q9BQE3, P68366]78931,167 121357,69 33808,343 5585,1831 82050,05 124957,6 29038,66
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]4815,985 9767,1973 3636,2349 502,92132 4956,5462 10125,096 3320,887
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]21966,947 41645,738 15138,724 1972,3411 22669,553 43092,386 13774,41
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]157228,19 346137,75 89010,857 16492,117 161212,24 360968,57 74695,338
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1511366 3237278,3 813316,75 126506,97 1551569 3373997,4 679155,24
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]46717,622 93865,258 25005,94 3251,8862 48093,47 97598,887 21251,484
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]254242,43 528366,75 145953,13 27632,215 261359,44 549772,75 124819,07
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344
3 [Q71U36, P68363, Q9BQE3]28615,612 44211,766 14647,633 8582,6593 29743,225 45458,013 12813,287
3 [Q71U36, P68363, Q9BQE3]266313,72 346343,59 140301,83 56597,102 278209,42 352592,69 128488,32
3 [Q71U36, P68363, Q9BQE3]331530,15 520180,83 196964,51 101276,43 344440,85 534373,61 177326,19
3 [Q71U36, P68363, Q9BQE3]77518,426 126130,14 42418,468 14823,129 80438,208 129925,13 37646,56
3 [Q71U36, Q9BQE3, Q9NY65]76678,043 120474,43 29483,111 3773,184 79650,295 124286,84 24496,846
3 [Q71U36, Q9BQE3, Q9NY65]95541,57 95473,949 14408,103 2475,3147 100404,35 96571,598 9813,3701
3 [Q71U36, Q9BQE3, Q9NY65]29388,169 67618,367 20375,161 3531,3067 30072,519 70503,288 17801,602
3 [Q71U36, Q9BQE3, Q9NY65]11530,401 17346,255 4270,0597 1809,0736 11993,781 17863,442 3500,2125
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]95126,339 198042,02 56250,081 7725,736 97782,754 206025,52 48565,027
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]43715,218 93434,344 24171,424 3758,989 44882,81 97351,754 20350,366
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]112431,9 216602,83 60210,308 9390,427 115942,75 224843,15 51671,628
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1571097,1 3085342 839422,9 148652,08 1618897,1 3205249 715657,13
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]204764,31 180094,33 88541,945 44671,923 215750,04 178622,18 83078,063
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]103957,55 203355,98 57830,406 19683,077 107138,98 211154,24 49446,863
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]709104,75 532368,68 276194,22 161144,87 749090,31 520945,96 260087,22
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]118519,67 217848,3 57263,412 17610,74 122441,77 225898,11 48068,441
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]290521,56 225207,33 112651,33 66531,544 306750,99 221112,14 105561,02
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]225912,52 480820,75 131700,83 21669,806 231994,44 500683,04 112521,6



5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]284046,22 460863,66 150192,84 31168,059 294769,82 474829,49 133367,01

1 [Q14315_ISOFORM_2]824412,56 752933,2 508068,51 182466,36 868142,32 744323,55 496363,75
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]670451,51 2114357 337689,01 69301,265 673700,43 2230080,3 234760,1
1 [Q14315_ISOFORM_2]182140,59 118801,94 43551,014 28991,478 192779,1 115316,1 38848,569
1 [Q14315_ISOFORM_2]305518,44 202337,62 68690,242 61025,862 323294,59 196879,83 59734,896
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]142176,76 234403,41 87350,014 32644,256 147472,17 241301,14 78938,7
2 [P21333_ISOFORM_2, Q14315_ISOFORM_2]53641,529 55249,438 16427,374 6126,0136 56341,721 55728,295 14208,897
1 [Q14315_ISOFORM_2]105754,34 132679,58 32788,548 11133,087 110567,74 135512,93 27051,572
1 [Q14315_ISOFORM_2]113986,25 123157,27 34141,512 12063,441 119599,96 124660,29 29059,535
1 [Q14315_ISOFORM_2]42432,416 72564,766 20905,238 3832,5651 43953,508 74998,316 18080,301
1 [Q14315_ISOFORM_2]77450,414 69899,302 24359,328 11610,506 81561,571 69779,85 21684,814
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]54794,336 168935,64 41395,498 7581,8041 55151,786 177637,06 34234,699
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]1168,69 3484,7849 753,74871 148,07896 1178,7738 3665,0767 598,46171
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]14250,103 44145,824 10946,46 2173,0008 14338,635 46419,881 9077,1482
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]68381,779 211661,66 50016,972 10208,117 68808,871 222641,06 40866,779
3 [P21333_ISOFORM_2, O75369_ISOFORM_2, Q14315_ISOFORM_2]21601,959 66204,742 16756,752 3080,862 21751,665 69589,305 13988,536
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]2530,1782 5753,2974 1248,5065 331,89978 2590,2387 6012,6006 989,5318
2 [O75369_ISOFORM_2, Q14315_ISOFORM_2]14558,737 32336,938 7303,9123 1951,2499 14920,898 33763,611 5867,9517
1 [Q14315_ISOFORM_2]34912,612 41153,332 15380,101 5546,1448 36561,47 41729,368 13928,884
1 [Q14315_ISOFORM_2]19868,777 27580,547 5514,2466 1327,5621 20715,696 28346,124 4257,4534

1 [P19338_CHAIN_0]283383,04 321420,81 156927,41 49951,882 297058,4 324046,94 148257,11
1 [P19338_CHAIN_0]158238,28 95739,945 57025,528 14006,26 167653,62 91488,764 55404,537
1 [P19338_CHAIN_0]43171,023 60222,695 19835,075 5979,4392 45009,917 61655,924 17579,327
1 [P19338_CHAIN_0]359880,78 286900,32 176144,85 46408,992 379838,29 281268,24 171354,48
1 [P19338_CHAIN_0]186537,49 206753,58 96881,808 23210,825 195638,83 208301,88 91371,446
1 [P19338_CHAIN_0]1123048 737460,28 484315,81 121041,22 1188676,3 709356,77 474721,49
1 [P19338_CHAIN_0]223494,09 188840,8 116441,64 36815,574 235663,48 185970,8 113039,34
1 [P19338_CHAIN_0]441820,94 408383,77 216761,61 59031,496 465116,44 405950,97 207437,66
1 [P19338_CHAIN_0]71181,234 47003,161 27720,711 7932,9321 75333,367 45339,353 26848,174
1 [P19338_CHAIN_0]5836,875 4409,0023 3710,161 1478,8687 6166,357 4270,5981 3683,9628
1 [P19338_CHAIN_0]475904,25 417819,6 188117,37 66536,156 501441,62 414902,8 175662,8
1 [P19338_CHAIN_0]103752,69 172088,42 56541,807 16299,795 107590,17 177436,59 50091,289
1 [P19338_CHAIN_0]53063,445 76142,43 30017,022 8854,6633 55281,798 77891,485 27500,873
1 [P19338_CHAIN_0]235563,16 168294,96 148230,31 67289,52 249066,44 161987,41 147307,97
1 [P19338_CHAIN_0]158769,42 124118,39 58334,264 19436,937 167614,35 122064,93 54868,661
1 [P19338_CHAIN_0]136645,94 99070,297 57820,117 21277,535 144429,82 96436,233 55717,183
1 [P19338_CHAIN_0]69523,477 56827,777 37320,664 15191,137 73350,92 55746,75 36304,478
1 [P19338_CHAIN_0]235961,91 224100,3 107340,75 34573,111 248269,01 223554,95 101195,4
1 [P19338_CHAIN_0]7247,4556 6019,7032 5363,2626 2276,5676 7645,3368 5867,0906 5339,1179
1 [P19338_CHAIN_0]59896,039 56125,047 48911,034 20224,477 63050,29 55226,044 48631,078
1 [P19338_CHAIN_0]29020,453 41370,285 12818,569 3760,6529 30237,203 42421,433 11218,66

3 [P35908, P13647, P08729_CHAIN_0]405655,88 235232,8 129998,88 55128,792 430001,48 224046,3 124339,86
2 [P04264_CHAIN_0, P35908]522755,84 294946,86 99426,719 37294,798 554261,43 282075,18 88653,59
2 [P04264_CHAIN_0, P35908]80833,711 52509,776 18867,247 8791,7862 85559,389 50959,65 16932,265
2 [P04264_CHAIN_0, P35908]80428,813 53323,738 17930,995 8710,1179 85107,142 51894,904 15875,09
2 [P04264_CHAIN_0, P35908]118032,79 75229,943 24300,838 11220,21 124962,13 72955,734 21373,352
2 [P04264_CHAIN_0, P35908]59627,684 39686,812 14022,367 6868,281 63093,225 38616,32 12529,27
2 [P04264_CHAIN_0, P35908]469935,75 294048,86 131676,3 43034,548 497664,29 283423,76 123207,63
1 [P35908] 11351,692 11274,122 3177,3547 1004,7957 11931,895 11351,623 2721,8644



1 [P35908] 2860,1425 2660,1323 701,03724 227,9696 3010,1414 2668,4265 590,33197
2 [P04264_CHAIN_0, P35908]188551,03 141664,36 49142,498 18480,021 199165,33 139417,93 43966,314
2 [P35908, P13647]151998,31 148126,89 28065,021 11269,572 159818,71 149406,6 21076,699
2 [P35908, P13647]129274,52 118208,59 33781,09 16131,12 136099,1 118354,59 28815,595
1 [P35908] 13830,807 19843,114 5927,2255 1669,4863 14407,861 20360,082 5147,8636
1 [P35908] 470184,25 416832,94 117060,89 36646,281 495283,78 416497,9 100280
1 [P35908] 190771,06 195477,41 60987,018 21591,448 200397,44 197016,2 53371,349
1 [P35908] 66568,57 65969,325 15960,087 4936,5109 69972,375 66498,666 13125,804
1 [P35908] 99090,393 133162,34 36608,275 7750,672 103414,32 136334,05 31283,261
1 [P35908] 363388,47 461520,56 127120,36 48991,898 379816,76 471239,74 107757,59

1 [P61978_ISOFORM_3]123472,47 138671,27 84141,083 26222,636 129470,61 139195,34 81511,615
1 [P61978_ISOFORM_3]279174,82 293817,81 213972,17 69124,558 293175,71 292656,36 210687,24
1 [P61978_ISOFORM_3]263848,8 308544,03 245709,61 80732,101 276446,21 308511,46 243543,47
1 [P61978_ISOFORM_3]387262,11 426898,56 347251,85 113839,84 406301,01 425204,18 344775,19
1 [P61978_ISOFORM_3]173065,55 204231,55 123202,5 38628,911 181264,4 205585,72 119259,86
1 [P61978_ISOFORM_3]24302,848 16771,793 11338,961 2802,9245 25706,136 16200,969 11142,724
1 [P61978_ISOFORM_3]31760,641 23549,42 16121,266 4123,314 33560,358 22891,918 15850,269
1 [P61978_ISOFORM_3]21048,316 15467,752 9994,2576 2401,8926 22243,56 15043,173 9782,3228
1 [P61978_ISOFORM_3]160288,71 235234,11 88587,509 23173,969 166876 241003,2 80658,61
1 [P61978_ISOFORM_3]35801,957 24199,613 16603,959 3574,1082 37880,071 23321,147 16361,528
1 [P61978_ISOFORM_3]149511,45 184717,72 75914,907 23174,152 156396,9 187537,88 70013,92
1 [P61978_ISOFORM_3]91837,8 121270,89 36706,802 9686,8862 95893,112 123949,16 32014,786
1 [P61978_ISOFORM_3]333340,59 368112,47 144378,96 37132,562 349615,16 371701,68 132508,48
1 [P61978_ISOFORM_3]53427,635 144541,38 43972,374 9264,4874 54211,995 151292,95 38417,26
1 [P61978_ISOFORM_3]14710,158 19344,59 8135,4295 2353,0615 15362,889 19694,227 7534,0728
1 [P61978_ISOFORM_3]27081,314 37976,082 16234,542 4281,4543 28233,042 38768,234 15087,064
1 [P61978_ISOFORM_3]24094,095 33630,707 14565,07 4292,2161 25122,217 34319,127 13542,461
1 [P61978_ISOFORM_3]60466,055 91806,063 36986,939 11497,027 62887,371 94112,996 33976,236
1 [P61978_ISOFORM_3]14130,951 20807,66 7731,2409 2292,4061 14710,135 21324,432 7011,0051
1 [P61978_ISOFORM_3]22264,376 34401,832 13351,022 4206,3714 23142,925 35307,822 12186,1
1 [P61978_ISOFORM_3]16348,033 24127,355 9673,804 2701,8934 17017,377 24705,981 8893,2748
1 [P61978_ISOFORM_3]13025,786 20638,186 15416,755 3243,1782 13533,696 20962,84 15277,156
1 [P61978_ISOFORM_3]14768,846 44596,906 13175,212 3357,4334 14886,607 46802,083 11406,03
1 [P61978_ISOFORM_3]77408,35 234997,17 77696,709 19844,033 78004,279 246375,76 68940,542
1 [P61978_ISOFORM_3]5977,1805 16025,483 5297,4673 1439,1182 6068,2868 16757,032 4697,5447
1 [P61978_ISOFORM_3]27186,773 72070,164 23932,555 6604,4844 27618,685 75337,124 21237,954
1 [P61978_ISOFORM_3]18491,444 51873,453 17247,928 4322,4801 18724,534 54292,615 15327,302
1 [P61978_ISOFORM_3]51370,836 121899,84 35667,898 9629,0086 52487,577 127238,28 30800,558
1 [P61978_ISOFORM_3]13434,583 34018,52 8496,5421 1677,4782 13680,152 35612,717 7064,2711
1 [P61978_ISOFORM_3]49630,216 117753,76 35766,687 7824,8662 50710,304 122867,36 31233,225
1 [P61978_ISOFORM_3]65027,95 88071,297 36164,169 12967,422 67858,627 89815,694 33256,619
1 [P61978_ISOFORM_3]94074,767 118316,78 61069,048 18222,008 98370,862 119828,26 58133,638
1 [P61978_ISOFORM_3]327033,74 487941,5 170989,87 58422,804 340295,5 500671,16 153070,8
1 [P61978_ISOFORM_3]44678,595 106782,05 33284,549 7680,1443 45634,937 111412,59 29215,654

3 [P07437, Q13885, Q13509]122748,1 229252,5 72119,309 29728,633 126740,32 237467,58 62903,071
3 [P07437, Q13885, Q13509]72523,03 128076,52 36738,33 15457,667 75036,339 132529,65 31361,348
3 [P07437, Q13885, Q13509]232574,84 167753,49 89943,854 30184,066 245836,39 163473,98 86001,789
3 [P07437, Q13885, Q13509]422889,56 229819,05 139079,5 48334,785 448602,76 216806,07 134789,24
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]158186,74 246368,5 69009,986 10936,114 164370,38 253795,04 59371,464
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]136489,58 202216,13 60065,519 8333,243 142047,95 207777,19 52464,434



5 [P07437, P68371, Q13885, Q13509, Q9BUF5]260674,66 442854,69 119786,23 15546,875 270076,61 457848,23 102264,85
4 [P07437, P68371, Q13885, Q13509]116552,53 177057,78 60513,25 17427,031 121210,81 181860,62 54048,46
4 [P07437, P68371, Q13885, Q13509]15843,876 20495,275 6197,9324 2951,8947 16552,566 20927,825 5348,2592
4 [P07437, P68371, Q13885, Q13509]177082,12 244977,52 70715,363 33047,814 184662,13 251039,28 60369,856
4 [P07437, P68371, Q13885, Q13509]494240,21 925059,56 261904,6 39573,212 510254,1 959201,91 225860,3
4 [P07437, P68371, Q13885, Q13509]224387,44 506487,63 113417,86 15052,142 229796,02 529093,78 91512,16
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]142060,43 331430,47 88009,635 13514,525 145263,67 346080,8 74610,418
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]12295,527 22303,764 6912,1196 1253,9214 12709,411 23083,525 6078,3207
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]74820,007 159661,33 43147,626 6331,1586 76824,994 166288,08 36769,329
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]23134,843 46218,926 12852,986 2664,718 23822,135 48031,719 11001,7
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]29211,637 46072,637 12031,622 2959,7036 30340,687 47513,549 10119,5
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]237519,66 267284,03 81602,755 18582,71 248995,17 270928,79 71486,026
2 [Q13509, Q9BUF5]99283,801 193625,91 52918,787 14380,014 102333,35 201100,48 44953,86
2 [Q13509, Q9BUF5]9125,2804 23680,621 5097,4882 909,81103 9279,3177 24831,213 4046,1123

1 [P60174_CHAIN_0]53641,68 143278,05 37849,686 8761,6817 54464,702 150113,16 31904,617
1 [P60174_CHAIN_0]31380,391 56720,852 16016,486 4476,2894 32439,991 58747,665 13716,119
1 [P60174_CHAIN_0]25895,042 58120,93 17592,247 4587,3287 26529,176 60558,022 15320,409
1 [P60174_CHAIN_0]65374,541 151168,17 38680,597 8113,8869 66876,498 157861,2 32369,278
1 [P60174_CHAIN_0]153679,76 368705,5 93554,294 18333,82 156925,51 385422,76 78152,46
1 [P60174_CHAIN_0]379472,89 800057,81 232186,22 82218,92 389858,87 832467,61 199327,47
1 [P60174_CHAIN_0]24272,46 57824,422 17192,396 4235,0561 24795,451 60353,945 14919,503
1 [P60174_CHAIN_0]44797,304 101192,8 30768,81 8285,1259 45880,666 105449,83 26811,225
1 [P60174_CHAIN_0]30250,563 73160,688 20487,161 5196,255 30878,243 76431,312 17516,899
1 [P60174_CHAIN_0]513055,76 1200635,1 340881,45 78070,591 524560,38 1253098,5 292843,1
1 [P60174_CHAIN_0]564533,74 1216808,5 331223,15 77984,848 579404,81 1267603,1 281512,94
1 [P60174_CHAIN_0]43548,605 97285,781 26533,087 6119,2928 44622,935 101446,22 22565,524
1 [P60174_CHAIN_0]67714,028 179786,16 43311,044 9873,4779 68773,274 188472,51 35566,431
1 [P60174_CHAIN_0]243119,38 613508 144573,65 30227,208 247602,72 642486,18 118055,1
1 [P60174_CHAIN_0]848,98533 1888,1611 437,53001 114,31026 870,05938 1971,177 354,54767
1 [P60174_CHAIN_0]16316,968 41793,504 9185,0189 2129,5386 16604,26 43804,674 7322,208
1 [P60174_CHAIN_0]27377,549 62777,824 16174,297 3274,1604 28017,874 65539,176 13566,579
1 [P60174_CHAIN_0]14918,575 31808,371 7739,6596 1523,7052 15318,377 33155,589 6389,3505
1 [P60174_CHAIN_0]29106,573 69965,367 18336,386 2913,9729 29718,844 73122,129 15484,576
1 [P60174_CHAIN_0]35878,399 78285,438 19485,092 3525,0035 36802,054 81640,341 16205,113
1 [P60174_CHAIN_0]4752,182 12367,973 3417,9748 663,21693 4832,1226 12945,333 2920,9962

8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]129397,76 143649,73 44375,525 15309,766 135691,57 145481,85 38752,632
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]285873,01 317958,13 214642,73 66128,617 299839,84 318281,23 210090,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]967052,27 1067027 810549,74 300555 1014537,3 1064713,4 799089,41
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]77242,993 79225,867 59468,717 19780,561 81161,41 78730,355 58677,864
2 [P06753_ISOFORM_2, P06753]200640,16 99596,027 83748,695 35085,83 213054,01 92092,753 83176,397
2 [P06753_ISOFORM_2, P06753]103214,26 59877,689 50643,802 21182,314 109419,45 56465,618 50294,832
2 [P06753_ISOFORM_2, P06753]278983,69 181047,89 159450,89 58140,135 295358,13 172631,86 159108,21
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]791,66017 834,1037 679,74929 260,01769 831,38971 828,53206 673,43912
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]109989,21 127074,23 97452,682 33333,607 115270,65 127097,95 96260,261
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]45404,438 41829,974 43166,119 16384,532 47814,829 40894,022 43437,361
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]31676,865 27313,733 29397,255 10987,077 33398,195 26534,219 29661,369
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]914178,94 741174,28 757435,32 290320,6 964808,64 717849,08 761804,1
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]43418,25 38581,178 39126,533 13891,96 45752,302 37641,871 39376,703
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]820156,5 697376,59 768838,1 281320,33 864939,8 676157,69 777019,8
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1663374,3 1418913,5 1427392,1 539332,26 1754017,4 1380512,1 1434537



8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]812582,19 667407,58 669389,18 272156,4 857397,82 647492,09 671835,64
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]267720,75 212391,86 207855,96 76508,82 282639,07 205638,17 208670,94
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1530499 1330597,1 1294117,9 483368,55 1613351,3 1297889,1 1298199,2
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]228071,16 230592,02 228118,44 92928,534 239746,18 227166,84 228685,25
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2196336,5 2069756,2 2032929,5 732968,39 2311903,3 2029965,9 2041422,9
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1098729,8 1076744,9 1096195 422613,53 1155705,5 1057594,9 1101849,6
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]329496,36 327073,35 382026,38 141871,16 346527,44 319940,48 387067,43
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1935365,1 1797300,5 1902241,6 755298,67 2037840,9 1756544 1915452
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]2213363,9 2129071,3 2281946,3 898264,7 2329046,8 2084912 2299609
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]1167640,2 1192010,1 1233745,3 494870,1 1227208,1 1173261,9 1240382,7
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]242235,48 359109,05 165410,66 72297,706 252133,04 367102,9 154116,96
2 [P06753_ISOFORM_2, P06753]42588,767 61070,461 24181,023 11321,867 44370,151 62468,946 21989,398
2 [P06753_ISOFORM_2, P06753]307228,69 190603,84 135411,89 54259,935 325423,53 181933,36 132781,43
3 [P67936_ISOFORM_2, P67936_CHAIN_0, P06753]7794,958 5234,1462 3327,7633 1602,9493 8247,9708 5049,5952 3218,5899
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]194887,5 191683,4 125455,72 42663,069 204934,32 190571,26 122308,04
8 [P06753_ISOFORM_2, P07951, P07951_ISOFORM_2, P09493, P09493_ISOFORM_3, P67936_ISOFORM_2, P67936_CHAIN_0, P06753]203593,08 212140,34 118744,59 47386,255 213825,23 212330,91 113633,56

1 [P08758_CHAIN_0]36702,274 106318,09 19981,04 2835,4105 37083,61 111849,4 15076,908
1 [P08758_CHAIN_0]239785,88 679957,13 106225,04 16356,172 242576,24 715709,26 73224,653
1 [P08758_CHAIN_0]86693,75 253438,34 61172,601 8289,3787 87553,954 266235,82 50495,187
1 [P08758_CHAIN_0]29334,36 59363,664 9205,6787 1390,4369 30184,953 61952,473 6332,5714
1 [P08758_CHAIN_0]31178,53 88572,313 22542,25 3566,1485 31543,539 92951,186 18875,85
1 [P08758_CHAIN_0]684153,98 2035838,3 476613,71 66625,587 690169,39 2139897,4 389645,9
1 [P08758_CHAIN_0]80690,267 241448,16 56043,671 8903,3019 81370,88 253833,92 45647,098
1 [P08758_CHAIN_0]5776,7274 21130,609 3696,6464 467,18336 5742,6546 22335,455 2702,0773
1 [P08758_CHAIN_0]6339,2952 20767,385 4040,9308 488,48302 6353,9014 21896,172 3095,6501
1 [P08758_CHAIN_0]4818,1283 16491,188 2373,8846 412,76026 4813,5902 17428,357 1555,2767
1 [P08758_CHAIN_0]68308,29 172591,17 24456,474 6152,2898 69552,9 181273,78 15804,403
1 [P08758_CHAIN_0]16386,94 54434,438 4509,583 1491,8103 16404,732 57604,945 1537,3287
1 [P08758_CHAIN_0]174617,79 408095,34 82474,62 23002,304 178523,34 426994,46 63636,079
1 [P08758_CHAIN_0]427415,97 901233,13 182921,38 47933,481 439061,6 940283,16 141563,55
1 [P08758_CHAIN_0]7893,602 23893,797 3758,2812 931,50566 7953,188 25183,282 2584,5421
1 [P08758_CHAIN_0]241235,29 704446,13 140178,44 25530,874 243626,18 740968,75 108011,93
1 [P08758_CHAIN_0]83367,771 199684,34 48660,425 9306,8217 85134,262 208794,27 40186,044
1 [P08758_CHAIN_0]166808,64 311991,88 107843,18 26786,889 172230,63 322869,95 96663,249
1 [P08758_CHAIN_0]78617,743 213339,06 28533,807 5391,4423 79734,687 224496,46 17790,981
1 [P08758_CHAIN_0]19905,928 47924,457 7536,6223 1590,3013 20319,818 50251,48 5200,0279
1 [P08758_CHAIN_0]308529,88 791100,63 177526,26 44684,424 313946,42 829072,85 142368,63
1 [P08758_CHAIN_0]109092,49 305414,19 52611,736 10222,1 110449,32 321226,3 38057,71
1 [P08758_CHAIN_0]39349,262 65721,336 16965,846 4534,8708 40792,01 67930,921 14205,79
1 [P08758_CHAIN_0]49691,423 130769,43 33843,562 8606,9148 50495,096 136984,04 28336,266

1 [P08123] 66254,466 234212,34 58808,78 23182,364 66049,016 246851,06 48433,985
1 [P08123] 87942,856 126951,59 45766,858 19240,557 91600,465 130041,18 41036,487
1 [P08123] 23356,973 120216,51 23597,366 7751,7168 22477,648 127594,33 17910,657
1 [P08123] 127557,8 161386,77 52219,686 13696,12 133342,7 164501,94 46217,18
1 [P08123] 124458,79 390440,75 89528,539 29450,977 125123,31 410891,85 71971,113
1 [P08123] 140513,87 159719,53 48968,371 15517,582 147268,76 161982,17 42747,016
1 [P08123] 69732,293 131961,28 30928,766 10183,448 71956,753 137090,35 25077,157
1 [P08123] 21020,411 31689,541 10338,599 3374,364 21865,388 32554,96 9131,5179
1 [P08123] 6832,1368 49579,934 9343,0997 2727,0555 6266,8326 52813,517 6983,0799
1 [P08123] 6564,2181 58640,633 13466,985 6638,9515 5787,5574 62484,108 10719,036



1 [P08123] 79602,634 399766,03 88645,037 45609,267 76824,614 423851,67 69693,402
1 [P08123] 15613,985 137943,27 33635,867 13443,945 13800,755 146909,58 27421,767

1 [P25705_CHAIN_0]342127 497092,09 139052,64 27343,215 356262,47 510622,21 119394,96
1 [P25705_CHAIN_0]718534,84 1041732,6 318389,38 58498,012 748287,66 1069113,7 279296,33
1 [P25705_CHAIN_0]305623,4 426543,75 135245,37 33392,722 318633,89 436872,32 119236,5
1 [P25705_CHAIN_0]74001,555 116960,58 37914,334 7388,1454 76861,29 120389,47 33653,234
1 [P25705_CHAIN_0]145712,82 224451,13 67204,038 14617,229 151464,65 230975,77 58570,099
1 [P25705_CHAIN_0]70066,867 132551,41 26838,427 6211,5121 72300,209 137838,16 20796,701
1 [P25705_CHAIN_0]2379,0836 2582,0834 582,37668 104,1799 2495,9189 2618,5705 471,58797
1 [P25705_CHAIN_0]16713,937 18225,069 4140,433 1162,5594 17532,953 18486,715 3342,2999
1 [P25705_CHAIN_0]760810,28 987071,94 329560,13 72984,454 794799,51 1007025,1 294097
1 [P25705_CHAIN_0]195939,03 258530,17 85287,044 19376,438 204600,08 264001,64 75900,594
1 [P25705_CHAIN_0]327464,13 259792,76 108298,08 59706,153 345617,52 256255,3 99116,195
1 [P25705_CHAIN_0]203618,98 123671,44 62648,396 26126,26 215717,37 118588,66 59328,482
1 [P25705_CHAIN_0]100784,9 131110,25 40658,047 9330,7504 105277,97 133878,81 35714,308
1 [P25705_CHAIN_0]209635,71 325665,03 81665,556 19595,263 217842,08 335758,7 67941,724
1 [P25705_CHAIN_0]178596,93 318673,44 91460,861 20114,61 184716,75 329865,72 78874,824
1 [P25705_CHAIN_0]285278,25 172390,48 84297,523 29334,754 302245,22 165310,05 79735,618
1 [P25705_CHAIN_0]842373,13 448974,12 255495,42 83969,819 893767,9 423042,77 246294,97
1 [P25705_CHAIN_0]712730,56 604013,06 300083,13 119270,08 751454,71 597314,02 283361,54
1 [P25705_CHAIN_0]6171,5802 7678,0039 3188,8437 657,71356 6454,6948 7796,8198 2959,3401
1 [P25705_CHAIN_0]588101,25 424920,75 169519,31 48213,364 621582,21 416029,01 156100,32
1 [P25705_CHAIN_0]76216,039 64536,712 27999,215 8396,7573 80355,549 63947,688 26076,044
1 [P25705_CHAIN_0]134558,77 110100,99 37525,922 11460,813 141941,82 109138,88 33558,073
1 [P25705_CHAIN_0]490661,81 758371,56 208531,21 109606,18 509963,09 781137,1 175281,11

1 [P30101_CHAIN_0]147804,52 397199,91 120329,42 39529,898 150030,76 415709,99 104418,05
1 [P30101_CHAIN_0]212057,52 556405,88 174564,77 55592,536 215542 581821,67 152752,34
1 [P30101_CHAIN_0]18870,272 53756,277 8240,0586 2442,4047 19084,494 56593,675 5568,8172
1 [P30101_CHAIN_0]28031,22 84529,07 14609,038 4503,623 28250,521 89041,825 10509,488
1 [P30101_CHAIN_0]28299,688 59447,559 16929,171 2833,3654 29078,68 61858,929 14603,285
1 [P30101_CHAIN_0]52343,27 101478,52 27223,723 6601,8933 53963,534 105392,59 23049,346
1 [P30101_CHAIN_0]54412,906 129460,07 22980,668 5388,7695 55578,921 135620,64 16831,602
1 [P30101_CHAIN_0]73954,391 195244,75 50955,716 13269,013 75137,444 204524,84 42748,64
1 [P30101_CHAIN_0]93763,07 240143,42 62512,807 14660,296 95420,577 251384,04 52481,146
1 [P30101_CHAIN_0]227520,38 573474,5 138754,47 40412,957 231732,62 600430,32 113730,64
1 [P30101_CHAIN_0]48107,983 133297,84 35054,122 4459,1052 48743,712 139775,62 29667,193
1 [P30101_CHAIN_0]2196072,4 5054577 1414103,1 346728,96 2247104,7 5273826,2 1209464,3
1 [P30101_CHAIN_0]108245,1 227101,31 64769,742 18249,965 111230,77 236303,11 55572,049
1 [P30101_CHAIN_0]120968,77 253120,92 73480,05 21192,558 124320,59 263314,9 63295,116
1 [P30101_CHAIN_0]137410,33 235438,25 70056,947 23424,502 142327,96 243280,81 60594,817
1 [P30101_CHAIN_0]143605,77 285045 74074,783 19634,616 147908,1 296335,02 62106,477
1 [P30101_CHAIN_0]100547,95 212625,2 58009,221 14975,686 103284 221376,05 49277,835

1 [P14625_CHAIN_0]12362,639 33919,289 7385,7812 2244,7753 12532,156 35609,905 5844,945
2 [P08238, P14625_CHAIN_0]121501,82 319108,97 86006,123 12023,741 123482,77 334145,88 73227,335
2 [P08238, P14625_CHAIN_0]261421,42 634655,06 227322,12 68829,014 266826,29 661488,03 204485,63
2 [P08238, P14625_CHAIN_0]110238,87 236913,84 73908,09 14047,616 113163,75 246477,47 65030,093
2 [P08238, P14625_CHAIN_0]402082,34 823289 296096,18 57638,197 413644,48 854043,22 268022,15
2 [P08238, P14625_CHAIN_0]247866,68 487884,34 151983,55 36641,735 255396,41 506260,56 133380,11
1 [P14625_CHAIN_0]58387,693 109009,95 28578,313 7226,8048 60283,848 113098,64 24038,237



1 [P14625_CHAIN_0]19879,369 52407,059 11145,045 3107,5788 20197,367 54978,147 8759,782
1 [P14625_CHAIN_0]216432,46 530714,56 132217,24 32207,853 220757,78 555161,8 109595,21
1 [P14625_CHAIN_0]15271,949 42927,953 10919,574 2395,9261 15460,469 45040,342 9113,563
1 [P14625_CHAIN_0]24052,749 68695,477 20466,96 2926,5714 24328,453 72003,209 17854,185
1 [P14625_CHAIN_0]67178,786 116138,03 30804,204 9727,3685 69558,542 120166,34 25915,273
1 [P14625_CHAIN_0]145183,44 297575,19 98262,289 28133,29 149346,17 308986,16 87101,251
1 [P14625_CHAIN_0]101784,32 345427,47 83205,629 11668,344 101773,19 363918,1 68600,087

1 [Q00341_CHAIN_0]26970,23 88186,609 15591,285 3662,7573 27034,925 93027,813 11383,743
1 [Q00341_CHAIN_0]98231,499 221910,83 70507,718 17552,498 100608,72 231148,26 62097,417
1 [Q00341_CHAIN_0]31846,18 72630,398 16109,685 4406,253 32597,742 75898,689 12858,675
1 [Q00341_CHAIN_0]53902,674 197037,72 29853,061 6877,9257 53584,576 208420,51 20101,999
1 [Q00341_CHAIN_0]138172,19 443245,53 91556,763 32669,699 138694,69 466987,62 70849,455
1 [Q00341_CHAIN_0]112651,93 327877,28 75381,16 25731,479 113798,06 344527,17 60621,266
1 [Q00341_CHAIN_0]168419,98 589935,13 140282,78 46185,914 168008,62 621923,32 114053,63
1 [Q00341_CHAIN_0]371390,95 666643,81 192068,44 49460,494 384033,08 690176,46 165476,65
1 [Q00341_CHAIN_0]533527,34 1616820,6 429618,79 129620,35 537628,08 1698447,2 361304,18
1 [Q00341_CHAIN_0]411734,11 1108461,6 350836,21 91752,545 417902,98 1159673,5 308431,12
1 [Q00341_CHAIN_0]551187,38 1680906,8 463910,99 124455,28 555209,81 1765429 394704,85
1 [Q00341_CHAIN_0]209489,3 485147,06 142035,58 52242,307 214297,97 506072,99 122077,37
1 [Q00341_CHAIN_0]72381,636 172012,2 38316,507 13904,544 73941,95 179941,57 30476,212
1 [Q00341_CHAIN_0]96682,102 272296,06 70496,74 21172,211 97864,99 285668,53 58881,415

1 [P12956_CHAIN_0]81475,089 168361,03 23824,757 5290,9339 83761,679 175886,94 15433,698
1 [P12956_CHAIN_0]29105,271 62741,516 17289,515 2962,1084 29871,951 65353,758 14788,826
1 [P12956_CHAIN_0]27787,376 55829,895 16157,873 4135,753 28606,555 58009,429 13932,273
1 [P12956_CHAIN_0]22095,34 52902,027 11540,446 1635,929 22563,107 55358,552 9223,3868
1 [P12956_CHAIN_0]29147,606 61385,219 14039,971 2034,9977 29944,39 63991,267 11402,151
1 [P12956_CHAIN_0]48345,575 104888,02 22555,737 3169,7676 49600,705 109480,2 17945,359
1 [P12956_CHAIN_0]395554,98 583972,38 186445,8 77542,9 411715,5 599534,06 163225,99
1 [P12956_CHAIN_0]480548,47 792744 239872,48 95361,414 498400,8 817887,25 207644,26
1 [P12956_CHAIN_0]78637,801 161963,28 38872,027 10155,337 80866,463 168670,76 31854,013
1 [P12956_CHAIN_0]37660,116 63922,703 10209,567 3708,4802 39015,081 66314,579 7052,6635
1 [P12956_CHAIN_0]48148,184 88008,813 27583,668 7608,9645 49754,861 91099,733 24202,92
1 [P12956_CHAIN_0]76069,341 138238,78 33623,075 7857,1895 78618,653 143379,35 27716,115
1 [P12956_CHAIN_0]41498,83 93847,25 26695,315 5815,8386 42499,001 97857,465 22958,757
1 [P12956_CHAIN_0]268428,37 616420,31 159196,29 24111,335 274687,59 643545,27 133967,3
1 [P12956_CHAIN_0]184846,32 386153,78 102389,48 20232,805 189975,23 401998,4 86599,472
1 [P12956_CHAIN_0]50331,811 92435,609 26181,925 5094,4711 52000,304 95786,942 22533,299

1 [Q7KZF4_CHAIN_0]50973,398 70031,43 18852,646 7165,3631 53164,795 71785,619 15885,425
1 [Q7KZF4_CHAIN_0]335832,21 756264,25 170038,07 39908,994 343965,31 789950,1 136633,51
1 [Q7KZF4_CHAIN_0]129482,73 251209,31 70460,236 34271,663 133488,88 260808,9 59597,899
1 [Q7KZF4_CHAIN_0]184910,12 387258,75 75998,842 14588,68 190002,92 404041,97 58280,788
1 [Q7KZF4_CHAIN_0]33919,636 64656,879 16065,171 2936,9304 34992,298 67155,713 13358,909
1 [Q7KZF4_CHAIN_0]78086,621 160550,23 40055,133 8697,5451 80306,575 167140,97 33278,996
1 [Q7KZF4_CHAIN_0]623537,4 978162,38 248847,45 63007,019 647745,86 1008754,8 207722,89
1 [Q7KZF4_CHAIN_0]9957,4643 24863,82 4482,7423 687,75762 10145,828 26076,073 3321,5599
1 [Q7KZF4_CHAIN_0]67825,328 133816,7 32093,768 5825,7058 69872,892 139177,07 26408,176
1 [Q7KZF4_CHAIN_0]37917,357 77609,398 21143,037 3625,0364 39003,951 80726,642 18034,708
1 [Q7KZF4_CHAIN_0]28135,191 46857,031 11211,084 2277,9461 29169,074 48455,739 9213,9928
1 [Q7KZF4_CHAIN_0]113658,86 218883,94 54359,978 14730,413 117205,58 227419,62 44988,227



1 [Q7KZF4_CHAIN_0]121758,02 208105,39 60397,756 28907,825 126125,41 215069,61 51559,05
1 [Q7KZF4_CHAIN_0]39293,391 83707,563 22336,653 3758,143 40349,197 87186,938 18951,074
1 [Q7KZF4_CHAIN_0]87046,755 217580,98 73152,64 27058,539 88710,379 227100 64789,297

1 [Q05682_ISOFORM_5]4549,4205 8481,4697 3943,5628 1987,3061 4698,529 8743,7264 3666,0532
1 [Q05682_ISOFORM_5]547480,97 936557,75 287626,39 177358,15 567111,36 967427,75 247070,72
1 [Q05682_ISOFORM_5]787162,6 1215938,8 355272,68 216849,14 818155,79 1251741,6 301857,19
1 [Q05682_ISOFORM_5]31987,548 73447,984 15340,859 4289,833 32731,268 76797,648 11984,327
1 [Q05682_ISOFORM_5]263395,68 459655,13 112725,83 29218,113 272628,76 476052,77 93039,939
1 [Q05682_ISOFORM_5]54005,693 84448,328 23861,723 5826,4523 56109,762 87001,456 20484,491
1 [Q05682_ISOFORM_5]3318,7769 4338,4634 3443,6667 1420,0239 3467,6295 4363,3379 3399,4733
1 [Q05682_ISOFORM_5]5109,8106 7013,0498 5607,5189 2417,0711 5332,0309 7068,1891 5533,7379
1 [Q05682_ISOFORM_5]192566,97 247959,7 137180,98 37463,925 201244,78 251121,18 131787,44
1 [Q05682_ISOFORM_5]285561,83 451279,94 201275,51 53218,83 296633,66 462730,81 188154,18
1 [Q05682_ISOFORM_5]141092,84 227349,08 92112,897 22556,998 146464,58 233594,29 84941,423
1 [Q05682_ISOFORM_5]86503,504 143935,38 63830,7 19101,369 89703,906 147891,27 59518,287
1 [Q05682_ISOFORM_5]336357,13 253060,63 181054,29 53773,872 355344,73 246058,39 178350,37
1 [Q05682_ISOFORM_5]101806,84 128289,78 79339,219 26367,93 106459,21 129517,34 76917,603
1 [Q05682_ISOFORM_5]98482,184 127932,17 81730,217 26772,615 102903,52 129265,32 79498,779
1 [Q05682_ISOFORM_5]335160,56 471203,06 192314,59 54113,392 349382,94 481382,7 177305,42
1 [Q05682_ISOFORM_5]660600,57 709939,75 610459,36 209466,72 693481,72 705002,28 608124,71
1 [Q05682_ISOFORM_5]465587,97 423768,72 293066,13 113413 490319,48 418593,62 286585,75
1 [Q05682_ISOFORM_5]202321,26 238074,63 180675,63 60037,473 211944,26 238418,58 178388,68
1 [Q05682_ISOFORM_5]221905,77 146013,48 183762,99 54819,692 234923,68 137636,49 187540,09
1 [Q05682_ISOFORM_5]310329,28 283993,6 230627,26 65354,832 326803,38 279521,39 229470,96
1 [Q05682_ISOFORM_5]1659235,4 723917,25 492209,2 162149,05 1763907,7 660348,28 483044,62

1 [P53621] 51664,682 103483,83 23678,485 4330,756 53190,554 107716,12 19197,134
1 [P53621] 305399,45 475661,59 116777,39 15536,518 317326,81 490532,91 97096,202
1 [P53621] 84151,733 145935,13 40965,198 8037,1252 87124,531 150939,62 35182,162
1 [P53621] 2551,0936 5916,9019 1084,7156 154,79665 2609,0463 6193,2469 810,45558
1 [P53621] 34352,773 75441,125 13879,664 2052,9716 35223,67 78846,721 10385,911
1 [P53621] 41289,916 91434,281 16635,902 2346,0024 42320,354 95589,845 12392,288
1 [P53621] 18634,645 32309,898 7100,8095 1309,9212 19291,808 33481,377 5683,6807
1 [P53621] 17155,765 29287,23 9548,9552 1868,3038 17772,562 30231,546 8483,637
1 [P53621] 22522,424 42090,664 11830,984 1793,6973 23253,484 43644,757 10184,453
1 [P53621] 24953,577 39377,141 14300,446 2245,8223 25920,207 40479,201 12998,822
1 [P53621] 78024,879 120060,13 34689,297 7175,0298 81106,703 123585,62 29998,467
1 [P53621] 99173,018 209859,84 55829,161 10387,665 101867,72 218546,42 47287,021
1 [P53621] 6810,6227 12119,74 3586,7749 781,63135 7044,7595 12540,733 3116,0541
1 [P53621] 161875,59 253121,95 72454,984 12546,873 168182,95 260743,22 62618,68
1 [P53621] 54721,131 74766,695 20611,897 4631,5685 57082,787 76603,971 17613,286
1 [P53621] 150130,76 177162,16 46803,143 10309,356 157204,56 180278,58 39592,835

1 [Q99623_CHAIN_0]178185,36 207725,27 62738,493 6841,1408 186640,3 210986,21 55140,579
1 [Q99623_CHAIN_0]128802,17 152076,66 49093,601 12196,59 134874,98 154467,99 43471,009
1 [Q99623_CHAIN_0]56120,02 50107,21 16320,351 2480,4123 59109,731 50019,134 14564,914
1 [Q99623_CHAIN_0]40625,735 43818,895 14420,123 2819,1554 42629,591 44275,236 12856,859
1 [Q99623_CHAIN_0]67939,404 76324,867 25021,978 4342,7122 71225,666 77302,45 22311,954
1 [Q99623_CHAIN_0]68085,607 67825,147 21118,392 4032,0702 71562,505 68239,153 18624,463
1 [Q99623_CHAIN_0]12238,187 15484,315 3083,9071 264,10235 12791,955 15845,437 2399,6457
1 [Q99623_CHAIN_0]13856,444 16932,689 3373,5467 371,04 14496,23 17297,425 2622,4942



1 [Q99623_CHAIN_0]14111,2 17359,598 4386,6369 1089,3467 14760,876 17709,625 3659,9537
1 [Q99623_CHAIN_0]21106,724 25075,352 5636,6194 896,28228 22097,001 25557,425 4561,371
1 [Q99623_CHAIN_0]210251,14 206885,65 56494,402 12797,844 221037,34 208241,71 48237,46
1 [Q99623_CHAIN_0]465500,52 541998,63 190666,71 76342,428 487620,12 549608,88 170471,1
1 [Q99623_CHAIN_0]943451,56 926472,87 273254,62 96075,228 991904,93 931775,79 236225,27
1 [Q99623_CHAIN_0]17050,672 18106,879 6212,0859 1281,047 17897,895 18270,501 5581,6844
1 [Q99623_CHAIN_0]365699,78 418601,25 124560,58 27137,37 383215,51 424814,21 108534,01
1 [Q99623_CHAIN_0]131281,43 158935,06 56708,289 10688,344 137390,99 161470,7 51346,942
1 [Q99623_CHAIN_0]243279,97 253727,84 97170,273 14632,422 255473,02 255414,77 89293,091
1 [Q99623_CHAIN_0]42989,977 42789,715 16786,829 3356,889 45188,318 42936,529 15454,67
1 [Q99623_CHAIN_0]337960,78 350762,88 139533,65 21308,42 354938,86 352822,09 129014,53
1 [Q99623_CHAIN_0]52211,34 48435,023 17954,777 3683,4138 54955,556 48409,138 16373,393
1 [Q99623_CHAIN_0]42077,28 47319,383 18574,329 3019,5509 44113,515 47829,061 17124,172
1 [Q99623_CHAIN_0]74200,922 90061,883 24094,632 4167,5046 77643,992 91771,046 20496,597

1 [P13639_CHAIN_0]1169722,5 1244861,9 493305,35 110037,94 1227830 1254130,1 454295,17
1 [P13639_CHAIN_0]271177,96 344140,94 138525,06 45941,601 283471,4 349959,25 127169,42
1 [P13639_CHAIN_0]75561,945 52896,632 17621,46 4263,6372 79897,56 51752,49 15751,615
1 [P13639_CHAIN_0]71224,734 110045,95 43611,998 9891,5211 74035,998 112913,69 40111,433
1 [P13639_CHAIN_0]221792,8 339183,63 121965,62 27741,302 230613,27 348281,59 110304,45
1 [P13639_CHAIN_0]115326,35 153449,53 38746,663 10612,03 120389,15 157143,72 32265,245
1 [P13639_CHAIN_0]136431,13 187549,42 75841,636 18028,499 142310,46 191430,33 69967,15
1 [P13639_CHAIN_0]129233,43 195557,84 62351,093 17097,792 134411,89 200975,4 54946,571
1 [P13639_CHAIN_0]187792,43 211846,89 66173,234 24787,948 196855,24 214718,9 57839,577
1 [P13639_CHAIN_0]33621,216 44310,707 17243,344 1893,6261 35110,142 45160,639 15905,575
1 [P13639_CHAIN_0]8969,3902 12942,125 4612,5488 716,03121 9342,5283 13258,292 4179,7908
1 [P13639_CHAIN_0]18556,769 25322,805 10482,675 2849,3021 19360,57 25830,377 9691,1402
1 [P13639_CHAIN_0]36802,895 51711,488 19312,67 2074,8552 38364,102 52884,556 17689,214
1 [P13639_CHAIN_0]117944,57 158801,81 55275,838 4852,3625 123092,29 162220,98 50041,239
1 [P13639_CHAIN_0]27394,421 38819,391 14801,183 2080,5438 28549,747 39705,131 13583,775
1 [P13639_CHAIN_0]186464,43 273042,63 91585,327 16124,821 194133,12 280074,68 81950,806
1 [P13639_CHAIN_0]78606,368 118041,05 45955,771 6266,0641 81780,853 121002,44 42325,57
1 [P13639_CHAIN_0]48061,968 83507,805 26409,324 4052,5179 49758,361 86281,03 23360,276
1 [P13639_CHAIN_0]151592,4 221930,69 79110,62 20214,346 157830,91 227494,47 71345,518
1 [P13639_CHAIN_0]140538,05 219706,91 74242,031 17803,243 146022,36 225953,6 66311,504
1 [P13639_CHAIN_0]205859,24 276988,5 99745,501 16974,249 214850 282837,59 90513,911
1 [P13639_CHAIN_0]304340,08 438812,25 166277,15 29898,253 317014,31 449198,51 152150,47
1 [P13639_CHAIN_0]106134,67 59709,011 19290,515 2390,2743 112534,4 57109,685 17265,785
1 [P13639_CHAIN_0]119058,7 72686,257 23433,242 3686,6756 126116,3 70169,509 20916,694

1 [P26641_CHAIN_0]49452,198 103772,01 20494,81 6143,7813 50809,932 108271,81 15660,817
1 [P26641_CHAIN_0]28409,308 45113,605 14738,283 2609,17 29502,723 46440,982 13113,994
1 [P26641_CHAIN_0]59458,447 100259,38 33668,996 6147,198 61623,242 103413,85 30111,979
1 [P26641_CHAIN_0]229732,12 382892,19 120682,82 20710,321 238186,61 395025,32 106591,52
1 [P26641_CHAIN_0]473019,34 920905,75 328922,63 76126,397 487631,95 953902,05 296868,02
1 [P26641_CHAIN_0]210856,74 366703,38 93514,448 17121,568 218277,44 379621,41 78363,205
1 [P26641_CHAIN_0]517669,71 776134 261742,45 35476,562 538575,8 796862,02 234897,61
1 [P26641_CHAIN_0]71496,376 115656,13 38080,832 5787,4202 74203,207 119134,28 33977,381
1 [P26641_CHAIN_0]15470,491 25648,949 8424,9602 1318,3255 16042,932 26445,48 7511,2861
1 [P26641_CHAIN_0]422518,85 706174,69 201159,64 32757,952 438012,54 729320,18 173695,54
1 [P26641_CHAIN_0]150688,08 244674,41 67684,841 11696,569 156365,35 252485,76 57999,693
1 [P26641_CHAIN_0]62705,006 89368,742 30178,243 7710,9667 65336,106 91557,81 26938,299



1 [P26641_CHAIN_0]36797,753 75315,25 19704,74 4087,6846 37851,79 78366,752 16598,856
1 [P26641_CHAIN_0]54297,485 75346,237 21001,719 4360,7603 56616,329 77244,203 18010,247
1 [P26641_CHAIN_0]80337,368 114464,26 32120,963 6487,0371 83704,861 117477,46 27596,501
1 [P26641_CHAIN_0]33891,492 8856,7873 18809,719 1677,3737 36162,56 6799,2607 19749,817
1 [P26641_CHAIN_0]5832,2666 1153,4838 3150,3905 203,25612 6230,9934 772,51214 3331,3587

1 [P04075_CHAIN_0]696153,51 2009642,3 693795,59 174342,35 703738,35 2103823,4 621103,65
1 [P04075_CHAIN_0]32059,098 97171,563 25897,818 4826,6328 32305,175 102074,59 21926,079
1 [P04075_CHAIN_0]704125,36 1975298,6 635588,2 134998,94 712986,7 2068099,9 562038,17
1 [P04075_CHAIN_0]398969,68 933251,88 357946,82 103623,95 407984,39 971016,19 326170,52
1 [P04075_CHAIN_0]50939,629 109375,41 34722,152 8020,0599 52293,648 113768,55 30605,289
1 [P04075_CHAIN_0]30370,037 67712,07 20839,286 5008,2644 31123,623 70527,265 18234,759
1 [P04075_CHAIN_0]52870,074 117646,77 31693,886 9037,0428 54183,961 122677,83 26794,346
1 [P04075_CHAIN_0]94245,112 170178,48 46185,672 9541,799 97429,897 176313,15 39302,757
1 [P04075_CHAIN_0]284641,67 488147,19 129925,33 43806,426 294809,09 504919,86 109289,5
1 [P04075_CHAIN_0]150349,94 251830,45 71860,022 25760,287 155851,68 260104,16 61468,231
1 [P04075_CHAIN_0]71206,286 158176,88 45219,392 14297,188 72983,312 164849,37 38747,407
1 [P04075_CHAIN_0]149397,1 184807,39 57582,147 17599,33 156260,57 188235,02 50453,901
1 [P04075_CHAIN_0]23966,525 41429,328 9487,1088 1416,3084 24814,642 42914,412 7711,9309
1 [P04075_CHAIN_0]55799,602 134394,19 28703,411 4334,8579 56963,53 140675,93 22759,891
1 [P04075_CHAIN_0]4153,1362 10455,985 2135,3909 299,14168 4230,0331 10959,847 1666,5622
1 [P04075_CHAIN_0]34977,86 81888,672 18508,664 3187,5347 35758,407 85621,055 14946,278

1 [P11142_CHAIN_0]153394,79 208755,36 68837,074 14328,914 160039,98 213480,93 61305,45
1 [P11142_CHAIN_0]177648,06 259105,52 79784,701 11902,384 184971,42 265964,21 70221,251
1 [P11142_CHAIN_0]149266,92 202314,72 56884,988 6847,3195 155744,5 207173,03 49106,348
1 [P11142_CHAIN_0]109832,12 166747,75 56325,207 9037,2408 114223,55 171286,63 50502,051
1 [P11142_CHAIN_0]612681,79 890035,06 280379,94 39997,934 638019,28 913233,59 248074,74
1 [P11142_CHAIN_0]105350,96 158962,7 50394,083 7555,0243 109581,97 163355,28 44626,131
1 [P11142_CHAIN_0]63276,476 97434,031 32622,032 6929,352 65777,199 100153,27 29123,949
1 [P11142_CHAIN_0]55890,097 97234,367 28568,885 7310,2642 57858,71 100539,29 24732,793
1 [P11142_CHAIN_0]73573,213 112648,02 35004,312 11447,418 76492,74 115853,99 30596,147
1 [P11142_CHAIN_0]143074,15 206212,28 49708,496 6733,6952 149015,85 212009,56 41118,074
1 [P11142_CHAIN_0]455986,38 357495,48 118226,63 30323,232 481335,31 353272,9 105378,46
2 [P11142_CHAIN_0, P17066]76678,125 60244,932 23163,883 4409,0132 80940,122 59438,633 21287,158
2 [P11142_CHAIN_0, P17066]29083,632 38917,437 14464,057 2434,8216 30358,705 39714,497 13200,931
1 [P11142_CHAIN_0]134350,38 177335,75 72517,548 26052,727 140296,58 180640,61 66646,371
1 [P11142_CHAIN_0]120507,96 135269,95 36373,974 4465,9559 126334,24 137253,88 31074,672
1 [P11142_CHAIN_0]101584,84 115660,8 31038,011 4970,8472 106461,41 117451,99 26450,138
1 [P11142_CHAIN_0]42735,775 43856,328 13882,713 3973,3597 44890,96 44199,01 12227,514
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]292485,47 385919,53 160695,99 39658,933 305435,58 393007,4 148883,96
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]130441,7 604609 106496,38 64842,367 126948,73 641289,24 75827,47
1 [P11142_CHAIN_0]117404,83 155131,39 48276,062 5976,9706 122587,88 158518,08 42655,818
1 [P11142_CHAIN_0]65038,134 87137,789 29850,273 8092,7041 67885,552 89010,369 26705,854
1 [P11142_CHAIN_0]345883,83 417990,31 128770,97 18210,491 361983,42 425277,43 113474,26
1 [P11142_CHAIN_0]70831,728 91230,188 26871,79 2066,4205 74008,021 93156,933 23510,497
1 [P11142_CHAIN_0]42272,579 67057,781 20794,636 4952,3509 43900,342 69064,29 18245,261
1 [P11142_CHAIN_0]222440,14 279153,13 92660,975 17292,704 232578,08 284349,72 82743,105
1 [P11142_CHAIN_0]228692,19 257419,03 99364,451 21987,13 239753,12 260260,72 91101,394
1 [P11142_CHAIN_0]171282,84 144807,52 57413,168 19127,004 180587,05 143644,19 52654,395

1 [Q01995_CHAIN_0]125136,54 347094,66 117867,17 21744,41 126799,47 363110,91 105523,54



1 [Q01995_CHAIN_0]257547,3 824060,38 208613,35 46887,696 258591,54 866910,73 173775,84
1 [Q01995_CHAIN_0]144048,7 330106,59 83204,387 20374,715 147420,93 344681,56 69208,879
1 [Q01995_CHAIN_0]8743,5119 54002,406 8866,1088 1292,5925 8221,0332 57483,648 6265,2604
1 [Q01995_CHAIN_0]8371,904 48841,535 8372,5723 1157,7892 7933,1159 51949,077 6049,6344
1 [Q01995_CHAIN_0]4515,4266 25425,564 4319,0817 694,84752 4298,343 27034,554 3102,9251
1 [Q01995_CHAIN_0]15369,32 74175,797 15684,288 2660,4855 14896,699 78630,188 12358,039
1 [Q01995_CHAIN_0]58174,676 246635,42 59978,66 9560,1307 57119,278 260742,58 49522,332
1 [Q01995_CHAIN_0]189900,15 975919,25 211531,18 26363,111 182795,62 1035139,1 168536,35
1 [Q01995_CHAIN_0]105570,56 404871,69 87150,388 13281,622 104558,64 427754,55 69201,727
1 [Q01995_CHAIN_0]13487,02 69464,32 14688,38 1778,4679 12978,944 73693,295 11602,91
1 [Q01995_CHAIN_0]43109,082 183143,63 43698,929 6526,6525 42318,365 193651,93 35892,014
1 [Q01995_CHAIN_0]118075,16 233815,78 49994,311 13436,808 121617,47 243407,4 39433,738
1 [Q01995_CHAIN_0]170223,53 579478 169913,49 39727,966 170186,27 609552,09 146960,73
1 [Q01995_CHAIN_0]21265,37 79088,055 15645,697 4678,8362 21113,278 83562,202 11940,663
1 [Q01995_CHAIN_0]178629,62 194583,61 40813,936 21288,696 187384,78 197477,54 31639,379
1 [Q01995_CHAIN_0]30102,39 98586,781 29894,979 8906,2851 30179,222 103599,04 25977,771
1 [Q01995_CHAIN_0]62753,044 100800,63 36614,565 10745,467 65146,179 103694,23 33066,064
1 [Q01995_CHAIN_0]54236,785 195306,81 62132,19 19328,034 54000,769 205486,16 54523,666
1 [Q01995_CHAIN_0]140945,71 190884,03 52872,281 13302,955 147064,88 195488,07 45174,472
1 [Q01995_CHAIN_0]211651,41 421969,22 129982,92 33856,805 217965,78 438084,39 113678,64
1 [Q01995_CHAIN_0]56500,191 182447,69 53370,289 19385,003 56698,326 191737,09 45841,043
1 [Q01995_CHAIN_0]217068,68 459077,38 158316,1 49487,161 222995,6 476904,64 141361,77

1 [P35232] 23527,119 15304,423 5698,4407 2444,7751 24902,235 14848,208 5155,4076
1 [P35232] 896781,78 516343,71 196396,73 79516,381 950623,18 494258,75 178678,95
1 [P35232] 417840,76 316073,45 109847,09 44441,42 441317,4 311236,48 98172,038
1 [P35232] 209367,91 154220,72 54566,86 23002,071 221220,31 151479,86 48898,501
1 [P35232] 58116,509 74150,8 17572,324 5826,1697 60734,802 75821,377 14321,78
1 [P35232] 4770,9333 6441,9058 1183,5739 399,83407 4978,0901 6615,8303 878,01635
1 [P35232] 201998,62 272918,81 91757,952 14942,665 210792,67 278946,19 82217,527
1 [P35232] 147171,26 149427,42 62192,93 22995,74 154636,84 150014,96 57335,299
1 [P35232] 422965,23 503197,79 138411,72 57268,039 442810,86 512097,96 117156,93
1 [P35232] 138919,84 73788,879 26501,487 7157,1408 147391 69997,372 24041,257
1 [P35232] 121324,62 52271,452 19209,575 5031,5857 128981,77 48112,663 17535,454
1 [P35232] 133338,36 50724,651 16717,208 4489,9664 141895,32 45757,849 14978,081
1 [P35232] 147378,15 157270,95 48860,318 9558,9712 154681,65 158902,72 43045,018
1 [P35232] 464189,41 497438,25 122277,84 47792,346 487127,52 503773,68 100551,17
1 [P35232] 28804,711 26403,581 10498,56 4605,6768 30325,877 26345,188 9581,626
1 [P35232] 39804,834 50079,797 17676,06 4600,4169 41616,964 50984,674 15916,012
1 [P35232] 19076,109 16367,22 5547,2741 2148,7447 20106,641 16284,312 4934,4419
1 [P35232] 68111,105 80772,813 27612,351 4017,2507 71315,898 82011,661 24854,316
1 [P35232] 35098,708 42141,227 13525,407 4168,1622 36738,604 42844,351 11926,243
1 [P35232] 17173,76 15841,983 6298,559 2730,5077 18078,581 15813,889 5749,6283
1 [P35232] 12950,061 13112,248 4414,8466 1877,7191 13607,079 13195,288 3911,5348
1 [P35232] 8126,0905 11995,701 3854,0281 1547,9042 8458,1246 12314,521 3380,9222
1 [P35232] 214459,03 233239,69 91044,988 17963,924 225005,45 235319,77 83733,581
1 [P35232] 115152,21 128972,4 50703,367 12268,454 120735,93 130330,16 46583,537
1 [P35232] 306424,77 324526,59 119180,17 19958,519 321674,35 327151,6 108637,63
1 [P35232] 83820,191 124350,54 57589,144 22070,043 87243,354 127111,69 53831,053

1 [P63244_CHAIN_0]141107,95 214026,02 84639,19 46629,772 146762,05 219450,7 76638,82
1 [P63244_CHAIN_0]94826,177 180534,09 50507,778 11611,185 97833,277 187321,49 43255,125



1 [P63244_CHAIN_0]107892,31 120635,67 83097,936 73257,979 113151,09 120751,14 79425,002
1 [P63244_CHAIN_0]6982,0241 13750,58 3506,9298 561,69161 7193,4642 14293,813 2940,9819
1 [P63244_CHAIN_0]104745,8 234309,52 70571,788 13183,962 107327,51 244122,21 61614,66
1 [P63244_CHAIN_0]114513,63 205786,34 51320,218 12136,262 118401,53 213316,61 42610,887
1 [P63244_CHAIN_0]91432,815 148709,23 41299,804 13641,22 94872,389 153462,75 35144,298
1 [P63244_CHAIN_0]77793,231 179082,58 42670,07 7899,9958 79595,571 187091,28 35016,167
1 [P63244_CHAIN_0]50252,216 123151,73 33507,184 5944,9336 51259,849 128730,88 28549,159
1 [P63244_CHAIN_0]71373,851 98033,898 34059,182 8630,2638 74447,773 100239,49 30577,489
1 [P63244_CHAIN_0]35459,315 84758,375 20945,374 4497,8986 36214,575 88611,242 17348,011
1 [P63244_CHAIN_0]121120,1 138898,75 39528,148 10279,503 126914,67 141033,36 34011,165
1 [P63244_CHAIN_0]47224,09 118828,84 29215 4735,2792 48102,993 124393,41 24223,89
1 [P63244_CHAIN_0]28523,657 64348,504 17010,789 3367,8912 29213,605 67135,594 14372,406
1 [P63244_CHAIN_0]102231,15 189989,16 41943,849 10916,849 105564,75 197339,81 33476,981
1 [P63244_CHAIN_0]235612,62 494730,5 121612,76 17149,736 242090,24 515415,28 100996,7
1 [P63244_CHAIN_0]48214,477 95111,57 21100,219 2449,4164 49669,21 98976,144 16995,641

1 [P09382] 4007,1639 9794,9795 3607,7422 1406,8291 4088,6557 10207,712 3248,319
1 [P09382] 86163,856 187072,17 47939,412 16954,9 88402,838 195019,04 39844,024
1 [P09382] 2198707 4601251,5 1146078,2 438169,7 2259494,6 4792734,2 943527,17
1 [P09382] 77032,475 157291,08 46225,5 18151,605 79250,198 163489,95 39729,262
1 [P09382] 204396,78 144058,45 50123,098 13822,686 216105,41 140962,22 45103,561
1 [P09382] 2875,1492 4472,5673 1229,5923 377,44556 2987,639 4607,9613 1045,0519
1 [P09382] 1397,1417 2384,4761 667,85784 182,50047 1447,3155 2464,8943 571,07259
1 [P09382] 270,322 501,93198 152,46723 44,761138 279,173 519,98981 132,73458
1 [P09382] 317,99541 522,45197 149,05759 64,635236 329,8485 539,23311 127,02246
1 [P09382] 169561,51 412254,17 126930,69 38246,237 173040,91 430370,62 110721,73
1 [P09382] 34475,043 67065,531 20369,565 6485,1036 35538,861 69583,164 17708,741
1 [P09382] 23318,143 57296,852 16756,848 5351,6735 23783,216 59859,234 14431,608
1 [P09382] 5777,338 14740,753 3691,884 1150,9263 5880,5664 15434,11 3053,7211
1 [P09382] 12375,007 28765,441 9260,7689 2658,7906 12657,337 29981,825 8163,1888
1 [P09382] 18209,321 49126,199 13260,363 4554,7263 18478,466 51472,596 11177,373
1 [P09382] 72972,408 117697,58 33372,796 14141,672 75738,982 121399,67 28412,21
1 [P09382] 26504,22 39048,121 9965,385 4515,8661 27587,172 40166,117 8242,1865
1 [P09382] 421996,4 743077,25 231918,04 96962,391 436679,17 768228,4 201906,4
1 [P09382] 294520,34 333199 86131,944 29121,042 308702 338349,56 72017,486
1 [P09382] 257811,17 311551,25 85772,818 26393,383 269804,79 317316,05 73004,341
1 [P09382] 6106540,3 9587083 2747581,1 1209400,2 6343658,1 9877355,6 2343593
1 [P09382] 87797,453 141746,56 38560,731 17194,48 91122,1 146263,43 32449,308
1 [P09382] 150760,79 211047,16 62825,853 35264,558 157162,44 216323,33 53769,611
1 [P09382] 405,93696 597,98267 133,59409 79,247067 422,51271 615,7189 105,2533
1 [P09382] 748,27664 887,91791 306,59683 122,89021 783,47507 901,48304 273,1262
1 [P09382] 280079,64 311637,19 90624,147 22751,046 293683,82 315833,22 78425,818
1 [P09382] 4099426,4 6643058 2035660,2 850548,7 4254282,3 6848320,3 1765516,2
1 [P09382] 59864,74 134129,86 20975,335 7860,3768 61323,121 140382,89 14285,111
1 [P09382] 99458,567 235028,69 73504,647 27168,501 101644,57 245143,53 64127,364
1 [P09382] 451089,32 948085,94 237798,37 88808,055 463474,47 987611,42 196255,31
1 [P09382] 212022,55 436387,03 125179,65 50151,465 218050,87 453792,48 106918,45
1 [P09382] 147003,43 162355,94 38774,288 16911,518 154164,08 164747,31 31529,548
1 [P09382] 42161,464 125296,67 29658,896 10015,724 42535,835 131688,28 24077,332
1 [P09382] 470604,37 1706788,6 291957,94 69607,999 468136,78 1804075,2 209725,36
1 [P09382] 19517,294 40311,09 12277,25 12921,031 20069,652 41901,911 10289,741
1 [P09382] 193766,4 275220,16 89082,597 37437,129 201914,29 282047,49 78207,918



1 [P09382] 88438,391 216658,22 78101,271 47809,814 90225,505 225858,84 69295,346
1 [P09382] 14228,993 27512,035 9085,1993 5891,1584 14672,101 28516,4 7912,5844
1 [P09382] 32274,805 59639,227 48851,771 30479,512 33357,405 60784,186 47873,489
1 [P09382] 1286,104 2720,3748 842,42048 345,97913 1321,1498 2829,1405 732,04483

1 [O60506_ISOFORM_4]110186,39 225362,7 77323,61 17112,715 113357,79 233894,52 69284,026
2 [O60506_ISOFORM_4, O43390_CHAIN_0]335867,68 703514,38 172287,36 29955,616 345137,98 732898,27 142680,33
2 [O60506_ISOFORM_4, O43390_CHAIN_0]237844,49 477782,91 130325,71 27243,137 244853,03 496688,08 110996,87
1 [O60506_ISOFORM_4]35965,668 35662,285 17657,874 9637,6931 37810,032 35658,573 16545,274
1 [O60506_ISOFORM_4]77554,238 141955,84 59326,687 20067,859 80147,527 146469,11 54720,447
1 [O60506_ISOFORM_4]122785,51 192899,94 74817,039 18632,449 127563,13 198111,39 68492,143
1 [O60506_ISOFORM_4]243455,16 399651,69 98395,363 24864,836 252526,95 412976,73 81353,532
2 [O60506_ISOFORM_4, O43390_CHAIN_0]142780,24 233729,7 80297,654 31711,114 148129,19 240763,45 71405,705
2 [O60506_ISOFORM_4, O43390_CHAIN_0]64709,529 109979,84 34946,124 11690,031 67045,789 113538,33 30671,676
2 [O60506_ISOFORM_4, O43390_CHAIN_0]122211,41 198839,64 65621,357 21538,504 126814,01 204862,02 58077,857
1 [O60506_ISOFORM_4]97465,801 193970,27 67867,705 17095,203 100386,2 201104,21 60954,54
1 [O60506_ISOFORM_4]426,35788 896,72955 267,96293 172,57374 438,07808 932,75683 228,28259
1 [O60506_ISOFORM_4]81813,648 78708,815 31104,504 12390,305 86055,224 78798,676 28407,908

1 [P78371_CHAIN_0]240450,98 285182,66 74571,471 17101,218 251749,31 290301,85 62879,994
1 [P78371_CHAIN_0]89445,976 163000,62 65459,85 20002,616 92450,517 168243,49 60090,12
1 [P78371_CHAIN_0]80707,428 144996,1 55180,046 15450,263 83460,623 149685,52 50262,899
1 [P78371_CHAIN_0]99285,635 144482,3 38993,377 5349,7573 103382,05 148470,34 33278,106
1 [P78371_CHAIN_0]46195,637 67955,258 19922,225 3680,8269 48087,067 69811,903 17309,378
1 [P78371_CHAIN_0]93725,647 149600,14 40632,765 5607,3922 97311,381 154298,93 34719,927
1 [P78371_CHAIN_0]41643,029 49829,961 15935,016 3781,7658 43592,247 50654,063 14089,109
1 [P78371_CHAIN_0]21053,014 18436,795 9303,744 3770,9756 22184,366 18272,38 8798,2138
1 [P78371_CHAIN_0]238653,28 204904,07 114940,52 44176,345 251572,1 202405,76 110151,32
1 [P78371_CHAIN_0]50222,461 45942,62 23671,338 9099,9439 52880,151 45659,621 22460,132
1 [P78371_CHAIN_0]53600,688 46873,734 24340,642 9383,0284 56482,937 46428,614 23119,074
1 [P78371_CHAIN_0]20783,943 30693,613 10185,039 2168,9341 21633,131 31499,04 9077,5725
1 [P78371_CHAIN_0]79120,475 122808,77 37621,397 7033,8575 82224,319 126389,58 33005,886
1 [P78371_CHAIN_0]2591,5891 3918,1924 1103,2368 148,67655 2695,4154 4031,285 951,5994
1 [P78371_CHAIN_0]23397,986 36496,008 9137,9071 3983,9894 24310,755 37634,06 7521,5609
1 [P78371_CHAIN_0]88827,781 115691,98 39670,491 11420,869 92787,315 118019,38 35473,073

1 [Q14697_CHAIN_0]29349,979 54219,281 22346,477 9372,6615 30320,646 55970,895 20488,141
1 [Q14697_CHAIN_0]56233,983 101209,74 26853,076 5693,46 58140,951 104866,42 22710,041
1 [Q14697_CHAIN_0]38488,775 63615,273 22413,252 6370,8865 39918,084 65534,801 20134,567
1 [Q14697_CHAIN_0]318240,69 743711,38 185653,07 30338,211 325382,28 777003,58 154640,75
1 [Q14697_CHAIN_0]549744,8 1383362 338650,04 50903,799 559974,23 1448190,4 280610,97
1 [Q14697_CHAIN_0]66368,972 139236,88 32304,68 8386,1049 68194,983 145117,76 26195,773
1 [Q14697_CHAIN_0]531969 132166,19 47899,177 7321,5564 567604,06 107334,84 44162,498
1 [Q14697_CHAIN_0]317683,03 122360,32 37759,451 5356,7921 338036,59 110713,39 33590,077
1 [Q14697_CHAIN_0]59604,942 106668,3 28532,098 4722,8151 61639,345 110492,92 24239,602
1 [Q14697_CHAIN_0]14775,576 36560,289 11891,686 2168,1046 15065,639 38162,745 10557,265
1 [Q14697_CHAIN_0]2298,9452 6375,6538 1625,1058 226,61164 2329,1695 6687,2915 1362,76
1 [Q14697_CHAIN_0]110155,49 284936,47 71751,233 8316,1416 112041,37 298420,12 60045,268
1 [Q14697_CHAIN_0]7877,1323 21544,125 5873,1265 1005,9679 7987,3654 22577,947 5006,8615
1 [Q14697_CHAIN_0]20058,603 44927,742 12574,631 2274,2391 20551,145 46841,899 10791,712
1 [Q14697_CHAIN_0]231075,58 523643 115629,6 19896,398 236600,37 547126,68 92663,712
1 [Q14697_CHAIN_0]322540,96 572067,06 175120,98 32826,548 333673,68 591680,76 153543,52



1 [Q14697_CHAIN_0]225306,79 347594,88 95952,298 22780,259 234183,77 357984,86 81926,893

1 [P15144_CHAIN_0]66585,039 109352,35 28079,198 6493,8989 69065,91 112962,64 23521,762
1 [P15144_CHAIN_0]338285,16 779486,13 226346,89 42353,488 346132,98 813051,04 195927,45
1 [P15144_CHAIN_0]75701,568 187481,31 38964,467 5965,8334 77169,954 196415,5 30587,788
1 [P15144_CHAIN_0]72351,019 87980,742 30797,461 10896,26 75709,401 89425,197 27567,001
1 [P15144_CHAIN_0]22723,606 50272,891 14899,877 5894,0901 23295,399 52370,892 12826,912
1 [P15144_CHAIN_0]40703,689 77069,672 15731,409 2415,4915 41999,752 80141,453 12280,195
1 [P15144_CHAIN_0]59333,562 83409,641 18892,696 4350,0823 61841,771 85701,146 15253,125
1 [P15144_CHAIN_0]45852,655 78558,055 19823,326 5055,9047 47491,467 81289,195 16501,85
1 [P15144_CHAIN_0]42578,445 97822,313 19067,567 4066,3672 43566,336 102329,01 14559,339
1 [P15144_CHAIN_0]152530,02 287650,41 93828,868 26053,571 157434,01 297942,08 83014,246
1 [P15144_CHAIN_0]136662,57 350004,25 57401,694 11237,012 139057,01 367477,34 40529,184

1 [Q13838_CHAIN_0]6657,3686 9712,249 2472,0195 300,97343 6931,4301 9986,2149 2078,443
2 [Q13838_CHAIN_0, O00148_CHAIN_0]72279,297 129756,84 41253,776 6092,8856 74741,848 134211,68 36538,902
2 [Q13838_CHAIN_0, O00148_CHAIN_0]50590,424 94299,586 29474,104 4390,5726 52239,69 97676,878 26006,087
2 [Q13838_CHAIN_0, O00148_CHAIN_0]114032,9 248131,16 68455,281 11039,643 116987,49 258527,72 58599,369
2 [Q13838_CHAIN_0, O00148_CHAIN_0]157019,25 293485,47 57570,734 16871,964 162098,98 305131,9 43913,947
2 [Q13838_CHAIN_0, O00148_CHAIN_0]59650,963 79358,773 31924,521 9876,0189 62277,504 80884,451 29331,289
2 [Q13838_CHAIN_0, O00148_CHAIN_0]83089,96 123995,06 33017,045 5121,0956 86452,22 127567 28050,687
2 [Q13838_CHAIN_0, O00148_CHAIN_0]42754,933 86489,305 25240,382 3310,5578 44003,009 89876,888 21942,404
2 [Q13838_CHAIN_0, O00148_CHAIN_0]29778,996 47350,011 19609,546 12759,376 30926,449 48613,609 17802,72
1 [Q13838_CHAIN_0]8010,5796 12441,386 3407,9295 759,88526 8324,4081 12817,542 2906,1275
1 [Q13838_CHAIN_0]40925,32 72132,117 21156,254 4213,9814 42346,953 74618,907 18358,919
1 [Q13838_CHAIN_0]10704,507 27999,098 7092,8847 860,97735 10881,189 29330,328 5943,9214
1 [Q13838_CHAIN_0]28637,179 64326,773 17270,675 2150,3972 29335,971 67096,21 14707,002

1 [P21796_CHAIN_0]112431,35 189784,96 40968,618 7038,4799 116505,86 196500,68 32617,941
1 [P21796_CHAIN_0]88660,364 105156,99 29828,134 7263,5709 92827,78 106969,43 25661,665
1 [P21796_CHAIN_0]79013,957 126579,55 39267,38 5091,5997 82030,171 130415,36 34638,814
1 [P21796_CHAIN_0]17363,269 32284,619 10405,715 2824,876 17931,221 33428,218 9186,5659
1 [P21796_CHAIN_0]131268,83 191369,61 57975,656 9244,8777 136681,56 196462,28 50816,916
1 [P21796_CHAIN_0]117003,45 179228,38 55614,711 8348,1208 121644,57 184333,15 49020,232
1 [P21796_CHAIN_0]149472,43 227855,88 71555,492 11066,838 155425,63 234272,06 63221,196
1 [P21796_CHAIN_0]151973,32 215919,44 66150,624 9690,584 158360,19 221395,33 58169,716
1 [P21796_CHAIN_0]54616,931 84082,516 32810,617 4820,8354 56778,803 86277,162 30213,445
1 [P21796_CHAIN_0]67000,868 83956,672 30896,386 7368,9442 70059,137 85415,47 28061,679
1 [P21796_CHAIN_0]35562,142 51305,012 18577,671 3119,333 37041,938 52548,561 16873,373
1 [P21796_CHAIN_0]82455,812 123915,27 47896,154 6499,7999 85783,544 127039,22 44060,937
1 [P21796_CHAIN_0]20969,168 31357,113 5509,1753 797,31176 21814,481 32355,146 4048,0974
1 [P21796_CHAIN_0]149390,86 216326,94 57494,438 6793,5891 155576,78 222279,81 48919,84
1 [P21796_CHAIN_0]728827,68 730587,56 201996,13 29827,308 765933,26 736160,76 173680,37
1 [P21796_CHAIN_0]450479,01 606349,44 135903,89 29263,112 470095,62 621834,51 109460

1 [Q92945_ISOFORM_2]15079,484 45382,184 12965,33 6212,7775 15202,677 47637,897 11009,225
1 [Q92945_ISOFORM_2]8088,4847 26328,572 6271,9034 2690,9605 8111,4645 27719,556 5075,8409
1 [Q92945_ISOFORM_2]143815,98 351833,22 99297,466 32098,953 146715 367643,97 84766,06
1 [Q92945_ISOFORM_2]59316,692 113656,33 47395,283 32557,005 61192,192 117453,57 42983,887
1 [Q92945_ISOFORM_2]3582,5899 10484,521 3257,9489 1405,3063 3618,3615 10990,844 2828,4127
1 [Q92945_ISOFORM_2]4314,6809 14522,462 4414,0765 1999,3989 4317,3599 15268,226 3808,0551
1 [Q92945_ISOFORM_2]91053,94 160020,8 70128,159 48818,703 94241,578 164777,57 64070,315



1 [Q92945_ISOFORM_2]76119,344 139569,48 46728,035 14932,785 78652,101 144390,22 41480,711
1 [Q92945_ISOFORM_2]41574,399 72630,625 27644,607 11550,417 43036,381 74907,303 25019,106

1 [P36578_CHAIN_0]81044,545 222992,06 63583,5 14323,888 82152,06 233633,95 54670,665
1 [P36578_CHAIN_0]41018,968 130259,84 18909,538 6156,1986 41197,247 137469,24 12335,488
1 [P36578_CHAIN_0]35059,565 52185,801 13318,626 3251,5481 36480,73 53702,372 11135,242
1 [P36578_CHAIN_0]33899,097 56738,594 13738,428 2331,8166 35138,874 58679,859 11351,338
1 [P36578_CHAIN_0]110937,82 202108,09 56374,874 16842,214 114649,57 209408,6 48083,031
1 [P36578_CHAIN_0]715316,06 1433717,6 411791,84 66190,731 736476,06 1489671,2 356115,75
1 [P36578_CHAIN_0]219215,27 429564,63 114657,91 21997,964 225903,27 446300,73 97194,358
1 [P36578_CHAIN_0]202997,33 247164,78 62619,004 6998,7785 212398,05 252008,73 52655,507
1 [P36578_CHAIN_0]98115,103 213832,22 50246,568 8244,7492 100644,44 223084,76 41109,991
1 [P36578_CHAIN_0]111590,13 195590,11 52422,446 16651,609 115486,48 202455,14 44218,539
1 [P36578_CHAIN_0]340050,21 610938,69 162302,24 44986,853 351604,92 632969,01 136852,76
1 [P36578_CHAIN_0]116813,91 202332,34 39277,325 5756,1132 120934,51 209828,51 30094,73
1 [P36578_CHAIN_0]30837,385 53122,914 14114,048 3060,8448 31933,813 54957,5 11939,736
1 [P36578_CHAIN_0]78628,096 134567,67 36574,28 7047,61 81443,085 139155,51 31163,131
1 [P36578_CHAIN_0]8625,716 15566,158 4140,5154 915,25786 8917,345 16129,7 3502,4084

1 [P22314] 15038,34 20250,143 5853,5433 1183,1088 15693,869 20725,12 5066,376
1 [P22314] 42026,276 135132,19 29068,607 3548,1939 42179,244 142337,84 23124,148
1 [P22314] 120016,61 308324,09 91252,811 16326,132 122125,26 322422,69 79356,779
1 [P22314] 61698,435 154980,77 52854,58 8901,1935 62861,969 161753,92 47404,092
1 [P22314] 57781,351 172239,06 50873,314 7285,7519 58289,809 180707,63 44285,688
1 [P22314] 58680,227 162258,59 54228,143 9139,0205 59470,193 169762,28 48432,745
1 [P22314] 12434,991 27738,563 7529,9273 957,11402 12742,606 28924,619 6429,8584
1 [P22314] 11875,001 33561,648 7516,1455 1140,2559 12017,05 35250,2 6054,2777
1 [P22314] 271411,39 622878,63 203811,15 26777,435 277776,19 648885,42 181639,18
1 [P22314] 44203,414 83880,453 27473,854 7809,4368 45613,629 86895,469 24319,715
1 [P22314] 21786,198 54248,371 16922,845 2330,201 22206,169 56658,096 14923,289
1 [P22314] 9469,8786 24792,426 8000,0684 1201,4325 9626,8054 25916,106 7100,8833

2 [P11940_ISOFORM_2, Q13310_ISOFORM_2]251739,07 288422,25 132021,33 33997,007 263820,52 291223,86 124003,07
2 [P11940_ISOFORM_2, Q13310_ISOFORM_2]12349,653 23501,988 6468,8578 1331,8468 12741,423 24388,651 5523,988
2 [P11940_ISOFORM_2, Q4VXU2]31153,08 41044,496 14949,826 3105,5064 32532,321 41864,567 13570,845
2 [P11940_ISOFORM_2, Q4VXU2]24115,382 36876,711 12656,687 2935,569 25074,09 37885,304 11344,193
1 [P11940_ISOFORM_2]80098,172 77208,343 24785,455 5250,2515 84243,966 77490,513 21981,128
1 [P11940_ISOFORM_2]33641,175 48006,676 17016,968 5308,369 35051,987 49159,417 15290,471
1 [P11940_ISOFORM_2]36375,403 46623,289 16770,885 5463,0563 38013,365 47499,185 15105,564
1 [P11940_ISOFORM_2]80678,749 116047,7 36103,495 10269,524 84039,449 119037,72 31638,28
1 [P11940_ISOFORM_2]68210,735 104718,81 34922,059 10610,337 70913,018 107633,61 31015,222
1 [P11940_ISOFORM_2]124799,78 80447,33 35628,758 18297,074 132113,34 77794,549 32993,625
1 [P11940_ISOFORM_2]146817,86 108657,54 46744,475 21016,924 155123,74 106502,69 43204,201
2 [P11940_ISOFORM_2, Q4VXU2]48739,783 66785,047 17917,559 3271,822 50838,917 68450,898 15236,792
2 [P11940_ISOFORM_2, Q4VXU2]80280,151 85366,773 29856,668 16393,919 84267,062 86128,793 26483,237
1 [P11940_ISOFORM_2]141020,88 82662,973 35211,329 13996,119 149458,83 79167,597 32617,29
1 [P11940_ISOFORM_2]178979,47 104204,92 46395,41 22788,476 189704,96 99657,734 43065,313

1 [P60842] 44440,205 72016,945 23232,212 3251,0102 46119,662 74203,257 20653,885
1 [P60842] 97469,119 134793,02 40542,18 10253,24 101643,38 138071,56 35322,12
1 [P60842] 298783,41 420849,97 136507,46 12506,485 311422,82 431112,55 121834,64
1 [P60842] 82046,932 115364,63 35805,23 5340,8092 85521,008 118221,45 31572,019



1 [P60842] 78204,353 105232,54 28947,112 2825,7917 81613,982 107744,26 24882,498
1 [P60842] 87478,11 151118,84 41382,565 9458,387 90580,203 156313,51 35262,836
1 [P60842] 321386,46 393646,38 115503,19 33013,775 336230,04 400976,59 99947,011
1 [P60842] 125893,19 174168,56 53024,02 15837,973 131283,72 178387,77 46218,267
1 [P60842] 1153164 1766055,5 548728,57 118106,59 1198914,5 1816324,6 482260,53
2 [P60842, P38919_CHAIN_0]49742,966 82555,5 28240,77 4802,3916 51582,472 85086,245 25365,38
1 [P60842] 567298,5 464960,48 142624,4 26081,123 598398,78 461466,69 125565,26
1 [P60842] 153006,78 198600,31 59313,312 16748,563 159835,93 202846,5 51531,107
1 [P60842] 507647,63 735048,25 261793,41 39598,834 528712,07 753123,04 237244,42
1 [P60842] 184901,29 308974,94 101712,82 15082,174 191691,67 318655,77 90756,628
1 [P60842] 44096,768 68465,898 21220,804 3819,1519 45826,389 70454,994 18671,736
1 [P60842] 21295,902 36536,512 12437,932 2164,4138 22058,027 37704,271 11157,849
1 [P60842] 94754,896 108489,19 27155,937 4540,1491 99289,449 110266,54 22700,95

6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5581146,7 16381216 3923600,4 733096,8 5635108,9 17210844 3222494,6
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]2404345,9 6616989 1661626,9 298420,38 2437026,2 6940076,7 1384656,1
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]3435994,8 9739154 2255721,6 466492,01 3476542,1 10227395 1831596,3
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5275789,7 15097403 3245935,8 598961,66 5334826,8 15865587 2573746,9
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]76825,314 159564,39 47267,741 9136,1857 78979,943 165922,79 41105,743
2 [P60709_CHAIN_1, Q6S8J3]7405,8837 17782,137 4935,5278 1456,2272 7562,268 18575,156 4201,8194
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]89164,326 241555,5 43800,138 9595,7238 90447,125 253807,39 32402,661
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]515509,33 1282652,7 206123,63 47308,175 525342,66 1345889,7 143709,91
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]245846,38 629859,33 110487,06 27615,526 250153,58 661077,72 80377,987
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]48015,281 122457,09 26248,995 6819,9116 48871,499 128358,46 20713,204
2 [P60709_CHAIN_1, Q6S8J3]2853,0737 9612,4766 2019,8756 346,1686 2854,0652 10135,3 1588,9677
2 [P60709_CHAIN_1, Q6S8J3]19861,427 66283,531 13937,783 2148,4671 19881,847 69876,375 10977,744
2 [P60709_CHAIN_1, Q6S8J3]561588,37 1832418,8 393042,38 72290,577 563062,29 1930698,9 311289,56
2 [P60709_CHAIN_1, Q6S8J3]3902,927 4795,7977 1833,731
2 [P60709_CHAIN_1, Q6S8J3]42878,886 124948,14 28764,31 6726,2746 43312,027 131294,45 23275,351
2 [P60709_CHAIN_1, Q6S8J3]61795,051 198401,88 43701,403 6919,9697 62026,927 208942,64 34981,635
2 [P60709_CHAIN_1, Q6S8J3]91070,884 288137,41 68368,249 18235,626 91506,617 303204,14 55744,297
2 [P60709_CHAIN_1, Q6S8J3]3821,0899 11426,803 2637,7636 494,66025 3853,4595 12013,312 2141,4143
2 [P60709_CHAIN_1, Q6S8J3]2106,1144 4733,9136 1210,058 325,85261 2157,4026 4939,8173 1009,3041
2 [P60709_CHAIN_1, Q6S8J3]7386,6797 24535,771 4378,5693 623,72641 7396,2431 25888,771 3228,0538
2 [P60709_CHAIN_1, Q6S8J3]293868,79 780953,88 218732,06 53485,833 298470,32 817713,13 187073,94
2 [P60709_CHAIN_1, Q6S8J3]3674,0797 8758,9082 2128,792 458,58645 3752,8077 9157,5991 1754,4766
2 [P60709_CHAIN_1, Q6S8J3]2836,1583 5830,4468 1638,6364 436,31919 2916,9246 6063,8275 1402,0395
2 [P60709_CHAIN_1, Q6S8J3]6592,4227 17766,404 4571,649 880,73343 6690,1272 18621,618 3833,5471
2 [P60709_CHAIN_1, Q6S8J3]38578,174 117109,08 24365,396 4119,405 38866,088 123243,37 19105,867
2 [P60709_CHAIN_1, Q6S8J3]1606,4551 4318,4155 1228,707 273,14074 1630,5726 4522,2354 1056,1281
2 [P60709_CHAIN_1, Q6S8J3]271271,84 852088 166389,11 26128,049 272678,69 897673,42 127404,39
2 [P60709_CHAIN_1, Q6S8J3]10352,715 28401,873 7555,9248 2376,3861 10495,613 29773,076 6353,6885
2 [P60709_CHAIN_1, Q6S8J3]29674,489 70953,242 18017,974 3554,1636 30306,373 74163,426 15054,239
2 [P60709_CHAIN_1, Q6S8J3]26319,903 77790,07 17609,034 3128,4509 26562,237 81774,519 14213,03



2 [P60709_CHAIN_1, Q6S8J3]7837,0183 25097,705 5801,9948 1071,0817 7867,9705 26421 4712,3736
2 [P60709_CHAIN_1, Q6S8J3]42184,701 127413,45 26797,367 3940,327 42513,462 134064,54 21121,685
2 [P60709_CHAIN_1, Q6S8J3]3914,6076 8942,1973 2124,9569 598,06195 4006,7773 9340,4098 1733,5785
2 [P60709_CHAIN_1, Q6S8J3]6513,2587 15034,835 3316,4204 822,38034 6663,1114 15716,995 2645,7407
2 [P60709_CHAIN_1, Q6S8J3]2860,0696 7299,2075 1890,3838 456,54824 2911,1751 7640,5409 1584,2375
2 [P60709_CHAIN_1, Q6S8J3]1548,7189 4448,0039 1127,0203 275,03185 1565,8147 4669,1741 938,33482
2 [P60709_CHAIN_1, Q6S8J3]7950,112 15798,384 3545,6933 1240,3932 8187,5444 16442,883 2831,1346
2 [P60709_CHAIN_1, Q6S8J3]49373,664 75356,477 16169,683 2941,0589 51333,354 77725,025 12846,519
2 [P60709_CHAIN_1, Q6S8J3]2812,1088 6546,6878 1538,4778 471,63488 2875,6865 6842,2159 1249,0381
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]146165,42 482749,5 157402,75 35841,937 146459,39 507013 139433,32
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]215,04315 357,79355 151,64598 78,690837 222,99499 367,86064 139,02002
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]4642888,9 16503489 3155465,1 347982,29 4625926,7 17427453 2400995,3
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]146782,24 389429 67725,317 14648,31 149067,73 409081,44 49159,997
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]2210550,1 6327004 946631,99 149791,94 2234994,6 6662347 636304,69
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]142498,52 233338,92 74865,98 21455,102 147832,05 240533,14 66006,398
4 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3]1050,6501 2704,783 598,61666 123,34594 1068,8593 2835,1432 479,00994

1 [P04844_CHAIN_0]8292,0585 19271,873 5046,719 965,0181 8480,5553 20124,078 4254,2548
1 [P04844_CHAIN_0]35431,398 69790,414 20962,025 5256,1958 36506,181 72445,927 18238,078
1 [P04844_CHAIN_0]40099,773 73922,367 25260,768 7295,4537 41425,923 76472,719 22548,499
1 [P04844_CHAIN_0]18004,093 38924,727 9351,7933 1056,0613 18475,045 40593,101 7724,3773
1 [P04844_CHAIN_0]24575,817 51633,391 12045,703 1449,7706 25250,416 53813,988 9857,1496
1 [P04844_CHAIN_0]313076,77 676873,88 163523,97 17024,382 321266,74 705856,31 135354,12
1 [P04844_CHAIN_0]23422,85 47091,859 12594,384 1828,2962 24112,039 48964,431 10706,184
1 [P04844_CHAIN_0]16967,967 30990,496 8198,4489 1998,9259 17533,732 32126,98 6916,5594
1 [P04844_CHAIN_0]46314,398 72685,508 15369,646 3194,3107 48109,866 75060,884 12128,912
1 [P04844_CHAIN_0]7972,6574 15880,694 3769,1274 520,62398 8210,0981 16522,953 3098,4879
1 [P04844_CHAIN_0]26980,713 49776,055 13038,708 2146,7151 27869,64 51622,77 11014,954
1 [P04844_CHAIN_0]114391 168490,17 42350,076 6803,4692 119065,46 173330,85 35409,767
1 [P04844_CHAIN_0]57048,465 124930,12 32203,054 4488,3356 58508,2 130261 27105,898
1 [P04844_CHAIN_0]252642,23 564012 147192,85 18235,12 258878,73 588332,42 124405,91
1 [P04844_CHAIN_0]4750,1711 9579,7891 2558,0996 569,04554 4889,3066 9961,8274 2165,1501
1 [P04844_CHAIN_0]102611,19 180201,98 54214,655 11162,246 106190,41 186346,94 47308,035
1 [P04844_CHAIN_0]43838,188 67363,727 20272,531 4233,2435 45572,186 69311,838 17696,239
1 [P04844_CHAIN_0]68010,757 101417,43 32782,822 7358,8123 70768,142 104149,19 29044,9

4 [Q71U36, P68363, P68366, Q9NY65]44104,15 98462,547 23700,33 4677,5723 45191,528 102773,37 19498,668
4 [Q71U36, P68363, P68366, Q9NY65]24738,721 44769,582 12803,323 3067,5145 25573,019 46365,894 11020,576
4 [Q71U36, P68363, Q9BQE3, P68366]20662,967 32072,461 8148,1932 1302,1364 21472,484 33061,85 6832,141
4 [Q71U36, P68363, Q9BQE3, P68366]19576,468 29485,15 7823,9683 1454,2181 20362,837 30347,036 6630,3759
4 [Q71U36, P68363, Q9BQE3, P68366]250864,98 383934,34 97417,538 15899,247 260809,29 395558,66 81644,965
4 [Q71U36, P68363, Q9BQE3, P68366]223075,4 339203,44 89257,316 13745,313 231967,1 349278,46 75591,765
4 [Q71U36, P68363, Q9BQE3, P68366]78931,167 121357,69 33808,343 5585,1831 82050,05 124957,6 29038,66
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]4815,985 9767,1973 3636,2349 502,92132 4956,5462 10125,096 3320,887
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]21966,947 41645,738 15138,724 1972,3411 22669,553 43092,386 13774,41
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]157228,19 346137,75 89010,857 16492,117 161212,24 360968,57 74695,338
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1511366 3237278,3 813316,75 126506,97 1551569 3373997,4 679155,24
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]46717,622 93865,258 25005,94 3251,8862 48093,47 97598,887 21251,484
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]254242,43 528366,75 145953,13 27632,215 261359,44 549772,75 124819,07
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344



2 [P68363, P68366]303022,48 557981,81 156935,78 27016,978 313035,54 578298,17 134982,54
2 [P68363, P68366]33410,105 55395,832 20039,993 6174,1394 34647,434 57057,271 18070,245
2 [P68363, P68366]7991,351 15710,048 4629,5537 742,39716 8234,3619 16309,609 4028,3141
2 [P68363, P68366]39913,826 81872,594 23773,221 3812,8668 41054,812 85118,962 20611,653
2 [P68363, P68366]58600,276 94037,047 29273,214 8539,29 60833,875 96890,812 25637,383
2 [P68363, P68366]299707,77 595298,75 167750 29860,644 308686,64 618464,86 144276,08
2 [P68363, P68366]62478,844 123090,77 36858,269 6581,0272 64373,515 127778,2 32160,963
2 [P68363, P68366]12965,462 25309,646 7607,8219 1290,2327 13363,638 26264,953 6647,1755
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]95126,339 198042,02 56250,081 7725,736 97782,754 206025,52 48565,027
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]43715,218 93434,344 24171,424 3758,989 44882,81 97351,754 20350,366
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]112431,9 216602,83 60210,308 9390,427 115942,75 224843,15 51671,628
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1571097,1 3085342 839422,9 148652,08 1618897,1 3205249 715657,13
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]204764,31 180094,33 88541,945 44671,923 215750,04 178622,18 83078,063
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]103957,55 203355,98 57830,406 19683,077 107138,98 211154,24 49446,863
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]709104,75 532368,68 276194,22 161144,87 749090,31 520945,96 260087,22
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]118519,67 217848,3 57263,412 17610,74 122441,77 225898,11 48068,441
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]290521,56 225207,33 112651,33 66531,544 306750,99 221112,14 105561,02
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]225912,52 480820,75 131700,83 21669,806 231994,44 500683,04 112521,6
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]284046,22 460863,66 150192,84 31168,059 294769,82 474829,49 133367,01

1 [P17987] 37380,118 54970,98 14853,338 4023,6658 38910,137 56513,307 12593,951
1 [P17987] 24822,597 29176,18 9875,6704 3331,3513 25996,036 29613,255 8790,8096
1 [P17987] 18888,846 31190,639 6432,8541 1323,1283 19587,992 32277,948 5029,9016
1 [P17987] 53417,145 83300,563 23660,712 5301,931 55503,21 85805,637 20358,627
1 [P17987] 369768,21 535660,56 147385,83 33264,759 385078,04 550251,08 125844,75
1 [P17987] 129066,46 225278,22 58078,95 10926,156 133591,69 233223,79 48803,018
1 [P17987] 17281,114 32066,543 10571,165 2502,9792 17847,922 33192,474 9392,163
1 [P17987] 182990,25 232040,19 60759,704 16110,248 191268,79 237008,73 51141,093
1 [P17987] 71196,149 109919,36 33932,927 6247,3428 74001,842 113091,72 29825,198
1 [P17987] 73204,746 101828,47 28761,522 4446,2544 76326,07 104392,21 24810,962
1 [P17987] 90173,34 124936,8 37165,004 5212,2135 94029,933 127998,81 32478,572

1 [Q02878] 52128,296 105762,73 26527,65 4780,9976 53640,552 110055,76 22117,004
1 [Q02878] 39531,658 83513,047 21471,077 3831,1398 40608,304 86989,747 18025,41
1 [Q02878] 26721,771 58584,652 13707,725 1817,7193 27403,197 61131,56 11218,664
1 [Q02878] 9572,0883 21028,707 5065,2555 727,30558 9815,3616 21939,474 4180,1205
1 [Q02878] 21612,905 47290,5 11090,227 1685,6815 22166,06 49342,924 9073,6602
1 [Q02878] 30473,253 66170,656 16896,74 2940,3802 31264,877 68983,171 14160,291
1 [Q02878] 92422,73 177306,8 58314,306 13866,769 95330,492 183736,19 51778,688
1 [Q02878] 118141,84 221555 58887,497 14823,758 121958,07 229872,49 49717,649
1 [Q02878] 52745,587 87297,109 26329,278 5471,4513 54698,989 90078,553 22990,17
1 [Q02878] 211280,58 376662,16 113670,33 21485,141 218530,95 389698,43 99336,988
1 [Q02878] 293241,09 539083,06 182109,44 31906,191 302969,47 557693,66 163081,74
1 [Q02878] 77417,226 132408,27 39211,675 8349,3401 80192,792 136815,04 34083,562
1 [Q02878] 56734,717 100109,32 25747,55 4186,5541 58700,804 103681,5 21648,563
1 [Q02878] 2070,9359 4468,2573 867,61059 49,493594 2125,1689 4666,1643 667,47396
1 [Q02878] 5070,5828 7025,3281 1947,4222 972,8068 5287,3513 7202,2679 1643,2258
1 [Q02878] 6194,0863 12005,418 2974,1379 669,65396 6385,7298 12476,337 2465,4296
1 [Q02878] 125172,95 335995,09 94775,902 16598,715 127062,09 351867,42 81483,604
1 [Q02878] 914855,24 1579485,3 378825,09 79233,921 947282,55 1635481,7 311426,15
1 [Q02878] 392991,79 678133,19 169992,44 34326,8 406933,96 701923,14 141628,55
1 [Q02878] 184873,03 301579,97 91737,444 26306,281 191813,75 310996,11 79948,573



1 [Q14152_CHAIN_0]49805,219 73574,836 19755,286 4252,4261 51836,674 75657,289 16769,841
1 [Q14152_CHAIN_0]102934,57 65586,122 27025,686 17690,965 108981,71 63413,798 24598,173
1 [Q14152_CHAIN_0]7922,5769 12924,89 3383,3233 555,26669 8219,6444 13346,124 2859,0318
1 [Q14152_CHAIN_0]27579,173 44183,305 11762,368 2598,6031 28630,664 45585,476 9956,2623
1 [Q14152_CHAIN_0]204643,41 170343,44 65860,958 30884,678 215815,29 168830,22 59772,092
1 [Q14152_CHAIN_0]33108,19 60907,832 15206,089 2455,7397 34202,196 63185,81 12677,558
1 [Q14152_CHAIN_0]2674,2849 4852,8447 1104,8226 275,72532 2764,0101 5035,5035 891,44757
1 [Q14152_CHAIN_0]29341,274 48906,801 13390,571 2799,4297 30419,687 50522,362 11422,598
1 [Q14152_CHAIN_0]130382,74 196550,31 54270,661 10086,625 135617,76 202234,58 46465,701
1 [Q14152_CHAIN_0]17363,332 32535,803 7434,435 1203,8107 17923,985 33795,469 6033,0457

1 [O75533] 21413,961 36552,863 9100,6426 2065,3358 22182,115 37822,565 7557,8467
1 [O75533] 11039,284 18552,004 5034,33 740,985 11441,769 19172,019 4297,923
1 [O75533] 85077,797 116249,93 37266,73 12819,486 88752,793 118938,96 32778,273
1 [O75533] 13176,902 17501,646 7006,1057 2083,6293 13757,693 17837,84 6435,5518
1 [O75533] 14368,637 20407,67 6335,5416 1593,2102 14972,694 20922,363 5558,6631
1 [O75533] 140645,62 172623,88 53904,647 19016,032 147135,99 175752,38 47146,196
1 [O75533] 98858,177 125067,77 50523,387 21367,865 103348,12 127157,9 46209,859
1 [O75533] 26261,845 47200,535 11984,504 2018,2783 27153,469 48920,887 10036,895
1 [O75533] 71402,531 65712,677 32648,592 14874,825 75171,896 65374,968 30738,971
1 [O75533] 147446,8 126429,43 69364,952 32151,332 155430,9 124927,08 66075,089

1 [P13010] 171412,46 355311,28 95683,991 16612,502 176228,79 369757,55 81360,899
1 [P13010] 74675,102 147008,31 43908,045 12031,632 76941,888 152607,52 38109,222
1 [P13010] 21463,076 39099,766 12308,047 2901,0514 22182,133 40466,538 10831,117
1 [P13010] 11373,721 11031,555 3243,1971 750,44038 11960,769 11086,039 2818,6228
1 [P13010] 32032,402 70066,906 13430,545 2459,0967 32850,77 73204,452 10205,07
1 [P13010] 207362,88 396030,06 104186,72 14855,434 213908 411172,83 88206,625
1 [P13010] 45682,029 115649,7 31800,699 4384,6419 46519,453 120973,94 27220,946
1 [P13010] 44767,987 92714,617 22177,417 2829,1407 46025,839 96571,796 18282,421
1 [P13010] 20999,249 38896,203 9874,4402 1500,4586 21687,597 40354,776 8275,4797
1 [P13010] 155154,91 346566,09 89731,32 24826,509 158980,36 361541,66 75084,99
1 [P13010] 44553,809 84308,258 26194,295 7989,9694 45979,33 87376,742 22904,952
1 [P13010] 39947,25 62248,148 18876,654 5206,0787 41509,05 64079,716 16450,844
1 [P13010] 150775,55 281220,06 86368,852 21333,45 155686,09 291349,21 75549,092

1 [P23396_CHAIN_0]248013,07 498079 148035,42 29486,522 255331,87 517388,79 128809,62
1 [P23396_CHAIN_0]265895,12 740443,25 195784,61 38718,158 269330,6 776479,48 165342,8
1 [P23396_CHAIN_0]576553,81 1660841,5 435841,07 76827,152 582822,51 1743041,5 367699,09
1 [P23396_CHAIN_0]480723,13 906055,88 221211,93 46357,51 496142,16 940857,17 182759,38
1 [P23396_CHAIN_0]445662,54 1186020,3 305439,97 49661,403 452588,13 1242746 256588,95
1 [P23396_CHAIN_0]122670,49 323321,41 93153,84 13748,265 124650 338389,99 80617,733
1 [P23396_CHAIN_0]22097,098 39768,461 12123,42 4603,5852 22847,482 41154,779 10518,805
1 [P23396_CHAIN_0]18269,807 33956,883 7401,6725 1038,8193 18865,42 35273,681 5920,1557
1 [P23396_CHAIN_0]97904,282 161959,48 40522,904 6268,1368 101526,42 167385,8 33831,548
1 [P23396_CHAIN_0]97759,929 151763,95 39766,685 7956,7537 101590,15 156407,79 33558,317
1 [P23396_CHAIN_0]37712,695 109057,09 25559,239 9214,345 38111,781 114564,02 20660,716
1 [P23396_CHAIN_0]109651,31 228702,63 61176,447 8737,2323 112701,93 238057,55 52007,633
1 [P23396_CHAIN_0]876184,66 1764690,1 441938,14 79321,509 901879,62 1835935,4 368318,68
1 [P23396_CHAIN_0]222460,83 464026,88 120694,84 24830,622 228646,96 483121,33 101511,87
1 [P23396_CHAIN_0]165945,15 309447,69 74302,792 12668,372 171337,83 321261,04 61209,383



1 [P23396_CHAIN_0]100075,96 185749,72 41338,967 9330,2507 103344,5 192917,31 33145,533

1 [P46940_CHAIN_0]354341,23 612193,81 161270,17 82756,669 366900,91 633456,51 134053,62
1 [P46940_CHAIN_0]44184,444 65767,781 19156,167 3893,8481 45977,029 67602,144 16602,443
1 [P46940_CHAIN_0]7515,8761 15757,986 2900,4684 497,72686 7722,383 16447,646 2168,3123
1 [P46940_CHAIN_0]84385,522 119038,36 20506,448 7624,728 87939,809 122536,89 14735,796
1 [P46940_CHAIN_0]96754,092 142865,88 34783,571 7518,8232 100699,56 147022,54 28733,151
1 [P46940_CHAIN_0]41542,931 65213,277 18433,623 3875,7624 43156,07 67194,807 15852,855
1 [P46940_CHAIN_0]7296,8493 11483,943 3257,3117 785,31162 7579,5693 11833,743 2799,275
1 [P46940_CHAIN_0]27682,535 44219,906 11563,182 3169,9962 28740,578 45625,009 9714,479
1 [P46940_CHAIN_0]21016,089 31842,441 8352,6955 2593,278 21856,193 32784,58 7011,6686
1 [P46940_CHAIN_0]43179,871 63849,004 15869,386 4919,2299 44938,954 65700,402 13123,881

1 [O00571_CHAIN_0]62527,026 100916,13 27832,365 4872,9492 64895,71 104116,75 23829,425
1 [O00571_CHAIN_0]74296,033 124480,34 46550,669 8095,6464 77021,077 128212,95 42493,676
1 [O00571_CHAIN_0]267889,63 367509,13 104133,32 17239,319 279421,41 376516,79 89855,448
1 [O00571_CHAIN_0]17171,474 30562,732 7157,4803 1000,1583 17760,469 31685,526 5861,7908
1 [O00571_CHAIN_0]17950,426 26218,721 8996,156 1250,6702 18690,213 26884,481 8100,0014
1 [O00571_CHAIN_0]27946,325 42597,215 14554,897 2163,251 29060,222 43758,38 13086,682
1 [O00571_CHAIN_0]5338,5841 9075,0789 2082,8739 513,29191 5530,7778 9394,6285 1685,7661
1 [O00571_CHAIN_0]30683,899 46150,172 12295,771 1914,9126 31917,853 47494,781 10447,162
1 [O00571_CHAIN_0]44498,523 75721,117 20351,204 4703,9775 46100,76 78294,071 17256,598
1 [O00571_CHAIN_0]80971,166 131921,58 33295,869 6474,3081 84010,211 136254,47 27811,235

1 [P62805_CHAIN_0]23526,82 33560,336 4932,3827 2204,1523 24509,258 34591 3235,0377
1 [P62805_CHAIN_0]13004,213 18430,035 4345,483 2545,629 13550,863 18937,912 3486,4417
1 [P62805_CHAIN_0]47539,609 46821,254 9586,1047 3344,4164 49975,49 47234,704 7442,8848
1 [P62805_CHAIN_0]212215,69 276253,81 44234,133 18633,066 221645,81 283439,02 30557,081
1 [P62805_CHAIN_0]101356,52 136461,92 28890,003 10038,879 105768,35 140004,28 22654,458
1 [P62805_CHAIN_0]79705,325 88666,867 15140,483 5625,5755 83570,365 90204,434 10857,504
1 [P62805_CHAIN_0]35003,914 50073,563 10177,678 3382,6863 36464,406 51526,345 7865,7429
1 [P62805_CHAIN_0]4893535,8 6276331 1065670,4 405494,61 5113033,4 6433012,9 760647,04
1 [P62805_CHAIN_0]10975,689 12358,285 3466,5748 1227,3039 11505,615 12537,226 2958,4862
1 [P62805_CHAIN_0]2359742 3244318,5 472832,09 231387,33 2460882,7 3338652,2 307760,15
1 [P62805_CHAIN_0]253835,47 365739,41 47473,095 19351,764 264353,09 377336,99 28672,415
1 [P62805_CHAIN_0]77121,216 111753,52 25671,251 8139,4121 80310,356 114963,78 20720,472
1 [P62805_CHAIN_0]160932,16 241941,53 58801,198 19575,653 167402,68 249171,51 48247,338
1 [P62805_CHAIN_0]190131,51 259970,28 41974,676 19385,846 198314,02 267330,65 29038,241
1 [P62805_CHAIN_0]59882,769 75997,027 12605,785 6447,585 62585,838 77864,136 8823,2146
1 [P62805_CHAIN_0]105239,15 122801,44 31850,37 11552,219 110226,91 124906,96 26616,915
1 [P62805_CHAIN_0]130276,97 205631,08 35849,739 15998,162 135297,37 212647,68 25771,573
1 [P62805_CHAIN_0]62221,3 98585,195 15478,667 7060,5031 64609,989 102019,49 10536,594
1 [P62805_CHAIN_0]49475,998 76036,164 11700,138 5305,2107 51425,591 78598,013 7877,6001
1 [P62805_CHAIN_0]25204,572 36071,039 7404,4246 3207,0108 26255,911 37116,066 5711,5684
1 [P62805_CHAIN_0]48814,632 63961,555 12276,556 5715,1284 50976,18 65579,88 9211,3049
1 [P62805_CHAIN_0]30161,332 43749,883 8456,9079 3429,165 31406,602 45060,279 6381,1894
1 [P62805_CHAIN_0]79013,952 130769,1 23031,67 10464,182 81929,679 135467,84 16623,254
1 [P62805_CHAIN_0]151256,36 186991,55 34889,324 8411,3018 158192,68 191209,28 26218,084

1 [P20700_CHAIN_0]225709,91 219685,4 85650,688 42685,309 237356,96 220143,9 77678,041
1 [P20700_CHAIN_0]402576,81 312034,46 113470,42 59714,72 425039,42 307731,59 101648,3
1 [P20700_CHAIN_0]236798,2 168470,62 76857,961 43071,588 250341,06 164406,62 71278,996



1 [P20700_CHAIN_0]976697,44 631523,26 289810,33 202528,6 1033899,5 610574,22 267386,92
1 [P20700_CHAIN_0]405706,47 286329,93 134208,44 81969,669 428960,69 279101,85 124638,69
1 [P20700_CHAIN_0]568160,25 339540,93 143801,91 96720,299 602017,45 325924,79 131373,01
1 [P20700_CHAIN_0]50750,781 36989,013 18377,331 10553,191 53635,568 36127,209 17223,227
1 [P20700_CHAIN_0]328758,9 382261,28 136055,72 52362,001 344393 387548,38 122002,82
1 [P20700_CHAIN_0]121666,16 76475,28 25481,349 14840,861 128832,06 74032,027 22421,688
1 [P20700_CHAIN_0]166767,27 99822,289 40852,267 22855,694 176700,8 95881,225 37324,933
1 [P20700_CHAIN_0]113930,09 77345,003 27516,259 17241,944 120519,55 75398,448 24451,871
1 [P20700_CHAIN_0]821804,38 507894,99 160587,29 76300,079 870385,87 491066,45 140557,51
1 [P20700_CHAIN_0]137749,78 97451,303 42538,8 25987,865 145638,34 95113,629 39113,382
1 [P20700_CHAIN_0]192246,78 117781,59 66393,163 37126,106 203652,23 112832,07 63237,537
1 [P20700_CHAIN_0]98998,828 62326,798 25267,113 15468,072 104830,44 60200,509 22986,712

1 [P55072_CHAIN_0]83778,053 245670,73 58035,308 19769,001 84592,338 258135,91 47078,027
1 [P55072_CHAIN_0]335637,42 767674,38 250603,1 93523,452 343563,05 799686,74 220621,55
1 [P55072_CHAIN_0]54684,403 143304,09 36664,236 5712,6061 55581,468 150112,68 30756,021
1 [P55072_CHAIN_0]88248,907 139628,95 39251,303 8312,0105 91652,152 143923,18 33706,702
1 [P55072_CHAIN_0]367184,32 998622,25 286176,18 44065,889 372451,78 1045958,8 247248,13
1 [P55072_CHAIN_0]92769,471 263815,97 56620,166 15865,945 93842,851 277206,98 44634,109
1 [P55072_CHAIN_0]103914,18 272850,41 69542,641 14752,347 105607,2 285836,41 58104,775
1 [P55072_CHAIN_0]12624,065 35910,449 9917,3879 3182,3388 12771,329 37662,038 8418,0212
1 [P55072_CHAIN_0]121264,35 241079,81 71922,281 25928,319 124895,17 250342,14 62137,171
1 [P55072_CHAIN_0]7089,7326 17947,299 4901,4786 972,87831 7219,7021 18774,671 4175,4723
1 [P55072_CHAIN_0]68131,453 151864,39 43254,947 7332,4662 69820,638 158289,24 37303,946

1 [P50990_CHAIN_0]29714,374 50261,539 14261,49 2593,1532 30791,209 51933,574 12290,503
1 [P50990_CHAIN_0]209397,22 367630,19 106749,21 26186,103 216701,03 380288,35 92204,466
1 [P50990_CHAIN_0]122066,91 197623,94 60832,145 18129,626 126682,1 203712,64 53126,995
1 [P50990_CHAIN_0]132555,25 264137,28 75602,438 15979,125 136509,13 274406,02 65161,978
1 [P50990_CHAIN_0]32404,823 53657,824 17103,979 2387,9671 33604,964 55338,41 15167,019
1 [P50990_CHAIN_0]95009,594 151670,28 44880,213 14337,478 98646,345 156317,35 38806,265
1 [P50990_CHAIN_0]35879,791 57184,23 16214,695 5350,3318 37254,716 58955,486 13870,758
1 [P50990_CHAIN_0]63212,532 97030,484 28091,297 9376,9884 65714,372 99868,86 24150,607
1 [P50990_CHAIN_0]10673,325 17581,563 4451,9631 803,64091 11069,835 18166,043 3724,5569
1 [P50990_CHAIN_0]156491,69 220680,28 48314,431 12096,65 163091,31 226828,45 38525,794

1 [Q9NQC3_ISOFORM_2]44499,686 123571,45 28796,054 5646,8071 45079,554 129703,06 23441,687
1 [Q9NQC3_ISOFORM_2]317015,64 677895,56 199597,56 29103,979 325491,51 705542,45 173727,53
1 [Q9NQC3_ISOFORM_2]6968,6346 17176,713 3955,2485 694,9186 7105,7973 17980,688 3212,177
1 [Q9NQC3_ISOFORM_2]5840,2877 13819,703 2949,874 622,66223 5967,3747 14459,224 2331,0836
1 [Q9NQC3_ISOFORM_2]2232,8308 5307,5161 1195,2252 181,31698 2280,9456 5551,7412 965,02531
1 [Q9NQC3_ISOFORM_2]4329,1664 9411,9648 2063,5165 362,3167 4441,1647 9823,3497 1649,5909
1 [Q9NQC3_ISOFORM_2]28604,786 58809,969 14563,634 3006,5848 29417,997 61227,564 12080,588
1 [Q9NQC3_ISOFORM_2]29119,631 55447,996 14835,836 4125,4434 30042,438 57554,981 12530,203
1 [Q9NQC3_ISOFORM_2]105338,54 218976,09 51280,987 11410,594 108280,03 228147,91 41789,577
1 [Q9NQC3_ISOFORM_2]584569,66 1175646,8 293883,62 57950,296 601748,88 1223075,2 244575,98
1 [Q9NQC3_ISOFORM_2]12756,805 29253,951 7844,4438 2450,7798 13055,32 30531,014 6613,8832
1 [Q9NQC3_ISOFORM_2]12866,559 15604,881 9201,8009 2791,3338 13467,08 15737,908 8890,0653
1 [Q9NQC3_ISOFORM_2]325459,01 614793,94 155037,19 23218,025 335871,86 638292,67 129693,58

1 [P08865_CHAIN_0]161187,11 367487,28 92800,963 14362,575 165001,08 383652,61 77594,532
1 [P08865_CHAIN_0]157533,75 218934,94 63702,38 18763,637 164256,06 224379,67 54960,429



1 [P08865_CHAIN_0]74270,244 134460,48 34945,731 7761,6791 76771,558 139370,1 29374,249
1 [P08865_CHAIN_0]2412,3655 6716,3887 788,41136 87,860554 2442,9281 7075,184 444,88155
1 [P08865_CHAIN_0]8940,0094 21817,307 5695,1032 841,2333 9121,0701 22811,079 4806,7264
1 [P08865_CHAIN_0]203424,46 418910,19 103132,77 14859,734 209192,79 436170,26 85679,753
1 [P08865_CHAIN_0]199187,53 466236,19 117724,8 15648,976 203642,45 487083,44 98534,651
1 [P08865_CHAIN_0]1210095,7 1599278,9 402043,8 80919,931 1263448,7 1637313,2 335642,82
1 [P08865_CHAIN_0]271696,27 504444,13 147625,17 43543,563 280589,51 522772,34 127408,92
1 [P08865_CHAIN_0]124242,66 285368,72 76961,136 19470,607 127140,59 297823,74 65183,288
1 [P08865_CHAIN_0]52425,041 88159,93 18834,664 3974,683 54331,919 91273,476 14909,773
1 [P08865_CHAIN_0]129276,24 255652,25 69398,789 13297,989 133171,43 265650,67 59087,514

1 [O60701] 104112,3 121560,93 38268,162 6564,4214 109049,43 123429,74 33835,081
1 [O60701] 2522,5914 6997,0132 1226,5603 459,15243 2555,3722 7357,1451 885,15202
1 [O60701] 80207,194 220239,59 49004,231 10003,912 81303,944 231185,96 39280,167
1 [O60701] 42003,276 105170,5 27307,276 5942,075 42797,055 110035,65 22930,286
1 [O60701] 327160,03 689487,56 222248,94 45469,952 336134,52 716686,39 196793,12
1 [O60701] 300067,56 495032,44 131086,17 31712,406 311202,65 511334,27 110670,02
1 [O60701] 3862,2395 10004,444 2394,4358 853,79121 3927,9788 10482,385 1949,2321
1 [O60701] 68293,96 164556,83 34657,636 11219,32 69716,679 172267,34 27086,278
1 [O60701] 801689,25 453626,63 123320,96 62245,159 849958,9 434937,23 104177,5

1 [P05556_CHAIN_0]36283,369 98200,516 26315,051 4580,0709 36812,885 102903,45 22330,964
1 [P05556_CHAIN_0]43895,263 119195,22 30087,022 5506,938 44526,292 124972,95 25105,346
1 [P05556_CHAIN_0]93804,611 210866,8 66554,831 19038,745 96096,61 219630 58426,565
1 [P05556_CHAIN_0]366512,08 934232,75 246382,27 46599,008 373088,47 977745,61 208062,71
1 [P05556_CHAIN_0]118048,83 337568,38 92951,16 15149,883 119388,16 354079,06 79470,687
1 [P05556_CHAIN_0]67913,171 194234,63 37600,361 9653,3436 68672,754 204250,5 28536,642
1 [P05556_CHAIN_0]60596,038 157385,95 34064,858 9468,018 61616,124 165031,05 26944,414
1 [P05556_CHAIN_0]23449,376 64476,523 16888,818 3118,8702 23769,798 67600,797 14236,568
1 [P05556_CHAIN_0]15965,655 38915,793 10305,431 1938,778 16290,099 40682,501 8713,6716
1 [P05556_CHAIN_0]36001,375 77331,391 20281,47 4382,5081 36954,922 80576,43 17085,868
1 [P05556_CHAIN_0]65437,844 184149,63 49161,387 8884,1102 66242,641 193140,5 41659,056
1 [P05556_CHAIN_0]70777,867 219123,97 63182,239 12934,999 71226,289 230122,35 54516,69
1 [P05556_CHAIN_0]21294,808 33746,734 10706,285 2925,1215 22115,662 34747,427 9423,9306
1 [P05556_CHAIN_0]18155,348 43434,914 11499,414 2297,9476 18541,724 45385,531 9717,2841

1 [P68104] 151646,82 253866,09 69940,739 19568,614 157197,34 262281,14 59541,69
1 [P68104] 115416,99 178708,59 56377,107 12297,891 119955,1 183848,88 49702,27
1 [P68104] 131405,23 249986,89 68873,047 13827,225 135575,64 259413,21 58842,49
1 [P68104] 158954,01 366555,97 109492,06 16062,72 162637,37 382248,24 95596,652
1 [P68104] 61995,232 123922,5 27281,956 5420,747 63830,919 129017,48 21819,979
1 [P68104] 158773,55 374665,97 84128,621 10761,252 162253,33 391840,18 67948,501
1 [P68104] 7219,3467 11207,545 3849,7185 1439,6233 7502,7823 11521,082 3427,3081
1 [P68104] 205257,42 240023 106866,77 21815,991 215003,34 242720,13 100228,08
1 [P68104] 437352,44 579827,63 149807,26 33289,794 456599,11 593574,48 125883,36
1 [P68104] 24230,839 44322,539 10935,53 3061,7583 25036,833 45975,918 9030,3758
1 [P68104] 357515,83 651390,5 169133,21 44426,779 369468,16 675327,13 141831,9
1 [P68104] 497607,02 944884 229776,58 66776,282 513417,54 981446,95 188802,99
1 [P68104] 226860,97 461848,5 101977,49 20649,902 233399,82 481094,14 81619,918
1 [P68104] 67545,446 101155,68 36170,313 11770,929 70276,992 103787,26 32527,433
1 [P68104] 130690,51 187341,03 65700,562 22426,291 136152,91 191900,35 58832,125
1 [P68104] 38168,886 59950,191 22255,063 7372,3416 39653,703 61601,898 20141,678



1 [P68104] 54798,904 69436,195 25825,199 8645,1802 57284,031 70673,503 23391,611
1 [P68104] 95941,406 143189,63 48033,779 16923,593 99829,694 146996,52 42613,78
1 [P68104] 51587,602 85128,563 29287,223 10490,789 53505,79 87715,262 26097,003
1 [P68104] 275202,1 438382,63 165256,43 48540,113 285779,12 450626,53 150229,3
1 [P68104] 87546,594 135654,55 37443,19 5827,3976 90983,306 139733,25 32100,815
1 [P68104] 85494,776 95703,523 28638,718 4610,3219 89635,745 96998,355 25058,842
1 [P68104] 118906,02 165436,08 53180,528 13412,916 123979,32 169395,13 47009,907

1 [P45880_ISOFORM_2]59381,768 89633,719 29851,331 4178,4033 61766,823 92065,398 26716,978
1 [P45880_ISOFORM_2]142077,21 200308,3 79824,929 12991,772 148093,08 204721,41 73722,015
1 [P45880_ISOFORM_2]120113,08 156666,03 59488,099 9995,1763 125466,08 159640,68 54499,8
1 [P45880_ISOFORM_2]142679,98 185400,59 69080,165 10614,212 149052,73 188929,16 63124,89
1 [P45880_ISOFORM_2]27699,255 44997,219 16582,361 6377,1924 28745,031 46301,521 14948,668
1 [P45880_ISOFORM_2]211742,35 255223,86 84440,552 13134,989 221615,95 259450,58 75477,89
1 [P45880_ISOFORM_2]145443,52 179440,44 63850,552 9181,7731 152140,64 182484,93 57904,162
1 [P45880_ISOFORM_2]378050,21 496358 187103,4 23299,663 394828,47 505984,12 171547,3
1 [P45880_ISOFORM_2]88960,532 114168,21 37166,811 7370,1817 92960,796 116445,39 33036,719
1 [P45880_ISOFORM_2]136650,1 173512,58 57773,08 8888,2885 142835,18 176839,03 51700,616
1 [P45880_ISOFORM_2]524960,66 606734 206412,41 25733,243 549996,97 615222,22 185825,69
1 [P45880_ISOFORM_2]284249,76 340331,91 111556 15018,438 297552,42 345880,45 99631,821
1 [P45880_ISOFORM_2]92312,324 120214,64 45431,018 10441,23 96430,237 122495,5 41466,781
1 [P45880_ISOFORM_2]143164,03 178571,17 60204,862 8783,5616 149712,75 181809,24 54034,227
1 [P45880_ISOFORM_2]529885,9 588198,94 209835,6 24877,487 555678,51 594778,04 190686,19
1 [P45880_ISOFORM_2]248651,23 259411,66 93528,085 18511,213 261107,97 261330,75 84857,096
1 [P45880_ISOFORM_2]174051,25 273165,5 86215,234 21720,913 180816,76 281172,89 75886,171
1 [P45880_ISOFORM_2]85361,446 126562,76 41126,839 10868,81 88837,903 129934,12 36407,351

1 [P51991_ISOFORM_2]46533,595 88659,148 31145,447 11734,411 48011,9 91790,385 27829,252
1 [P51991_ISOFORM_2]406280,11 641662,88 197884,61 83170,569 421983,78 660792,57 171862,01
1 [P51991_ISOFORM_2]202301,83 468702,91 171012,52 63423,308 206962,97 487832,62 153867,07
2 [P09651_ISOFORM_2, P51991_ISOFORM_2]7760,0266 13980,213 7046,3027 2372,9853 8025,0308 14377,981 6671,7277
2 [P09651_ISOFORM_2, P51991_ISOFORM_2]10578,368 15308,933 7404,546 2703,4561 11018,73 15622,159 6967,9324
1 [P51991_ISOFORM_2]55421,324 118848,76 39304,194 13439,846 56898,647 123567,95 34752,645
1 [P51991_ISOFORM_2]19727,627 36744,047 19473,003 7716,0929 20376,471 37801,443 18499,802
1 [P51991_ISOFORM_2]46630,864 88526,766 35680,222 15226,116 48121,95 91494,981 32583,239
1 [P51991_ISOFORM_2]55575,993 102954,61 40443,89 17373,942 57406,64 106354,94 36774,6
1 [P51991_ISOFORM_2]182,54331 8292,0791 1305,2394 395,86216 18,449089 8902,3348 891,25474
1 [P51991_ISOFORM_2]1655,8815 6199,5781 1338,0514 469,35609 1643,2305 6547,4086 1052,0814

4 [Q71U36, P68363, P68366, Q9NY65]44104,15 98462,547 23700,33 4677,5723 45191,528 102773,37 19498,668
4 [Q71U36, P68363, P68366, Q9NY65]24738,721 44769,582 12803,323 3067,5145 25573,019 46365,894 11020,576
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]4815,985 9767,1973 3636,2349 502,92132 4956,5462 10125,096 3320,887
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]21966,947 41645,738 15138,724 1972,3411 22669,553 43092,386 13774,41
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]157228,19 346137,75 89010,857 16492,117 161212,24 360968,57 74695,338
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1511366 3237278,3 813316,75 126506,97 1551569 3373997,4 679155,24
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]46717,622 93865,258 25005,94 3251,8862 48093,47 97598,887 21251,484
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]254242,43 528366,75 145953,13 27632,215 261359,44 549772,75 124819,07
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344
3 [Q71U36, Q9BQE3, Q9NY65]76678,043 120474,43 29483,111 3773,184 79650,295 124286,84 24496,846
3 [Q71U36, Q9BQE3, Q9NY65]95541,57 95473,949 14408,103 2475,3147 100404,35 96571,598 9813,3701



3 [Q71U36, Q9BQE3, Q9NY65]29388,169 67618,367 20375,161 3531,3067 30072,519 70503,288 17801,602
3 [Q71U36, Q9BQE3, Q9NY65]11530,401 17346,255 4270,0597 1809,0736 11993,781 17863,442 3500,2125
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]95126,339 198042,02 56250,081 7725,736 97782,754 206025,52 48565,027
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]43715,218 93434,344 24171,424 3758,989 44882,81 97351,754 20350,366
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]112431,9 216602,83 60210,308 9390,427 115942,75 224843,15 51671,628
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]1571097,1 3085342 839422,9 148652,08 1618897,1 3205249 715657,13
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]204764,31 180094,33 88541,945 44671,923 215750,04 178622,18 83078,063
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]103957,55 203355,98 57830,406 19683,077 107138,98 211154,24 49446,863
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]709104,75 532368,68 276194,22 161144,87 749090,31 520945,96 260087,22
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]118519,67 217848,3 57263,412 17610,74 122441,77 225898,11 48068,441
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]290521,56 225207,33 112651,33 66531,544 306750,99 221112,14 105561,02
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]225912,52 480820,75 131700,83 21669,806 231994,44 500683,04 112521,6
5 [Q71U36, P68363, Q9BQE3, P68366, Q9NY65]284046,22 460863,66 150192,84 31168,059 294769,82 474829,49 133367,01

1 [Q8WWI1_ISOFORM_3]15886,96 46640 11092,653 2689,2595 16040,295 49004,981 9064,2622
1 [Q8WWI1_ISOFORM_3]15285,477 41564,551 9547,8059 2330,6694 15503,378 43611,334 7717,6431
1 [Q8WWI1_ISOFORM_3]111626,41 291334,69 82767,142 15851,07 113488,22 304881,7 71230,054
1 [Q8WWI1_ISOFORM_3]71739,393 121488,42 38446,849 13766,073 74338,702 125408,07 33676,244
1 [Q8WWI1_ISOFORM_3]53921,557 90122,641 29339,781 10494,926 55901,164 92959,023 25854,961
1 [Q8WWI1_ISOFORM_3]79271,259 139546,72 41915,339 11154,457 82029,196 144320,15 36452,951
1 [Q8WWI1_ISOFORM_3]38896,422 76473,219 20795,743 5554,7897 40077,944 79448,814 17646,548
1 [Q8WWI1_ISOFORM_3]214884,59 656472,81 124766,17 31041,913 216391,8 691331,58 93995,754
1 [Q8WWI1_ISOFORM_3]226709,75 705431,63 150366,41 39511,043 228036,27 742630,68 118329,47
1 [Q8WWI1_ISOFORM_3]291512,48 323956,78 190491,52 104506,9 305742,25 325192,39 182003,29
1 [Q8WWI1_ISOFORM_3]164097,07 168720,92 141192,2 57789,808 172422,14 167223,11 139991,94
1 [Q8WWI1_ISOFORM_3]25537,508 23697,888 6215,9142 1465,8994 26877,941 23768,924 5251,8038
1 [Q8WWI1_ISOFORM_3]103721,37 129256,61 77574,27 27983,401 108490,18 130497,27 74886,464
1 [Q8WWI1_ISOFORM_3]60057,21 79920,922 46845,772 16400,516 62710,625 80983,537 45127,765
1 [Q8WWI1_ISOFORM_3]9141,5341 31215,891 6046,9249 1569,9469 9135,487 32938,303 4587,3056
1 [Q8WWI1_ISOFORM_3]74847,053 235966,5 47339,578 12192,711 75217,529 248568,06 36430,095
1 [Q8WWI1_ISOFORM_3]73293,497 229050,97 42785,101 11857,982 73697,324 241345,13 31942,681
1 [Q8WWI1_ISOFORM_3]30055,062 85783,359 21429,334 5118,9899 30398,069 90046,8 17774,215
1 [Q8WWI1_ISOFORM_3]13241,207 32892,605 7787,2119 2029,9346 13496,529 34432,008 6350,9581
1 [Q8WWI1_ISOFORM_3]27248,643 38909,957 12184,891 3966,4003 28389,793 39897,439 10671,806
1 [Q8WWI1_ISOFORM_3]144618,41 152286,91 107165,31 42643,106 151866,98 151812,56 104870,59
1 [Q8WWI1_ISOFORM_3]31882,104 38024,262 24916,656 8426,1003 33385,311 38234,142 24286,7
1 [Q8WWI1_ISOFORM_3]35832,428 37776,328 18751,975 5998,3215 37622,472 37914,158 17755,615

1 [P13489_CHAIN_0]43624,176 112944,84 26066,564 6803,3472 44367,285 118369,83 21085,787
1 [P13489_CHAIN_0]61645,75 171773,55 46417,566 9201,7877 62440,593 180103,66 39425,515
1 [P13489_CHAIN_0]48626,247 138252,86 38817,225 7230,4647 49195,402 144973,11 33312,084
1 [P13489_CHAIN_0]29784,568 68756,578 20643,912 5699,6823 30473,278 71699,179 17930,017
1 [P13489_CHAIN_0]7392,5864 17279,234 4206,2007 1331,2805 7558,3431 18056,435 3450,0966
1 [P13489_CHAIN_0]5702,217 15162,495 3456,3643 850,15264 5790,8066 15901,98 2786,7894
1 [P13489_CHAIN_0]53873,001 109588,51 29440,748 8688,3649 55431,019 113983,3 24865,092
1 [P13489_CHAIN_0]67612,762 130998,98 40071,391 13971,934 69710,601 135890,4 34840,74

1 [P15880_CHAIN_0]54666,752 95254,539 28202,946 6601,0277 56589,256 98490,491 24486,22
1 [P15880_CHAIN_0]206499,75 478970,22 150547,37 25937,899 211230,66 499310,19 132771,7
1 [P15880_CHAIN_0]132772,35 270422,53 78606,144 17131,684 136608,83 281083,71 67975,887
1 [P15880_CHAIN_0]51156,902 108404,04 35323,271 6563,4555 52547,882 112685,75 31376,2
1 [P15880_CHAIN_0]8810,5557 19229,172 4768,9923 1043,9919 9037,2603 20053,968 3954,283



1 [P15880_CHAIN_0]63843,752 115526,44 37264,159 9455,976 65999,801 119508,64 32934,422
1 [P15880_CHAIN_0]79830,143 123154,72 30052,095 5084,4066 82972,97 126962,97 24897,065
1 [P15880_CHAIN_0]408250,01 730960,19 239568,69 40488,497 422204,85 755755,81 213316,08
1 [P15880_CHAIN_0]187113,12 296314,34 76914,917 11632,667 194319,34 305643,42 64898,22
1 [P15880_CHAIN_0]189851 252685,5 73303,165 21345,154 198189,92 258465,3 63220,789
1 [P15880_CHAIN_0]181542,58 250104,33 56618,744 10075,482 189325,82 256744,67 45836,114
1 [P15880_CHAIN_0]406211,23 583145,56 130898,72 21512,017 423124,04 599750,93 105730,36
1 [P15880_CHAIN_0]53419,145 94937,313 26741,345 4999,7332 55257,368 98274,309 22994,534
1 [P15880_CHAIN_0]57401,258 105124,95 31358,655 5622,7506 59311,382 108874,82 27342,972
1 [P15880_CHAIN_0]149857,83 268353,25 84999,244 17960,239 154977,58 277554 74992,261

1 [O00159_ISOFORM_2]23046,559 26497,307 6604,8442 1236,4863 24147,097 26938,461 5508,9137
1 [O00159_ISOFORM_2]161422,95 264940,66 62625,505 13006,342 167437,37 273855,97 51270,348
1 [O00159_ISOFORM_2]286481,76 506612,13 112454,95 19064,018 296374,35 525307,38 90379,275
1 [O00159_ISOFORM_2]53011,543 93021,016 20004,267 4420,2609 54857,134 96448,727 15860,406
1 [O00159_ISOFORM_2]13659,717 21927,518 9134,2391 4880,83 14181,685 22519,062 8345,9005
1 [O00159_ISOFORM_2]6014,399 12515,28 3463,9271 952,78424 6182,4191 13022,658 2950,9956
1 [O00159_ISOFORM_2]19667,531 39016,25 8553,1301 2052,461 20256,208 40612,161 6815,8507
1 [O00159_ISOFORM_2]14995,453 27560,014 5542,6794 1093,8747 15490,657 28633,212 4292,6167
1 [O00159_ISOFORM_2]25850,774 46905,57 10882,524 2029,9395 26718,318 48664,188 8863,7766
1 [O00159_ISOFORM_2]15468,39 25577,791 4945,564 855,42914 16039,967 26481,431 3778,6561

1 [Q12906_ISOFORM_5]148527,28 332414,31 162695,86 135828,4 152224,33 344337,47 149927,45
1 [Q12906_ISOFORM_5]13634,289 38456,168 9143,8688 2824,7793 13799,375 40372,322 7445,7616
1 [Q12906_ISOFORM_5]25673,028 65532,336 18864,892 5365,4007 26132,728 68536,046 16212,654
1 [Q12906_ISOFORM_5]244138,95 687950,81 192240,44 33136,978 247127,55 721281,7 164899,31
1 [Q12906_ISOFORM_5]149414,8 384935,28 133175,36 22191,138 152029,22 401940,48 119780,01
1 [Q12906_ISOFORM_5]50185,578 107624,11 30630,718 6864,6183 51520,093 112057,36 26342,186
1 [Q12906_ISOFORM_5]72485,308 180205,03 49298,617 9254,1878 73884,22 188426,98 42039,642
1 [Q12906_ISOFORM_5]44211,083 90433,141 27666,562 14281,585 45481,188 93967,615 23852,543
1 [Q12906_ISOFORM_5]93096,291 164293,02 81170,254 45378,028 96346,882 168903,28 75886,073
1 [Q12906_ISOFORM_5]68881,289 179990,86 50400,594 9621,775 70025,062 188389,45 43221,528

1 [P19367_ISOFORM_4]103295,12 184420,78 55195,425 11347,709 106833,77 190828,32 48104,958
1 [P19367_ISOFORM_4]69486,687 139269,41 33801,657 8371,5821 71538,269 144905,9 27815,188
1 [P19367_ISOFORM_4]70664,807 116807,23 32359,766 4636,8187 73283,134 120615,7 27778,904
1 [P19367_ISOFORM_4]144653,26 271726,56 73883,344 13428,129 149317,28 281888,11 62974,044
1 [P19367_ISOFORM_4]172819,53 307941,16 77650,34 10557,037 178743,53 319087,27 65015,719
1 [P19367_ISOFORM_4]82867,963 180670,97 42450,567 6538,6195 85002,777 188490,65 34748,994
1 [P19367_ISOFORM_4]83259,811 158754,3 44949,924 6668,2097 85895,355 164712,78 38767,538
1 [P19367_ISOFORM_4]9903,9687 26573,979 4618,745 504,79064 10051,819 27922,152 3372,8442
1 [P19367_ISOFORM_4]24329,925 57437,474 11193,43 1620,568 24861,524 60126,224 8578,3277

1 [Q9ULV4] 6601,8917 24416,652 2865,8069 537,48931 6556,3255 25859,085 1604,458
1 [Q9ULV4] 283112,35 452712,41 79662,55 26787,115 293898,11 468369,98 57892,003
1 [Q9ULV4] 865330,35 1146976,8 325291,28 204225,24 903434,54 1173249,4 274307,94
1 [Q9ULV4] 92192,156 208498,56 47194,982 8046,5085 94406,07 217799,87 38137,669
1 [Q9ULV4] 49940,092 110831,51 29559,34 6093,4665 51187,28 115571,82 25024,384
1 [Q9ULV4] 97341,251 224320,92 52958,038 9451,4658 99591,091 234375,12 43350,523
1 [Q9ULV4] 74617,552 183812,64 41307,079 7149,1467 76087,913 192446,35 33286,449
1 [Q9ULV4] 1416009,9 1333285,8 476768,72 448756,91 1490003,9 1334566,3 416832,03
1 [Q9ULV4] 863585,75 794168,76 345413,57 283888,32 909155,31 791661,78 313924,45



1 [Q9ULV4] 46827,716 85284,203 18387,558 4906,6904 48391,58 88538,459 14552,776
1 [Q9ULV4] 45816,866 105135,55 27849,781 4403,4986 46887,346 109737,21 23589,894
1 [Q9ULV4] 142988,22 181990,94 48866,798 10872,475 149443,45 185882,02 41494,832

2 [P17844, Q92841]53902,28 74552,102 21720,558 7105,401 56210,075 76388,92 18715,492
2 [P17844, Q92841]63390,037 88860,469 27517,873 9369,2019 66079,838 91051,808 24025,923
2 [P17844, Q92841]39761,312 51745,656 18980,104 6204,7123 41535,346 52744,799 17154,101
1 [P17844] 52518,873 64143,273 20336,799 6957,2336 54949,399 65279,356 17855,043
1 [P17844] 264160,71 311814,94 62975,141 24486,715 276592,84 317935,15 48463,678
2 [P17844, Q92841]110788,3 156870,38 41807,435 6167,5931 115451,67 161027,25 35548,635
2 [P17844, Q92841]74281,641 38555,14 21426,798 9388,3154 78835,239 36221,688 20504,58
1 [P17844] 77168,287 85509,32 27399,134 4595,6306 80925,72 86557,959 24325,565
1 [P17844] 99299,997 114091,82 38942,335 7279,8277 104050,24 115647,1 34976,912
1 [P17844] 220322,46 222498,04 58973,637 21348,393 231502,66 224384,82 49616,025
1 [P17844] 93600,429 115093,2 35663,886 9315,8254 97915,153 117198,22 31280,626
1 [P17844] 47326,517 60448,723 20542,028 4703,757 49461,318 61612,323 18389,866
1 [P17844] 42879,382 54723,035 16313,762 3784,2867 44813,08 55848,032 14203,9

1 [P48643_CHAIN_0]24183,388 44631,77 12534,022 2867,1523 24980,341 46261,082 10745,988
1 [P48643_CHAIN_0]102717,89 145897,97 36959,751 16661,149 107030,58 149849,25 30513,683
1 [P48643_CHAIN_0]70817,272 75958,734 26494,213 10484,003 74320,294 76677,398 23662,917
1 [P48643_CHAIN_0]152272,74 193231,41 63066,089 22176,773 159166,57 196973,88 55672,591
1 [P48643_CHAIN_0]5310,4772 8802,9463 2527,8563 328,4892 5506,7731 9088,0277 2190,6196
1 [P48643_CHAIN_0]6650,4925 11840,123 3572,7206 495,73278 6879,0561 12249,31 3129,8876
1 [P48643_CHAIN_0]12563,773 26532,174 5375,127 779,74116 12905,221 27683,218 4183,9623
1 [P48643_CHAIN_0]12438,337 21611,496 6770,8956 1129,3465 12877,322 22331,274 5973,2558
1 [P48643_CHAIN_0]16703,926 29382,902 9201,7156 1457,2507 17285,793 30374,81 8120,0128
1 [P48643_CHAIN_0]16304,458 25628,445 8008,5146 2152,2691 16937,336 26383,921 7028,0724
1 [P48643_CHAIN_0]218009,86 253980,13 81535,875 37837,005 228361,14 257807,73 71360,165
1 [P48643_CHAIN_0]120185,45 208060,69 54399,981 18929,82 124436,33 215313,68 45513,765
1 [P48643_CHAIN_0]88059,614 147974,97 37759,535 6974,5568 91268,94 152997,73 31648,849
1 [P48643_CHAIN_0]167038,33 296224,49 73642,78 10262,785 172793,65 306930,1 61401,383

1 [Q01518_CHAIN_0]4072,4154 10635,054 3122,8521 755,3946 4140,2668 11126,488 2702,1613
1 [Q01518_CHAIN_0]122936,75 338516,63 140936,74 27055,177 124639,83 353239,33 130719,42
1 [Q01518_CHAIN_0]169532,02 313484,97 131410,79 31961,912 175133,91 323546,49 121800,86
1 [Q01518_CHAIN_0]169503,04 401606,31 156296,12 29146,588 173225,93 417919,94 143465,24
1 [Q01518_CHAIN_0]285597,18 750090 300125,55 52651,08 290316,43 782265,66 276849,04
1 [Q01518_CHAIN_0]57404,213 85037,344 46042,237 26486,54 59755,436 86706,842 43512,11
1 [Q01518_CHAIN_0]119834,17 318988,34 107247,09 25330,888 121710,82 333436,17 95593,377
1 [Q01518_CHAIN_0]102362,88 236149,77 73277,541 18867,849 104734,57 246175,07 64176,467
1 [Q01518_CHAIN_0]13174,941 46483,68 19749,343 3750,9383 13141,223 48728,435 18371,204
1 [Q01518_CHAIN_0]167334,96 281055,25 56688,287 14346,047 173426,62 291077,52 43836,001
1 [Q01518_CHAIN_0]274817,68 540036,38 186681,55 40779,438 283197,11 559749,89 167552,23
1 [Q01518_CHAIN_0]148093,63 271217,31 77346,839 17175,478 153019,44 281007,61 66587,772

1 [O76021] 359679 392711,5 147904,13 17112,797 377330,87 396475,49 135728,27
1 [O76021] 79553,616 100939,77 38757,391 7169,9411 83159,27 102704,77 35549,23
1 [O76021] 129334,2 158115,81 57367,39 6996,1419 135321,08 160687,64 52264,637
1 [O76021] 39227,028 45491,805 14611,496 2477,7735 41093,993 46164,892 12975,121
1 [O76021] 20091,204 22796,201 7232,3583 1216,6289 21058,08 23108,737 6406,9092
1 [O76021] 40543,661 58234,723 19632,07 5988,5252 42235,259 59682,579 17476,217



1 [O76021] 16424,346 16824,279 5137,664 903,37363 17253,168 16959,795 4514,515
1 [O76021] 23484,493 25092,598 8226,8704 1285,8841 24647,899 25340,81 7343,7058

3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]63120,929 155536,11 26952,613 5595,8545 64358,647 163102,01 19547,319
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]19788,925 52391,961 14130,841 3935,9814 20102,633 54871 11948,765
1 [P15311_CHAIN_0]61032,034 75910,516 29330,535 28867,077 63830,699 77160,296 25921,738
1 [P15311_CHAIN_0]252662,8 309299,97 110769,63 114736,43 264348,47 314421,12 96313,4
1 [P15311_CHAIN_0]21729,518 53977,777 11132,304 2158,7584 22147,473 56557,088 8694,5988
1 [P15311_CHAIN_0]459023,65 463003 168507,06 159792,67 482357,48 465435,27 147711,21
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]142576,77 429154,75 97791,13 13774,63 143724,37 451281,78 79253,983
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]41677,782 120816,21 31551,238 4549,5003 42114,689 126817,26 26626,522
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]9442,5612 29747,816 7529,5711 1195,1567 9490,7619 31285,352 6293,5344
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]21035,489 62385,207 15662,19 2819,6452 21225,603 65535,353 13048,042
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]439528,52 455300,94 119534,64 21026,759 461588 459914,72 101256,12
1 [P15311_CHAIN_0]37838,058 39197,953 18214,86 9334,3387 39742,142 39340,09 16948,664

1 [Q9BUF5] 70014,473 79776,766 30960,966 15063,306 73380,323 80708,528 28056,474
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]158186,74 246368,5 69009,986 10936,114 164370,38 253795,04 59371,464
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]136489,58 202216,13 60065,519 8333,243 142047,95 207777,19 52464,434
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]260674,66 442854,69 119786,23 15546,875 270076,61 457848,23 102264,85
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]142060,43 331430,47 88009,635 13514,525 145263,67 346080,8 74610,418
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]12295,527 22303,764 6912,1196 1253,9214 12709,411 23083,525 6078,3207
4 [P07437, P68371, Q13885, Q9BUF5]10040,13 27931,853 4760,2053 1107,8709 10168,739 29375,653 3417,6823
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]74820,007 159661,33 43147,626 6331,1586 76824,994 166288,08 36769,329
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]23134,843 46218,926 12852,986 2664,718 23822,135 48031,719 11001,7
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]29211,637 46072,637 12031,622 2959,7036 30340,687 47513,549 10119,5
5 [P07437, P68371, Q13885, Q13509, Q9BUF5]237519,66 267284,03 81602,755 18582,71 248995,17 270928,79 71486,026
2 [Q13509, Q9BUF5]99283,801 193625,91 52918,787 14380,014 102333,35 201100,48 44953,86
2 [Q13509, Q9BUF5]9125,2804 23680,621 5097,4882 909,81103 9279,3177 24831,213 4046,1123

1 [P18124] 224682,64 474729,22 150840,02 22306,845 230818,87 493561,74 133526,25
1 [P18124] 42042,819 105726,1 23822,988 3230,6104 42825,287 110745,58 19251,524
1 [P18124] 11271,01 27391,826 7157,1828 1096,9217 11501,716 28636,324 6040,6788
1 [P18124] 28828,531 46627,512 11585,942 1998,486 29917,692 48151,489 9645,6504
1 [P18124] 116342,46 219842,45 64536,963 10692,964 120069,11 227953,33 56096,838
1 [P18124] 37207,946 69311,492 17843,738 2977,2194 38419,401 71916,131 15000,836
1 [P18124] 15762,583 30143,658 9808,0698 2487,9261 16260,467 31236,99 8682,9605
1 [P18124] 638107,86 1119761,8 327483,2 50421,862 660378,26 1158215,5 284633,63
1 [P18124] 730493,75 1094910 320272,99 53272,562 759969,71 1125726,5 278357,74
1 [P18124] 31027,946 69448,461 18954,042 2828,12 31790,57 72421,471 16189,147
1 [P18124] 137973,53 234477,47 65151,012 20694,325 142949,34 242365,65 55474,237

1 [P23284_CHAIN_0]709816,17 1508204,3 347422,8 66423,648 728937,13 1572559,9 282092,4
1 [P23284_CHAIN_0]97769,068 215583,53 52350,315 14038,245 100237,1 224931,43 43025,292
1 [P23284_CHAIN_0]101795,63 182520,67 49437,047 10394,321 105263,03 189057,93 42041,198
1 [P23284_CHAIN_0]406972,64 731575,13 176568,82 32494,968 420781,38 758541,56 145597,48
1 [P23284_CHAIN_0]344270,37 588104,88 153781,92 32385,385 356615,12 608311,26 129582,68
1 [P23284_CHAIN_0]587307,65 990349,69 258505,25 54413,763 608642,38 1023909,7 217733,85
1 [P23284_CHAIN_0]133272,68 297431,63 81900,807 14285,103 136567,26 310116,66 70024,056
1 [P23284_CHAIN_0]263310,7 506270,41 85908,433 17630,215 271519,04 527273,49 61765,446
1 [P23284_CHAIN_0]54009,01 106995,05 25219,603 6092,2312 55629,857 111309,73 20576,233
1 [P23284_CHAIN_0]3578,1157 8510,9922 2235,9392 317,98544 3655,304 8892,4338 1891,0852



1 [P23284_CHAIN_0]33467,987 80902,742 21579,812 3092,6528 34162,58 84552,72 18323,932
1 [P23284_CHAIN_0]31616,138 58953,859 18189,59 4009,7916 32646,209 61073,966 15948,001
1 [P23284_CHAIN_0]78438,229 161720,91 46817,021 10763,229 80662,795 168164,3 40420,807
1 [P23284_CHAIN_0]217326,25 409962,69 90796,947 27777,439 224283,41 426023,81 72363,411

1 [Q9NR30_ISOFORM_2]1494,7195 719,03194 194,89789 48,91732 1587,4167 675,15691 166,96892
1 [Q9NR30_ISOFORM_2]5895,5991 4268,0001 1270,5373 400,87123 6230,7858 4193,4056 1104,8686
1 [Q9NR30_ISOFORM_2]3683,3656 2606,2586 1042,5555 281,1325 3894,2328 2546,7735 961,20996
1 [Q9NR30_ISOFORM_2]887178,63 352373,87 122465,38 24365,876 943800,93 320152,58 111128,56
1 [Q9NR30_ISOFORM_2]367363,5 198238,98 82225,11 20111,401 389705,9 188068,3 76448,65
1 [Q9NR30_ISOFORM_2]209112,95 113407,34 45072,445 8959,1257 221817,6 107718,74 41719,395
1 [Q9NR30_ISOFORM_2]242504,36 257674,22 92741,36 29629,054 254553,66 259873,38 83624,497
1 [Q9NR30_ISOFORM_2]624309,88 408293,54 132979,13 18937,489 660741,24 396943,12 118964,65
1 [Q9NR30_ISOFORM_2]102321,62 54601,78 22733,144 5115,2521 108557,71 51725,172 21168,824
1 [Q9NR30_ISOFORM_2]221792,48 115734,03 51797,645 15856,029 235367,76 109208,1 48560,688

1 [Q96QK1] 37971,078 83019,102 19074,778 3793,3339 38944,012 86633,251 15467,29
1 [Q96QK1] 25578,542 53949,758 14568,377 3521,2851 26277,462 56170,717 12353,058
1 [Q96QK1] 951,16407 2644,2712 525,27286 87,925791 963,43654 2778,4881 404,86233
1 [Q96QK1] 34450,699 81371,344 20196,554 3268,661 35205,351 85041,163 16795,817
1 [Q96QK1] 60801,784 158025,91 39293,534 5818,0121 61826,378 165538,9 32709,127
1 [Q96QK1] 27090,318 68657,406 15660,782 2988,2953 27583,254 71924,51 12668,607
1 [Q96QK1] 56566,714 72588,602 26392,849 9291,0262 59112,239 73947,581 23788,598
1 [Q96QK1] 8678,7616 26385,154 5700,8754 872,52241 8742,8227 27761,207 4535,1098
1 [Q96QK1] 5497,7846 16586,344 3628,7497 519,40094 5541,1269 17447,217 2900,8274
1 [Q96QK1] 34415,747 75445,125 24642,393 5657,6809 35298,032 78498,967 21851,392
1 [Q96QK1] 33440,179 70972,414 25429,708 5753,2141 34348,551 73704,652 22966,386
1 [Q96QK1] 5013,3934 15042,1 3056,2478 418,90152 5054,5346 15828,668 2379,6704
1 [Q96QK1] 17896,768 28821,711 15105,629 3619,3148 18580,689 29501,845 14437,143
1 [Q96QK1] 58376,615 130405,55 31199,052 5555,3391 59814,058 136123,17 25646,676
1 [Q96QK1] 19755,057 23574,535 7143,4529 1880,3958 20680,86 23973,831 6234,7609

2 [O60814, P06899_CHAIN_0]57112,882 121044,23 20755,779 7485,6816 58653,354 126431,48 14851,377
2 [O60814, P06899_CHAIN_0]259967,47 346850,44 69514,849 22498,063 271348,19 355831,13 53486,886
2 [O60814, P06899_CHAIN_0]6336,2291 13687,478 3373,0179 1409,3691 6502,2656 14271,293 2762,7357
2 [O60814, P06899_CHAIN_0]3612,8761 5494,52 1510,8572 550,56004 3756,9061 5655,7172 1280,5423
2 [O60814, P06899_CHAIN_0]4255,1116 7547,0096 1930,1655 568,16513 4401,7333 7818,1148 1609,3611
2 [O60814, P06899_CHAIN_0]3135,7213 5469,8843 1188,8375 379,89966 3245,5916 5669,8848 941,01848
2 [O60814, P06899_CHAIN_0]19075,012 23579,613 7178,1878 3617,9669 19951,577 24021,858 6196,0613
2 [O60814, P06899_CHAIN_0]469,85424 667,62085 194,55786 57,15709 489,59251 684,88451 167,91215
2 [O60814, P06899_CHAIN_0]145171,61 152252,83 51613,844 10435,906 152425,21 153534,12 46280,574
2 [O60814, P06899_CHAIN_0]63581,845 83157,313 25455,526 6507,1895 66406,703 84945,912 22267,565
2 [O60814, P06899_CHAIN_0]38698,829 44352,898 14748,363 3324,3552 40552,173 44964,145 13154,496
1 [O60814] 133856,2 467489,56 60276,986 13004,969 133525,93 494457,66 36451,458
1 [O60814] 160926,35 551401,88 85561,619 16617,475 160766,06 582548,3 58562,33
1 [O60814] 38740,411 119802,44 22537,554 5794,8491 38981,007 126201,71 16897,396
1 [O60814] 101842,79 253235,69 37100,026 8160,0096 103786,59 265832,76 24541,865
1 [O60814] 67606,543 130806,63 22009,919 5365,5294 69696,459 136266,59 15721,597
2 [O60814, P06899_CHAIN_0]459088,36 900246,94 205694,13 62692,371 473058,63 936466,79 165620,17
2 [O60814, P06899_CHAIN_0]6296,1194 13432,43 4005,7087 2689,3832 6465,1385 13978,141 3406,0412
2 [O60814, P06899_CHAIN_0]4907,0404 6680,3223 2439,2322 1129,9771 5119,718 6824,1357 2188,1069
2 [O60814, P06899_CHAIN_0]2071,3457 3186,9824 554,47453 110,45798 2152,9298 3292,4112 404,18981



2 [O60814, P06899_CHAIN_0]3949,3296 5910,5161 1141,4847 274,78343 4108,5007 6095,5235 868,93077
2 [O60814, P06899_CHAIN_0]836,91514 1265,7725 264,21648 90,210622 870,3751 1305,3231 206,05824
2 [O60814, P06899_CHAIN_0]100,31381 298,98572

2 [O60814, P06899_CHAIN_0]57112,882 121044,23 20755,779 7485,6816 58653,354 126431,48 14851,377
2 [O60814, P06899_CHAIN_0]259967,47 346850,44 69514,849 22498,063 271348,19 355831,13 53486,886
2 [O60814, P06899_CHAIN_0]6336,2291 13687,478 3373,0179 1409,3691 6502,2656 14271,293 2762,7357
2 [O60814, P06899_CHAIN_0]3612,8761 5494,52 1510,8572 550,56004 3756,9061 5655,7172 1280,5423
2 [O60814, P06899_CHAIN_0]4255,1116 7547,0096 1930,1655 568,16513 4401,7333 7818,1148 1609,3611
2 [O60814, P06899_CHAIN_0]3135,7213 5469,8843 1188,8375 379,89966 3245,5916 5669,8848 941,01848
2 [O60814, P06899_CHAIN_0]19075,012 23579,613 7178,1878 3617,9669 19951,577 24021,858 6196,0613
2 [O60814, P06899_CHAIN_0]469,85424 667,62085 194,55786 57,15709 489,59251 684,88451 167,91215
2 [O60814, P06899_CHAIN_0]145171,61 152252,83 51613,844 10435,906 152425,21 153534,12 46280,574
2 [O60814, P06899_CHAIN_0]63581,845 83157,313 25455,526 6507,1895 66406,703 84945,912 22267,565
2 [O60814, P06899_CHAIN_0]38698,829 44352,898 14748,363 3324,3552 40552,173 44964,145 13154,496
1 [P06899_CHAIN_0]35375,671 100202,13 15240,683 3455,1944 35789,459 105481,85 10299,606
1 [P06899_CHAIN_0]44715,804 103332,19 15663,908 4734,8691 45737,596 108254,56 10525,32
1 [P06899_CHAIN_0]30305,605 68944,078 12171,576 3591,7677 31022,487 72142,679 8862,2877
2 [O60814, P06899_CHAIN_0]459088,36 900246,94 205694,13 62692,371 473058,63 936466,79 165620,17
2 [O60814, P06899_CHAIN_0]6296,1194 13432,43 4005,7087 2689,3832 6465,1385 13978,141 3406,0412
2 [O60814, P06899_CHAIN_0]4907,0404 6680,3223 2439,2322 1129,9771 5119,718 6824,1357 2188,1069
2 [O60814, P06899_CHAIN_0]2071,3457 3186,9824 554,47453 110,45798 2152,9298 3292,4112 404,18981
2 [O60814, P06899_CHAIN_0]3949,3296 5910,5161 1141,4847 274,78343 4108,5007 6095,5235 868,93077
2 [O60814, P06899_CHAIN_0]836,91514 1265,7725 264,21648 90,210622 870,3751 1305,3231 206,05824
2 [O60814, P06899_CHAIN_0]100,31381 298,98572

1 [O75643] 19176,943 28579,67 7623,538 1705,6872 19953,761 29401,022 6457,2899
1 [O75643] 17911,002 28349,611 7352,2549 1536,7453 18601,103 29241,885 6183,7832
1 [O75643] 241295,02 206306,88 85988,456 37622,731 254355,97 204689,73 79091,773
1 [O75643] 21435,102 20665,641 9218,6073 4682,3565 22546,129 20658,362 8532,7805
1 [O75643] 104745,6 217212,81 58913,944 9871,0101 107687,06 226033,42 50203,456
1 [O75643] 54770,799 73188,58 16920,346 4303,562 57167,566 75015,887 13736,934
1 [O75643] 18326,27 21566,32 8292,563 2552,7282 19192,698 21858,639 7565,9087
1 [O75643] 99920,428 207603,36 46636,967 10122,687 102711,69 216359,52 37510,596

1 [P40926_CHAIN_0]35251,238 114690,12 35309,251 4171,2621 35357,745 120487,77 31061,854
1 [P40926_CHAIN_0]25393,405 83803,523 28657,897 3933,8586 25446,727 87970,614 25743,527
1 [P40926_CHAIN_0]16355,047 56527,273 18540,482 2452,6899 16334,618 59412,856 16519,251
1 [P40926_CHAIN_0]9146,4388 31048,508 10133,093 1494,3138 9146,9762 32624,743 9012,7504
1 [P40926_CHAIN_0]44508,527 100583,63 34924,756 6032,5944 45586,794 104675,06 31432,196
1 [P40926_CHAIN_0]13620,046 36251,191 9680,7062 1650,7252 13831,82 37974,005 8209,3244
1 [P40926_CHAIN_0]86818,813 232720,56 66849,269 14147,742 88136,737 243668,11 57624,516
1 [P40926_CHAIN_0]308370,79 974986,63 261947,89 38488,93 309880,15 1024958,4 222674,11
1 [P40926_CHAIN_0]50074,341 149062,48 46827,874 5693,5813 50521,108 156296,29 41376,485
1 [P40926_CHAIN_0]311903,38 572913,75 161046,46 32583,032 322240,11 593728,58 138290,85
1 [P40926_CHAIN_0]6010,7459 35246,918 5368,4194 859,97784 5691,4223 37513,313 3637,2211
1 [P40926_CHAIN_0]622,01586 4223,2749 521,44016 70,009137 576,58043 4505,0252 305,58079
1 [P40926_CHAIN_0]1889,3286 9840,876 1509,4982 279,83697 1815,4389 10459,872 1025,5831
1 [P40926_CHAIN_0]52594,306 90854,609 27577,466 4463,1488 54461,164 93889,922 24166,126

1 [Q9BQG0] 26615,879 21438,324 5836,1392 1214,2145 28082,536 21272,001 4990,706
1 [Q9BQG0] 33564,633 31363,321 9809,5793 1653,0245 35322,806 31420,818 8671,9188



1 [Q9BQG0] 80404,958 96206,711 24240,295 4130,6846 84164,463 98008,321 20292,731
1 [Q9BQG0] 109250,41 90373,716 25715,584 4709,6585 115220,72 89824,168 22253,911
1 [Q9BQG0] 61118,23 48649,485 17425,004 2395,9903 64501,17 48090,653 15856,464
1 [Q9BQG0] 30588,627 23687,991 6860,5355 1061,014 32294,715 23415,696 5973,0049
1 [Q9BQG0] 24298,533 22071,421 6081,741 825,99638 25584,285 22095,281 5231,1071

3 [P12814, P35609, Q08043]35879,958 83097,82 18290,581 7126,0467 36699,564 86877,535 14469,11
2 [P35609, Q08043]42656,48 106824,2 22171,407 9194,6129 43458,616 111947,37 17145,478
4 [P12814, O43707, P35609, Q08043]126786,71 229563,41 59690,657 13945,789 131056,16 237945,71 50150,778
4 [P12814, O43707, P35609, Q08043]192853,16 341273,56 109590,11 20553,168 199529,42 352780,78 97084,896
4 [P12814, O43707, P35609, Q08043]60510,765 139196,98 30069,584 4867,2396 61912,857 145519,29 23928,355
3 [P12814, O43707, P35609]46898,69 102132,88 17658,138 2022,4026 48105,291 106755,02 12871,157
3 [P12814, O43707, P35609]215952,92 484989,22 85545,77 11746,766 221195,84 507313,23 62847,447
3 [P12814, O43707, P35609]72331,712 159660,03 22532,619 2724,8735 74143,634 167112,49 14662,301
3 [P12814, O43707, P35609]65110,074 135702,28 22249,948 6079,7586 66914,565 141705,63 15650,504
1 [P35609] 56802,849 100682,97 27897,228 8041,0584 58762,906 104227,91 23768,861
4 [P12814, O43707, P35609, Q08043]19197,787 53475,641 12686,772 3146,0887 19444,569 56125,736 10357,251
4 [P12814, O43707, P35609, Q08043]8741,7363 25503,754 5993,0766 1485,6763 8829,4678 26795,87 4877,5405
4 [P12814, O43707, P35609, Q08043]158331,16 471333,34 99320,838 24678,54 159712,15 495788,22 77907,827

2 [P12236_CHAIN_0, P12235_CHAIN_0]157574,05 185194,56 85902,583 12559,067 165038,4 187213,63 81238,502
1 [P12236_CHAIN_0]40391,787 55026,172 20599,446 3817,5289 42141,967 56194,905 18808,128
1 [P12236_CHAIN_0]92815,567 140199,22 54416,473 9368,0622 96546,348 143757,09 50007,766
1 [P12236_CHAIN_0]24423,993 34234,395 12622,494 2445,8084 25461,743 35012,725 11488,561
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]96570,831 120096,44 35224,63 5661,7981 100992,47 122426,51 30665,662
1 [P12236_CHAIN_0]23655,432 29158,609 10034,774 2038,8202 24745,01 29663,143 9017,7687
2 [P12236_CHAIN_0, P12235_CHAIN_0]187549,67 222565,02 78621,011 13960,909 196372,77 225905,07 71098,819
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]1534354 2022952,3 622786,26 80143,885 1602181 2067120,4 548868,61
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]33575,348 30079,606 10741,729 2153,9959 35362,47 30003,506 9734,4223
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]208258,51 244153,17 73612,964 10600,074 218111,19 248065,44 64560,42
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]7931,0385 15362,886 1697,5692 176,251 8175,2609 16033,393 907,81025
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]41960,044 59388,574 13775,967 2230,827 43725,453 61027,67 11247,374

1 [Q99832] 100205,81 174398,52 47670,661 8684,9554 103731,66 180443,38 40696,417
1 [Q99832] 67446,937 110463,38 34357,774 6523,1201 69970,275 113904,28 30233,871
1 [Q99832] 41887,568 67529,578 21397,84 4009,4286 43477,766 69578,627 18908,178
1 [Q99832] 36333,597 58030,078 19750,394 3828,071 37725,432 59725,257 17703,605
1 [Q99832] 9215,6536 17219,555 5866,5333 1518,9069 9515,5079 17822,144 5240,9287
1 [Q99832] 17660,714 29047,439 9981,7721 4905,1175 18319,418 29927,034 8835,2022
1 [Q99832] 25933,842 40861,738 14115,705 6073,2566 26939,285 42027,109 12545,905
1 [Q99832] 64930,978 93992,338 25768,906 8227,9681 67620,774 96553,023 21878,63
1 [Q99832] 35415,769 52092,371 14041,56 2436,8991 36865,152 53555,175 11957,118

1 [P63104] 107075,06 270235,34 62885,086 15296,019 109048,39 283026,59 51055,334
1 [P63104] 37728,224 108062,56 40556,905 7636,3348 38159,47 113002,4 36982,713
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]161857,69 327951,88 117754,95 25383,247 166585,44 340101,77 106454,3
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17331,97 42488,875 13986,94 3246,2065 17680,765 44335,72 12418,334
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]374942,26 985718,38 313352,7 67796,007 381064,95 1030651,9 276359,6
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]79175,538 162033,38 56059,267 13864,788 81452,618 168155,96 50248,542
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]40150,962 105845,82 34122,592 7792,3713 40800,761 110662,48 30165,92
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]181306,25 305822,41 113912,04 20782,076 187912,4 315085,45 103868,47
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]5050,6447 11932,093 4021,4808 976,54269 5161,9051 12436,051 3585,8903



4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]10281,669 22831,688 7389,229 1685,6517 10538,985 23766,561 6540,1139
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]206607,44 445348,88 121146,37 22938,286 212049,43 463941,63 103187,82
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]19130,251 29969,615 11579,75 3823,6273 19876,379 30777,486 10553,591
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17825,365 29065,428 11240,433 3030,8269 18496,401 29894,78 10274,228
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]143322,17 313643,19 111752,39 25221,599 147013,94 326021,62 100818,88
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]48798,28 83598,586 26060,965 6321,984 50545,699 86343,99 22881,8
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]28937,502 67741,461 22231,776 4448,0805 29587,833 70604,95 19758,674
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]42474,388 95235,047 35559,846 10193,587 43520,942 99007,931 32258,941
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]25250,18 45418,703 14748,901 4816,5985 26108,741 46971,76 13007,364
2 [P63104, P27348]1200,0874 2777,1282 1106,5739 261,21454 1227,8686 2887,3349 1017,3697
1 [P63104] 123377,93 283838,34 119001,46 22352,673 126273,35 294863,84 110543,5
1 [P63104] 47458,435 105218,39 44676,967 8418,0656 48656,595 109177,64 41583,277
1 [P63104] 88090,75 162855,52 72834,818 21880,126 91005,217 167934,4 67979,163
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]270648,98 438252,41 204835,35 63037,342 280925,22 449496,03 192341,01
1 [P63104] 144932,04 299165,94 132895,55 24769,492 149064,77 309597,04 124545,23
1 [P63104] 136913,37 291959,53 128421,58 27324,531 140618,53 302469,52 120028,6

1 [Q9BSJ8] 21208,178 42315,012 11050,093 1587,514 21838,941 43996,003 9334,7644
1 [Q9BSJ8] 16700,664 36942,648 8917,9223 1702,9898 17119,717 38549,461 7345,9864
1 [Q9BSJ8] 250244,3 353757,47 110113,27 25141,266 260800,15 362594,99 96777,993
1 [Q9BSJ8] 84318,83 150827,61 35745,685 4428,4288 87195,257 156381,69 29406,49
1 [Q9BSJ8] 203885,99 407338,75 106679,13 11169,776 209938,55 423526,96 90368,256
1 [Q9BSJ8] 455260,81 379874,82 93166,972 33297,927 480060,41 378303,63 76838,009
1 [Q9BSJ8] 15378,973 24827,867 7013,8611
1 [Q9BSJ8] 4347,7642 2064,7039 1967,2888 157,36188 4618,8749 1889,5514 1998,7056

1 [P04792] 28719,318 31373,207 34495,707 8241,2162 30143,013 30941,24 35035,311
1 [P04792] 41928,32 56278,563 38684,638 17566,06 43774,236 56866,572 37669,176
1 [P04792] 286294,59 477605,53 284940,19 113886,76 296907,54 488419,48 274284,51
1 [P04792] 171030,94 311996,59 132475,82 46849,632 176773,74 321812,19 122400,81
1 [P04792] 52958,355 99754,547 20716,929 4937,5998 54655,915 103701,93 16200,468
1 [P04792] 35415,683 65218,984 11886,821 3563,5715 36581,687 67803,163 8788,4159
1 [P04792] 36643,71 63565,715 10433,89 3386,3818 37933,038 65986,365 7328,9195
1 [P04792] 665417,65 730793,94 609365,67 259684,94 698198,01 727266,29 603524,01
1 [P04792] 45873,348 45175,082 36430,546 15357,802 48241,43 44695,277 36007,322
1 [P04792] 526776,69 514547,89 421778,65 173964 554062,72 508589,05 417550,49
1 [P04792] 144942,95 162245,03 132273,11 56358,306 152017,19 161736,71 130787,78
1 [P04792] 1550142,7 1369213,8 1012999,7 383595,75 1633404,2 1347438,1 996656,97
1 [P04792] 377555,68 371459,66 281859,7 112393,43 397041,89 368062,39 277567,8

1 [P05388] 27531,377 38999,648 9476,0238 872,03593 28689,3 40063,446 7875,3295
1 [P05388] 18864,312 24956,902 6307,5435 916,59998 19695,515 25550,5 5288,9331
1 [P05388] 21477,699 36915,777 10932,143 1572,1476 22243,846 38151,016 9534,8392
1 [P05388] 529022,18 1046542,6 299562,98 41175,489 544964,27 1086979,8 259158,13
1 [P05388] 143301,2 47676,721 19690,63 4096,0421 152645,54 41735,116 18403,906
1 [P05388] 477185,76 708398,25 200427,66 66612,187 496581,64 728272,76 171387,57
1 [P05388] 70923,667 143003,09 30341,551 5302,9355 72996,672 148958,62 23987,79
1 [P05388] 282805,66 107607,69 32354,941 6922,3579 300952,18 97175,07 28529,75
1 [P05388] 8122,1708 22026,678 5158,4986 865,59162 8239,2859 23106,68 4212,4672
1 [P05388] 17228,233 32241,26 7790,8959 1350,9552 17785,679 33474,416 6429,2051
1 [P05388] 107404,16 121381,57 62795,397 17592,225 112598,8 122233,86 59858,319



1 [Q9Y678] 39705,674 95713,758 29749,942 3951,6992 40538,142 99888,2 26222,048
1 [Q9Y678] 33441,865 76573,039 22864,193 3539,7552 34228,405 79836,389 19953,163
1 [Q9Y678] 27967,586 54152,07 14275,165 2816,0111 28834,622 56246,496 12058,011
1 [Q9Y678] 69197,864 99611,734 28628,514 4504,1344 72077,16 102257,34 24793,216
1 [Q9Y678] 61062,114 124724,45 33673,213 6446,5971 62817,257 129736,12 28626,931
1 [Q9Y678] 114821,35 179495,84 41219,857 6501,8068 119289,76 185227,13 33537,718
1 [Q9Y678] 3906,5449 7945,3296 1964,344 257,12849 4019,444 8269,3503 1635,1109
1 [Q9Y678] 50166,176 114961,16 44463,53 11775,457 51350,574 119535,97 40622,861
1 [Q9Y678] 70424,148 44441,609 12758,15 2535,496 74566,973 43104,652 11078,856

1 [P61019_CHAIN_0]144991,47 268274,56 76028,299 21330,415 149755,44 278070,31 65158,398
1 [P61019_CHAIN_0]151058,98 213465,4 65176,574 16471,904 157431,83 218836 56972,568
1 [P61019_CHAIN_0]17051,833 33003,375 8246,8542 1477,4522 17580,453 34294,046 6869,7532
1 [P61019_CHAIN_0]21765,577 42243,156 11888,391 1581,1064 22438,704 43855,736 10245,324
1 [P61019_CHAIN_0]10515,724 26692,23 5233,4898 1042,2014 10705,637 27991,121 4007,1516
1 [P61019_CHAIN_0]90370,719 200239 52018,633 12162,938 92633,522 208839,31 43665,225
1 [P61019_CHAIN_0]86870,106 164809,81 39905,699 6645,5043 89633,218 171186,93 32961,01
1 [P61019_CHAIN_0]65080,79 123508,2 33678,559 8157,6791 67152,469 128166,83 28638,083
1 [P61019_CHAIN_0]124399,17 256864,86 69177,235 12428,937 127915,74 267277,87 58805,605

1 [P06396_ISOFORM_2]91839,004 372888,38 74262,926 13180,884 90513,497 394501,6 57204,888
1 [P06396_ISOFORM_2]57662,286 202553,58 37358,44 9404,4215 57502,219 213896,06 27768,848
1 [P06396_ISOFORM_2]43385,171 98427,172 27856,982 9377,8783 44424,011 102647,22 23785,234
1 [P06396_ISOFORM_2]67576,088 228694,08 48671,943 17601,716 67578,176 241134,07 38064,829
1 [P06396_ISOFORM_2]206763,46 276476,88 84430,45 28797,332 215820,64 282726,38 73499,692
1 [P06396_ISOFORM_2]50604,073 80521,359 19743,294 5681,7995 52544,023 83109,989 16276,442
1 [P06396_ISOFORM_2]148075,54 393654,66 101423,27 31519,013 150385,37 412474,61 84564,25
1 [P06396_ISOFORM_2]116748,25 169512 65520,591 19443,556 121585,99 173536,18 59824,614
1 [P06396_ISOFORM_2]175643,75 393865,31 136515,8 56160,882 179963,82 409815,04 121418,82

1 [P37802_CHAIN_0]55277,357 156912,81 42661,088 9679,9678 55928,786 164580,03 36238,207
1 [P37802_CHAIN_0]54197,108 135001,28 34488,572 7944,5317 55235,902 141246,93 28811,805
1 [P37802_CHAIN_0]7574,5664 24052,764 7989,7105 2139,3615 7610,4047 25238,401 7091,2932
1 [P37802_CHAIN_0]55299,824 195775,52 60912,385 13956,2 55129,798 205963,1 53411,425
1 [P37802_CHAIN_0]55283,184 188633,69 65723,24 16282,041 55268,464 198094,93 58937,362
1 [P37802_CHAIN_0]58724,152 198106,94 53017,421 14343,698 58746,415 208519,22 44733,97
1 [P37802_CHAIN_0]175714,99 322418,84 79145,597 24509,042 181538,13 334494,68 65157,363
1 [P37802_CHAIN_0]18046,985 43643,508 16046,729 4521,6337 18423,971 45470,821 14518,598
1 [P37802_CHAIN_0]144640,14 400237,31 127784,86 58374,669 146577,18 418954,53 111467,25
1 [P37802_CHAIN_0]30634,509 44445,813 13457,305 4895,5953 31902,241 45620,064 11675,739
1 [P37802_CHAIN_0]8649,5693 27837,066 7504,7154 1995,4131 8681,4896 29273,035 6346,5729
1 [P37802_CHAIN_0]51116,106 167197,83 47738,099 14493,455 51249,133 175790,14 40884,93
1 [P37802_CHAIN_0]17888,279 49158,375 13038,491 3463,3808 18133,394 51534,742 10982,479

1 [P38646_CHAIN_0]88047,126 164767,7 70464,024 10068,608 90915,886 170076,79 65813,059
1 [P38646_CHAIN_0]141707,98 212028,92 79636,787 20021,371 147445,24 217411,84 72506,637
1 [P38646_CHAIN_0]118813,71 243327,23 83945,882 11623,188 122226,96 252532,75 75597,376
1 [P38646_CHAIN_0]53257,214 99553,445 35562,27 9476,0716 54990,241 102985,51 32046,624
1 [P38646_CHAIN_0]108786,95 202991,19 60597,15 9215,0162 112327,05 210360,84 52914,6
1 [P38646_CHAIN_0]50974,496 82024,625 30001,157 5560,8643 52915,536 84377,559 27267,277
1 [P38646_CHAIN_0]77479,83 125476,23 44450,998 11081,687 80412,196 129154,63 40042,036
1 [P38646_CHAIN_0]38782 64489,605 28726,811 4026,454 40217,797 66255,345 27000,333



1 [P38646_CHAIN_0]13938,653 25470,594 8255,8688 1393,4234 14404,117 26355,854 7334,0963
1 [P38646_CHAIN_0]1949,4853 3299,6694 904,49602 154,46453 2020,0679 3410,5452 773,2455
1 [P38646_CHAIN_0]13034,82 22184,547 7064,9843 1769,9113 13504,787 22902,853 6229,3696
1 [P38646_CHAIN_0]41655,092 71805,188 28756,253 3916,8896 43141,386 73972,938 26598,656
1 [P38646_CHAIN_0]23812,394 43515,422 16202,831 3199,1861 24608,882 44960,103 14760,042
1 [P38646_CHAIN_0]44127,519 82837,125 31406,801 5180,195 45557,209 85645,369 28742,695

1 [Q9UHB6_ISOFORM_Alpha]165413,77 109355,24 86602,408 29924,49 175074,17 104782,48 85840,788
1 [Q9UHB6_ISOFORM_Alpha]2499541,5 1160500,5 1180222,9 614335,31 2656002,6 1056200,2 1181218,2
1 [Q9UHB6_ISOFORM_Alpha]57823,605 30747,573 29286,945 15636,167 61360,603 28583,139 29170,958
1 [Q9UHB6_ISOFORM_Alpha]257076,91 167099,05 124202 59659,906 272145,14 160103,31 121794,93
1 [Q9UHB6_ISOFORM_Alpha]497071,72 526930,94 173732,47 64615,849 521785,66 531870,96 153647,33
1 [Q9UHB6_ISOFORM_Alpha]15090,046 19156,211 5916,0026 1394,4831 15772,85 19538,307 5190,9024
1 [Q9UHB6_ISOFORM_Alpha]21542,727 21227,92 14304 4452,9115 22652,732 21093,943 13999,812
1 [Q9UHB6_ISOFORM_Alpha]60493,273 24060,027 10472,549 4017,887 64354,777 21797,353 9765,1522
1 [Q9UHB6_ISOFORM_Alpha]12444,429 19223,807 6922,645 2046,3356 12935,239 19747,251 6241,9058
1 [Q9UHB6_ISOFORM_Alpha]14884,157 22034,738 8139,0098 2379,3515 15491,676 22588,638 7374,4267
1 [Q9UHB6_ISOFORM_Alpha]22129,153 31240,883 9485,0955 3133,793 23063,344 32027,399 8249,0013
1 [Q9UHB6_ISOFORM_Alpha]135826,67 68276,44 47827,569 15006,929 144206,43 63550,835 47058,509

2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]1629602,1 3339886,5 589156,7 163928,7 1676000,7 3484570 429467,02
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]34920,45 64317,113 13386,605 5383,9828 36070,998 66812,372 10383,123
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]1654,7719 3375,5308 615,00566 181,02194 1702,2404 3520,6325 454,52101
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]408,49606 788,72906 186,08033 34,604095 421,19327 819,86804 152,32373
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]91374,65 149879,33 29298,232 13976,441 94777,147 155119,33 22100,275
1 [P04908_CHAIN_0]2922,5346 9922,1118 2207,7626 887,59833 2922,0131 10459,338 1749,8677
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]737,69287 1218,3326 220,94526 83,565419 764,97362 1261,8015 162,35074
1 [P04908_CHAIN_0]1153,9068 1859,3737 213,58371 69,113553 1197,4906 1927,9214 116,8593
1 [P04908_CHAIN_0]4797535,9 7803070 1053232,3 374164,07 4977291,6 8088533,2 656139,85
1 [P04908_CHAIN_0]4540317 8006670,5 1223776,2 408867,96 4697220,5 8319294,1 826118,79
1 [P04908_CHAIN_0]2208,6965 3704,8901 490,5916 151,42964 2289,0397 3845,1328 302,32994
1 [P04908_CHAIN_0]8954931,8 15664690 2341724,3 804280,38 9267076,3 16273444 1559449
1 [P04908_CHAIN_0]7641,7419 13222,603 2040,7687 603,57831 7911,2536 13729,084 1388,9266
1 [P04908_CHAIN_0]20516,333 34401,195 5216,734 1541,4926 21263,338 35681,491 3515,5806
1 [P04908_CHAIN_0]1116295,5 1975217,4 296820,73 90563,895 1154726,4 2052743,9 198753,87
1 [P04908_CHAIN_0]221519,11 338017,38 50258,207 14111,819 230298,68 349360,62 33536,008
1 [P04908_CHAIN_0]1541,2552 2591,2715 429,70305 183,50517 1597,2477 2686,7966 301,58233
1 [P04908_CHAIN_0]5393,1334 10606,309 1705,4841 983,1446 5556,1308 11057,353 1165,5253
1 [P04908_CHAIN_0]9251,4782 15104,063 2660,3779 877,44162 9597,3011 15638,726 1934,6692
1 [P04908_CHAIN_0]19586,346 31305,576 5583,129 1711,9731 20332,879 32385,314 4089,6698
1 [P04908_CHAIN_0]10434,72 16923,875 3751,4659 910,05872 10827,662 17493,601 3003,0245
1 [P04908_CHAIN_0]5000,1695 7977,6133 1435,9332 464,66436 5191,0656 8251,7709 1055,1933
1 [P04908_CHAIN_0]3646,0811 6281,2783 995,17701 343,42965 3775,2785 6520,0413 685,15398
1 [P04908_CHAIN_0]100791,49 174070,73 27818,515 6951,974 104353,92 180695,14 19356,357
1 [P04908_CHAIN_0]4257,2121 6972,2217 1141,5081 293,71576 4415,8256 7222,6624 804,39135
1 [P04908_CHAIN_0]4180,7024 6340,6177 1252,7874 460,07383 4347,4256 6541,7743 955,44421
1 [P04908_CHAIN_0]1284,8309 1969,6 279,20063 116,57411 1335,5503 2036,5243 179,1834
1 [P04908_CHAIN_0]3199,8469 5029,0879 861,46672 287,20804 3323,6096 5200,2944 618,27312
1 [P04908_CHAIN_0]1115175,9 1962066,8 284971,64 79691,521 1153800,7 2038993 187222,08
1 [P04908_CHAIN_0]1490183,9 2540741,3 386166,87 112322,06 1543543,4 2636866,4 260626,8
1 [P04908_CHAIN_0]408,94703 517,05957 115,0234 42,891809 427,46683 528,71726 91,665647
1 [P04908_CHAIN_0]22998,797 37142,906 6176,2851 2258,5504 23866,921 38453,799 4358,4868



1 [P04908_CHAIN_0]348690,16 579383,56 86063,328 18410,036 361498,07 600802 57599,418
1 [P04908_CHAIN_0]19485,749 93866,547 46180,771 6692,3439 18907,263 98648,288 43928,318
1 [P04908_CHAIN_0]15591,055 97466,109 40878,064 4852,8297 14650,381 102955,55 38058,956
1 [P04908_CHAIN_0]19562,057 125967,13 53273,593 6849,4746 18304,092 133085,02 49639,635

1 [Q15365] 258603,35 426925,13 124567,97 32558,139 268200,82 440623,46 107654,32
1 [Q15365] 124180,78 246282,08 81423,736 22569,614 127916,75 255466,69 72230,889
1 [Q15365] 181586,72 268081,69 77779,823 17659,973 189000,58 275474,75 67271,073
2 [Q15365, Q15366]69293,276 141407,06 40137,354 7761,3417 71289,048 147021,58 34553,008
2 [Q15365, Q15366]147090,82 383260 119836,66 20355,901 149564,69 400710,92 105554,63
1 [Q15365] 17249,776 41322,617 12753,608 2449,5688 17616,893 43121,095 11191,383
1 [Q15365] 221591,82 527762,13 156859,82 28569,354 226369,31 550844,95 136545,81
1 [Q15365] 138250,51 338163,38 100850,85 19349,18 141042,04 353180,52 87811,756
1 [Q15365] 143203,44 324067,63 92645,827 17911,471 146650,41 337906,2 79873,429
2 [Q15365, Q15366]116293,84 227579,41 81825,787 17455,645 119861,89 235754,1 74005,072
1 [Q15365] 71997,597 168485,73 52396,027 9080,3217 73615,008 175699,73 46099,342
1 [Q15365] 550107,26 668562,38 237532,57 52776,965 575652,61 679398,65 214559,2
1 [Q15365] 549630,75 1084103,6 347712,05 67707,082 566286,2 1124682,2 307761,38
1 [Q15365] 1769,8566 4081,396 3035,0034 1444,9242 1812,0333 4197,5385 2970,5038

1 [Q14247] 176072,13 27687,062 27292,033 7948,5232 188218,98 17812,769 27699,911
1 [Q14247] 151214,81 88660,612 45131,908 13034,547 160267 84674,867 43022,329
1 [Q14247] 86765,031 55445,878 21891,848 6862,4888 91858,23 53654,856 20112,157
1 [Q14247] 144503,89 238683,42 57234,447 22662,894 149856,16 246749,75 46596,321
1 [Q14247] 106610,04 69089,151 46095,517 13751,125 112859,86 66344,444 45152,24
1 [Q14247] 2242,1346 928,62619 441,3748 188,89455 2384,5004 845,99783 415,44772
1 [Q14247] 90916,68 57366,248 31958,835 13484,206 96275,11 55139,867 30586,19
1 [Q14247] 64081,859 46760,013 26828,31 11133,807 67725,582 45558,298 25751,256

1 [P50995] 188234,76 415096,91 88028,93 20875,81 192977,54 433509,42 69320,992
1 [P50995] 19838,031 51782,57 10199,904 2609,3109 20165,849 54336,802 7798,4451
1 [P50995] 28973,175 56690,277 10175,017 1341,0662 29855,72 59056,544 7542,449
1 [P50995] 35122,748 79003,961 17314,723 5641,836 35974,953 82535,319 13725,85
1 [P50995] 85350,982 238597,22 53260,782 12734,203 86427,838 250548,98 42655,937
1 [P50995] 99615,242 192386,2 46713,228 11245,057 102711,38 199940,85 38463,998
1 [P50995] 10263,31 28740,193 6627,983 1218,3849 10391,887 30174,009 5381,1059
1 [P50995] 47556,569 137064,31 30341,033 5230,6703 48068,498 144031,77 24316,473
1 [P50995] 30731,134 82034,57 19381,479 2992,4008 31202,215 86020,654 15882,324

1 [P29692_CHAIN_0]1759,0904 1578,0971 707,67532 407,58736 1852,7677 1569,6503 653,61368
1 [P29692_CHAIN_0]56211,057 57000,125 23358,887 10272,062 59063,782 57231,845 21412,195
1 [P29692_CHAIN_0]37136,563 38868,895 15165,71 8607,3702 38995,059 39128,008 13706,59
1 [P29692_CHAIN_0]1162403 1091165,8 471646,22 235571,68 1223268,6 1089319,9 434775,22
1 [P29692_CHAIN_0]727905,5 728332,13 307027,91 167424,61 765060 730408,84 281289,41
1 [P29692_CHAIN_0]319368,93 330202,78 151993,52 82581,701 335452,89 331408,34 141042,16
1 [P29692_CHAIN_0]119981,21 163961,83 68050,619 22682,082 125173,43 167254,39 62756,811
1 [P29692_CHAIN_0]61634,318 76412,031 29595,436 9245,0725 64465,99 77650,803 27024,588
1 [P29692_CHAIN_0]82421,612 92723,625 38132,299 11461,016 86410,599 93669,214 35189,923
1 [P29692_CHAIN_0]176207,82 251409,55 78428,793 25036,835 183591,49 257790,35 68653,922
1 [P29692_CHAIN_0]100456,57 90708,458 33235,035 18245,869 105788,98 90504,744 29756,648
1 [P29692_CHAIN_0]77049,977 66602,639 22164,449 12639,405 81201,593 66316,02 19469,231
1 [P29692_CHAIN_0]43972,656 43441,698 15751,189 8863,766 46227,316 43612,93 14060,893



1 [P29692_CHAIN_0]295701,94 266021,12 94122,161 52934,068 311417,1 265462,48 83680,558

1 [P60660_CHAIN_0]1358647,2 2108298,5 926742,12 489981,12 1412137,4 2160724,2 853983,58
1 [P60660_CHAIN_0]133433,83 210747,34 96157,74 52677,414 138611,18 216025,95 89002,593
1 [P60660_CHAIN_0]124631,33 197808,28 84746,77 45421,269 129443,19 202979,28 77764,3
1 [P60660_CHAIN_0]509097,12 676170,88 282538,81 142037,92 531544 688787,78 258787,44
1 [P60660_CHAIN_0]211964,73 330881,97 92847,01 51998,525 220234,42 340889,78 78305,311
1 [P60660_CHAIN_0]53074,426 78152,539 32482,334 21173,713 55251,929 79984,641 29509,989
1 [P60660_CHAIN_0]504719,37 764389,75 330774,8 221348,24 524985,58 782804,34 302110,72
1 [P60660_CHAIN_0]757650,99 1010202,8 415952,86 243238,32 790969,98 1029446,3 378634,19
1 [P60660_CHAIN_0]345459,03 371544,25 132423,07 74674,834 362527,75 375032,48 117789,46
1 [P60660_CHAIN_0]246792,68 296053,75 128569,5 75987,749 258350,32 299902,41 117996,6
1 [P60660_CHAIN_0]531302,03 726799,38 312937,56 184524,64 554285,42 741081,34 286748,87
1 [P60660_CHAIN_0]210084,83 289581,66 112745,37 81496,539 219118,55 295762,91 101012,42
1 [P60660_CHAIN_0]146982,81 198766,13 87646,87 60561,881 153391,15 202500,2 80216,234
1 [P60660_CHAIN_0]1595289,5 2063268,8 773548,57 533114,83 1666749,3 2101998,1 689766,93
1 [P60660_CHAIN_0]124752,94 137997,27 54915,314 31505,169 130839,24 139334,27 49769,674
1 [P60660_CHAIN_0]318945,4 448001,44 198044,47 119553,39 332497,79 457183,61 182049,62
1 [P60660_CHAIN_0]19539,088 27323,211 10208,839 6924,0336 20370,712 27938,215 9100,1785
1 [P60660_CHAIN_0]96039,784 128151,78 48847,894 37200,026 100258,65 130726,06 43527,503

1 [O75083_CHAIN_0]5611,2727 13651,924 2541,1422 573,47057 5725,1505 14305,824 1901,6956
1 [O75083_CHAIN_0]127692,66 261578,59 76882,926 15004,858 131350,93 271910,25 66734,444
1 [O75083_CHAIN_0]59577,373 119633,71 36758,858 7457,2416 61336,561 124232,4 32220,733
1 [O75083_CHAIN_0]122498,76 224146,63 60282,823 16952,508 126575,07 232349,54 50981,91
1 [O75083_CHAIN_0]124389,99 276264,34 66392,733 10196,353 127487,38 288321,37 54722,582
1 [O75083_CHAIN_0]48559,392 113128,74 32214,494 5314,775 49659,169 118054,7 27784,07
1 [O75083_CHAIN_0]166935,51 372266,91 90267,86 13245,313 171060,61 388530,94 74626,745
1 [O75083_CHAIN_0]238484,77 580935,94 145925,1 37044,204 243333,72 607558,19 121182,82

1 [Q8NBS9_CHAIN_0]113084,99 243640,16 89090,428 38001,554 116080,73 253074,39 79987,552
1 [Q8NBS9_CHAIN_0]39748,167 80468,25 30791,517 11899,16 40911,838 83386,964 27925,591
1 [Q8NBS9_CHAIN_0]78392,056 157211,02 56783,977 23865,453 80716,532 162975,94 50890,14
1 [Q8NBS9_CHAIN_0]143116,1 368605,34 120602,46 60026,623 145617,86 385119,39 105550,83
1 [Q8NBS9_CHAIN_0]96474,862 192075,45 70759,805 35068,313 99366,136 199030,88 63415,271
1 [Q8NBS9_CHAIN_0]218197,49 383492,82 108996,71 44669,067 225797,88 396792,31 92887,515
1 [Q8NBS9_CHAIN_0]161938,48 261271,52 93565,017 37329,715 168088,82 268862,6 83850,89
1 [Q8NBS9_CHAIN_0]2873,7988 5056,9985 2022,4032 903,4909 2974,1454 5213,7014 1843,0732
1 [Q8NBS9_CHAIN_0]2961,7236 4886,1641 1618,6452 1152,8827 3071,8326 5036,7285 1406,8085
1 [Q8NBS9_CHAIN_0]141277 229922,98 93472,246 42321,142 146607,55 236322,83 85401,427
1 [Q8NBS9_CHAIN_0]30399,7 45308,482 17349,106 6889,7516 31634,432 46441,06 15739,441

1 [P00338_CHAIN_0]58890,805 160165,3 43019,201 7578,5768 59733,737 167850,9 36523,981
1 [P00338_CHAIN_0]57071,516 189789,98 36539,451 8068,2136 57142,415 200174,12 27712,915
1 [P00338_CHAIN_0]6716,8498 31248,174 4316,9909 655,39554 6533,7754 33183,401 2753,4827
1 [P00338_CHAIN_0]33935,921 95909,469 25996,985 4008,0057 34344,809 100588,54 22147,398
1 [P00338_CHAIN_0]181100,72 333714,38 141674,4 34522,354 187110,69 344327,45 131565,99
1 [P00338_CHAIN_0]76105,64 203444,61 40992,198 9212,2082 77261,606 213566,52 31672,792
1 [P00338_CHAIN_0]309785,47 510835,16 105426,18 26106,492 321266,85 528614,44 82263,69
2 [P00338_CHAIN_0, P07195_CHAIN_0]40565,218 111711,16 31917,153 5804,5279 41117,544 117042,24 27516,338
2 [P00338_CHAIN_0, P07195_CHAIN_0]34812,434 97232,5 28104,315 4833,153 35257,597 101893,61 24308,463
2 [P00338_CHAIN_0, P07195_CHAIN_0]20176,841 50441,992 16509,096 2888,824 20562,007 52662,856 14680,283



2 [P00338_CHAIN_0, P07195_CHAIN_0]62821,507 131972,13 41447,689 11182,999 64553,095 137201,28 36381,52

1 [P26038_CHAIN_0]36290,962 85322,156 22345,261 13889,896 37095,073 89123,891 18421,56
1 [P26038_CHAIN_0]225789,39 326046,56 116468,31 64843,851 235177,17 334024,19 103568,26
1 [P26038_CHAIN_0]327881,01 420226,81 150123,34 82578,679 342645,05 428160,96 133592,86
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]63120,929 155536,11 26952,613 5595,8545 64358,647 163102,01 19547,319
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]19788,925 52391,961 14130,841 3935,9814 20102,633 54871 11948,765
1 [P26038_CHAIN_0]195509,39 208647,41 68499,142 65152,712 205199,92 210705,26 58814,336
1 [P26038_CHAIN_0]188821,01 224688,69 84271,245 42317,243 197693,89 227940,88 75850,094
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]142576,77 429154,75 97791,13 13774,63 143724,37 451281,78 79253,983
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]41677,782 120816,21 31551,238 4549,5003 42114,689 126817,26 26626,522
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]9442,5612 29747,816 7529,5711 1195,1567 9490,7619 31285,352 6293,5344
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]21035,489 62385,207 15662,19 2819,6452 21225,603 65535,353 13048,042
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]439528,52 455300,94 119534,64 21026,759 461588 459914,72 101256,12

1 [P00387_CHAIN_1]304976,51 844296,25 144644,71 31629,199 308972,4 887817,97 104206,97
1 [P00387_CHAIN_1]96443,11 189762,25 44175,915 6404,201 99364,766 197389,88 36087,266
1 [P00387_CHAIN_1]72459,403 154720,13 28983,812 3646,7103 74390,824 161559,93 21887,049
1 [P00387_CHAIN_1]316276,94 580914,44 170296,8 45929,117 326763,76 601794,67 147225,84
1 [P00387_CHAIN_1]62218,019 106838,7 26356,166 5727,4551 64436,193 110581,35 21840,177
1 [P00387_CHAIN_1]44967,547 85842,859 20030,963 7244,1205 46386,032 89207,515 16190,049

1 [P62701_CHAIN_0]41132,976 137704,69 18199,412 1886,3444 41159,128 145525,17 11302,995
1 [P62701_CHAIN_0]4335,9128 14673,147 1923,5939 214,56673 4335,2915 15509,964 1186,8457
1 [P62701_CHAIN_0]14389,331 44015,398 6506,62 948,96025 14487,87 46413,788 4344,0843
1 [P62701_CHAIN_0]4244,8108 11394,796 1902,6179 328,07449 4308,0155 11975,56 1357,3535
1 [P62701_CHAIN_0]13421,284 30159,4 8560,4502 4392,6011 13748,821 31443,891 7249,4435
1 [P62701_CHAIN_0]47693,145 45374,31 16014,819 5081,9213 50175,34 45454,11 14397,064
1 [P62701_CHAIN_0]13496,318 17385,838 4897,2613 1136,1784 14101,324 17760,57 4206,8313
1 [P62701_CHAIN_0]87377,422 66022,855 22407,927 5714,6048 92288,004 65022,963 20080,373
1 [P62701_CHAIN_0]25112,177 74728,008 11654,532 1707,4258 25329,178 78736,799 8028,325
1 [P62701_CHAIN_0]20345,018 63146,418 9539,1251 1368,0304 20464,942 66599,633 6452,2566
1 [P62701_CHAIN_0]136814,58 303154,72 71073,639 9632,8703 140235,22 316422,55 58193,04
1 [P62701_CHAIN_0]50273,087 109463,17 24963,357 4545,6075 51570,776 114221,33 20211,797
1 [P62701_CHAIN_0]81441,584 137025,78 47148,355 11969,176 84413,885 141289,71 42223,632

2 [Q13838_CHAIN_0, O00148_CHAIN_0]72279,297 129756,84 41253,776 6092,8856 74741,848 134211,68 36538,902
2 [Q13838_CHAIN_0, O00148_CHAIN_0]50590,424 94299,586 29474,104 4390,5726 52239,69 97676,878 26006,087
2 [Q13838_CHAIN_0, O00148_CHAIN_0]114032,9 248131,16 68455,281 11039,643 116987,49 258527,72 58599,369
2 [Q13838_CHAIN_0, O00148_CHAIN_0]157019,25 293485,47 57570,734 16871,964 162098,98 305131,9 43913,947
2 [Q13838_CHAIN_0, O00148_CHAIN_0]59650,963 79358,773 31924,521 9876,0189 62277,504 80884,451 29331,289
2 [Q13838_CHAIN_0, O00148_CHAIN_0]83089,96 123995,06 33017,045 5121,0956 86452,22 127567 28050,687
2 [Q13838_CHAIN_0, O00148_CHAIN_0]42754,933 86489,305 25240,382 3310,5578 44003,009 89876,888 21942,404
2 [Q13838_CHAIN_0, O00148_CHAIN_0]29778,996 47350,011 19609,546 12759,376 30926,449 48613,609 17802,72
1 [O00148_CHAIN_0]9164,5463 12349,118 3552,8221 559,57324 9563,8438 12639,683 3078,4168
1 [O00148_CHAIN_0]19985,734 26410,164 7940,2832 1105,6983 20867,811 26995,88 6957,4617

1 [P23246] 125584,57 91066,203 41596,839 13144,162 132730,61 89019,352 39019,11
1 [P23246] 67218,444 92516,205 27301,149 8586,5988 70106,243 94763,462 23610,061
1 [P23246] 12146,457 29044,533 9592,6405 5810,7868 12406,476 30287,743 8368,3908
1 [P23246] 110777,16 145789,02 52638,51 27295,333 115684,66 148712,63 47002,169
1 [P23246] 283329 394303,56 65264,679 14710,694 295375,9 405733,55 46397,885



1 [P23246] 44209,97 68775,25 21063,694 7003,5769 45941,011 70787,696 18346,211
1 [P23246] 87595,984 151291,53 48590,547 12218,372 90707,52 156259,5 42916,375

1 [Q96AG4] 214053,45 366373,63 94482,529 17742,922 221712,87 379030,5 79406,128
1 [Q96AG4] 132988,29 210538,11 56216,045 11574,446 138112,37 217114,03 47660,155
1 [Q96AG4] 56911,925 95688,609 28843,975 5859,1826 58987,77 98795,459 25187,289
1 [Q96AG4] 35307,938 55444 15156,112 4047,3552 36678,243 57146,317 12888,34
1 [Q96AG4] 73079,976 119278,09 37176,77 7760,697 75822,852 122975,24 32699,384
1 [Q96AG4] 740174,76 1252832,6 268009,39 50193,286 766924,24 1297373,8 212525,7
1 [Q96AG4] 220709,76 344260,44 66508,944 12292,664 229307,21 355628,08 50782,732
1 [Q96AG4] 1166908 1946943,4 471084,39 80137,507 1209716,2 2013332,9 389145,92
1 [Q96AG4] 183104,32 311658,22 78004,103 15525,835 189691,91 322436,9 64973,165
1 [Q96AG4] 20147,898 25046,389 5954,5499 973,99066 21069,711 25576,893 4901,7081
1 [Q96AG4] 68639,139 85744,844 21415,973 3780,5055 71771,291 87549,066 17874,138
1 [Q96AG4] 17422,977 24301,293 5866,5168 1054,9821 18163,819 24948,464 4844,3685
1 [Q96AG4] 1279105,5 1861069 446274,83 84770,117 1331850,4 1914243,6 367506,97
1 [Q96AG4] 193547,84 275213,81 72930,324 12469,652 201669,77 282572,69 61844,347
1 [Q96AG4] 81715,593 176486,66 28458,573 4425,5439 83848,004 184497,64 19983,539
1 [Q96AG4] 39717,4 90076,406 15437,303 2787,198 40662,593 94262,272 11158,939
1 [Q96AG4] 22462,011 34609,961 9083,8246 2403,5192 23347,627 35657,958 7644,0273

1 [P53618] 24449,117 18583,99 5330,236 827,03605 25820,182 18343,32 4630,6529
1 [P53618] 128869,99 189081,47 73941,99 20255,044 134168,76 193628,48 67716,715
1 [P53618] 182443,86 334447,08 86153,975 17924,768 188499,43 346829,29 72291,014
1 [P53618] 35435,523 47209,441 13162,565 3939,123 36990,652 48308,739 11238,436
1 [P53618] 24502,518 35358,652 11873,223 2020,4753 25521,311 36246,218 10630,024
1 [P53618] 8870,0504 12170,792 4048,7809 727,68107 9252,2154 12449,784 3617,0457
1 [P53618] 10950,048 18410,223 5546,3786 1096,3326 11349,458 19008,044 4843,9289
1 [P53618] 210359,44 461399,56 147457,83 23455,929 215744,73 480186,23 130610,4
1 [P53618] 68483,232 151841,89 29183,858 7020,3936 70189,253 158698,55 22125,941
1 [P53618] 100353,29 144666,55 61110,003 15701,436 104537,11 147886,76 56702,529
1 [P53618] 53019,552 80492,484 27895,158 6951,8162 55139,929 82661,085 25028,822

1 [P25398_CHAIN_0]164152,5 295627,34 76376,932 35587,627 169713,75 306385,71 63293,379
1 [P25398_CHAIN_0]98814,6 155428,47 50261,576 21267,121 102649,03 159961,37 44096,108
1 [P25398_CHAIN_0]41845,072 64768,094 22044,972 9571,8115 43491,913 66578,915 19533,894
1 [P25398_CHAIN_0]4603,1605 6223,4419 1996,6939 899,57535 4803,4079 6364,3036 1747,4028
1 [P25398_CHAIN_0]91105,699 134570,42 44698,68 16886,403 94827,532 138102,95 39528,534
1 [P25398_CHAIN_0]135381,72 237023,94 66509,471 23581,947 140116,39 245237,65 56658,912
1 [P25398_CHAIN_0]156373,92 233898,41 67847,91 31157,586 162693,59 240483,69 57995,843
1 [P25398_CHAIN_0]270572,95 333032,78 89881,47 60062,098 283029,87 339579,69 74707,926
1 [P25398_CHAIN_0]78675,302 90369,109 25965,505 16387,807 82436,272 91760,042 21977,345
1 [P25398_CHAIN_0]73379,711 69763,36 25336,58 13633,851 77200,235 69860,926 22655,23
1 [P25398_CHAIN_0]23307,718 39091,27 11129,449 4571,2881 24159,495 40378,494 9489,5929

1 [O43852_CHAIN_0]44815,388 72612,383 41838,405 20861,304 46521,085 74223,237 39949,009
1 [O43852_CHAIN_0]53311,443 89895,508 32164,725 20273,812 55253,618 92663,093 28496,317
1 [O43852_CHAIN_0]7198,7616 9490,4775 6835,5118 4133,8213 7519,5078 9571,6152 6638,8014
1 [O43852_CHAIN_0]306764,26 480941,38 295061,77 135748,22 318791,24 490396,04 284097,6
1 [O43852_CHAIN_0]163711,54 280746,03 163136,35 76899,841 169616,34 287537,51 156089,42
1 [O43852_CHAIN_0]317745,1 582082,56 392438,35 231110,87 328455,33 595802,82 379028,76
1 [O43852_CHAIN_0]118394,28 226044,8 204571,01 118819,6 122225,78 230006,35 202263,69



1 [O43852_CHAIN_0]264412 468454,72 345179,7 201766,2 273678,6 477995,36 336060,55
1 [O43852_CHAIN_0]530301,2 984672,63 329797,74 147092,49 547683,81 1019116,3 290977,99
1 [O43852_CHAIN_0]186515,6 179073,73 193373,97 38496,331 196272,09 175282,37 196573,27

1 [P52272_ISOFORM_2]56058,802 127670,06 39463,078 9366,458 57392,818 133049,12 34567,524
1 [P52272_ISOFORM_2]78744,847 173323,89 57763,087 13313,865 80749,367 180322,78 51428,878
1 [P52272_ISOFORM_2]406690,72 445990,25 163342,54 39451,563 426605,3 450532,89 148279,88
1 [P52272_ISOFORM_2]37485,828 93520,713 18281,481 5175,3647 38197,588 98032,82 13915,599
1 [P52272_ISOFORM_2]44009,209 65023,719 23455,836 4814,4452 45807,882 66670,484 21250,056
1 [P52272_ISOFORM_2]254711,78 441930,13 186638,31 41252,893 263745,66 455067,95 173387,48
1 [P52272_ISOFORM_2]81705,232 105463,59 45943,525 10277,647 85373,817 107221,67 42904,011
1 [P52272_ISOFORM_2]158612,78 230584,91 97625,009 22318,845 165184,66 235795,23 90732,464
1 [P52272_ISOFORM_2]97519,783 152449,75 43980,711 11404,715 101320,62 157027,96 37917,925
1 [P52272_ISOFORM_2]24309,767 55136,871 14091,989 3656,8802 24891,19 57549,145 11759,28
1 [P52272_ISOFORM_2]15894,685 37363,305 8926,8868 2526,6945 16246,459 39055,004 7293,5764

1 [P21291_CHAIN_0]53437,406 84393,656 30548,586 12574,773 55505,863 86763,306 27416,113
1 [P21291_CHAIN_0]78868,644 176621,26 43138,977 10967,924 80801,861 184349,84 35540,456
1 [P21291_CHAIN_0]130145,86 480557,88 121049,04 42290,385 129305,78 506845,37 100012,06
1 [P21291_CHAIN_0]197337,43 739948,63 158266,82 66449,858 195804,83 781531,69 123570,18
1 [P21291_CHAIN_0]84458,022 227780,14 69778,753 24476,888 85713,311 238389,59 60637,479
1 [P21291_CHAIN_0]74852,368 206493,14 53892,34 21974,181 75860,539 216523,63 44865,306
1 [P21291_CHAIN_0]84759,896 299083,44 86762,992 35168,042 84516,208 314836,03 74205,23
1 [P21291_CHAIN_0]11039,73 33294,355 9613,1914 3743,7247 11128,5 34947,267 8221,2681
1 [P21291_CHAIN_0]107436,85 316416,72 72648,745 30519,095 108450,51 332570,34 58149,907

1 [P13674_CHAIN_0]82049,442 136467,08 39107,555 10626,759 85072,495 140907,9 33634,071
1 [P13674_CHAIN_0]133457,89 547279,25 107165,82 24533,967 131415,01 579145,63 81758,696
1 [P13674_CHAIN_0]84416,695 278446,63 50430,636 11385,945 84568,193 293740,77 37247,963
1 [P13674_CHAIN_0]391201,22 1247410,3 288076,28 143130,6 392860,76 1313102,7 230021,38
1 [P13674_CHAIN_0]175708,1 540755,63 104416,25 29806,578 176856,83 569500,14 79016,232
1 [P13674_CHAIN_0]169563,92 406043,5 87321,842 27038,557 173151,43 424943,79 68812,732
1 [P13674_CHAIN_0]134650,8 330803,25 74102,725 21525,677 137323,04 346327,54 59276,342
1 [P13674_CHAIN_0]49842,709 142798,8 26967,69 6800,4883 50394,483 150189,66 20262,946
1 [P13674_CHAIN_0]59953,162 64546,391 26372,765 11499,552 62916,147 65046,831 24162,587

1 [P16403_CHAIN_0]150058,2 264838,84 80422,889 45962,91 155264,86 273899,77 69055,907
1 [P16403_CHAIN_0]100127,07 168473,44 59101,823 36918,585 103781,76 173684,38 52179,623
1 [P16403_CHAIN_0]149292,81 255475,13 106681,71 64655,11 154662,14 262987,79 97167,77
1 [P16403_CHAIN_0]14077,829 29187,232 9308,6908 3847,7713 14474,18 30327,698 8140,5506
1 [P16403_CHAIN_0]277167,92 482303,81 112772,21 72794,852 286909,58 499646,53 89860,796
1 [P16403_CHAIN_0]122508,11 197137,09 61171,627 30138,156 127165,81 203150,32 53005,68
1 [P16403_CHAIN_0]53651,276 90240,047 30988,675 15576,115 55609,87 93050,693 27408,733
1 [P16403_CHAIN_0]101609,75 185307,06 53771,842 36340,856 105006,54 191944,43 45433,942
1 [P16403_CHAIN_0]11699,135 20807,447 5696,232 4191,8051 12101,267 21545,383 4728,3657
2 [P16403_CHAIN_0, P16401_CHAIN_0]31734,2 42786,771 51801,094 16353,276 33141,709 42517,813 52685,285
2 [P16403_CHAIN_0, P16401_CHAIN_0]37019,338 49561,801 58886,523 18971,571 38667,803 49269,899 59820,76

1 [Q9H0U4] 124230,6 254697,73 52234,662 10534,607 127770,62 265496,65 40724,258
1 [Q9H0U4] 235985,27 519430,75 142924,68 28425,439 241972,91 541381,68 122029,38
1 [Q9H0U4] 190171,73 375802,91 103707,78 21047,732 195908,68 390436,98 88620,977
1 [Q9H0U4] 87033,013 163063,94 38684,866 9385,7868 89844,603 169331,02 31630,393



4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]82500,889 141584,25 43163,82 7937,039 85449,268 146274,1 37821,143
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]160537,73 337016,25 110682,77 16852,287 164970,86 350203,5 98636,211
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]127991,53 191676,92 55432,544 10887,652 133159,18 197085,63 47976,939
5 [Q9H0U4, P61026, P61106_CHAIN_0, P61006_CHAIN_0, Q15286]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97
1 [Q9H0U4] 56164,867 109822,95 25321,251 4447,9591 57880,835 114223,22 20588,988
1 [Q9H0U4] 50660,488 95037,57 25374,858 4977,6477 52296,32 98602,499 21510,074
1 [Q9H0U4] 34168,844 68604,844 19510,719 4091,5451 35176,925 71292,569 16791,147

1 [Q86VP6_CHAIN_0]76623,247 102214,27 25911,201 5546,3552 79981,483 104683,9 21667,356
1 [Q86VP6_CHAIN_0]49829,109 88764,594 27881,297 5430,6036 51541,226 91798,916 24574,916
1 [Q86VP6_CHAIN_0]19242,85 45905,238 11317,916 1955,9746 19654,634 47990,277 9388,2567
1 [Q86VP6_CHAIN_0]3392,3622 7702,2661 2248,7916 387,74107 3473,5074 8030,362 1950,5812
1 [Q86VP6_CHAIN_0]4220,866 10215,01 2923,9741 481,93093 4308,3415 10669,74 2524,8173
1 [Q86VP6_CHAIN_0]80033,432 167365,63 42332,8 13918,264 82249,116 174305,56 35103,889
1 [Q86VP6_CHAIN_0]6058,138 13784,33 4851,4707 782,25642 6202,9532 14345,549 4379,9026
1 [Q86VP6_CHAIN_0]16676,124 36030,633 10268,08 1965,2775 17113,864 37522,261 8847,6105

1 [P31949] 14280,849 23547,561 7586,1321 2592,2101 14811,914 24278,992 6675,9732
1 [P31949] 14558,741 22451,383 6947,9508 2482,8988 15133,025 23097,994 6058,2651
1 [P31949] 40680,252 56946,043 17571,826 7145,7868 42408,071 58349,024 15279,842
1 [P31949] 96471,997 130832,91 41029,494 16659,849 100659,55 133843,37 35809,974
1 [P31949] 41628,321 80181,422 29265,906 8003,3109 42933,059 83006,078 26466,318
1 [P31949] 43183,347 84159,297 26226,974 7732,195 44513,053 87301,98 22958,431
1 [P31949] 64231,22 117890,72 36573,223 11236,38 66364,029 122060,38 31969,214
1 [P31949] 170248,46 329350,75 104483,43 30324,013 175543,96 341509,75 91838,469
1 [P31949] 23228,871 23062,854 14406,067 6450,5146 24421,367 22965,616 13915,312
1 [P31949] 10862,227 13482,708 7594,6141 3455,8183 11362,451 13625,607 7251,5071
1 [P31949] 5375,7129 9254,9033 3046,1599 1874,2081 5567,3419 9555,5632 2656,3641
1 [P31949] 17628,965 30878,467 10548,669 5199,0406 18246,407 31888,415 9323,902
1 [P31949] 126865,2 223793,78 69804,8 43359,675 131270,66 231387,55 60151,846
1 [P31949] 5458,4397 6847,9521 2800,7624 1056,3063 5707,5971 6958,3544 2572,2906
1 [P31949] 50587,506 84785,938 26683,836 9844,2496 52439,105 87493,105 23333,175
1 [P31949] 111624,93 203386,16 61601,146 20004,921 115362,23 210576,57 53513,421
1 [P31949] 271441,79 310385,5 118462,83 54174,304 284466,45 314135,66 107192,99

2 [P31943_CHAIN_1, P52597_CHAIN_1]78124,053 113615,57 34631,515 10989,853 81351,428 116621,31 30161,266
2 [P31943_CHAIN_1, P52597_CHAIN_1]13680,925 28940,758 8684,3248 3372,2869 14053,488 30106,885 7501,2373
1 [P31943_CHAIN_1]131718,8 203424,38 59909,519 21125,366 136906,29 209393,74 51664,518
1 [P31943_CHAIN_1]24422,341 56601,391 16369,811 5350,2574 24981,9 59050,326 14057,359
1 [P31943_CHAIN_1]328994,79 756209,25 189476,28 42838,553 336647,48 789696,56 157489,36
1 [P31943_CHAIN_1]192901,8 404357,72 124863,19 37799,162 198236,22 420422,82 109018,81
2 [P31943_CHAIN_1, P52597_CHAIN_1]382942,34 603622,5 223366,62 110162,73 397792,94 620371,21 200478,9
2 [P31943_CHAIN_1, P52597_CHAIN_1]32996,028 69696,195 22963,215 10616,885 33898,107 72435,496 20169,935
1 [P31943_CHAIN_1]77368,924 112394,1 35629,042 13092,992 80568,602 115318,21 31220,419

1 [P05455] 5269,339 14336,717 5288,3886 854,20504 5345,5661 14978,244 4814,0611
1 [P05455] 8085,0592 12010,577 4195,1165 1584,226 8414,0283 12322,153 3746,6902
1 [P05455] 15175,614 30064,652 13575,935 2226,0586 15635,207 31066,841 12766,574
1 [P05455] 18739,658 50522,84 19094,203 3326,0759 19020,893 52757,975 17445,796
1 [P05455] 62056,603 170984,42 68712,868 24603,809 62912,394 178505,87 62882,961
1 [P05455] 53536,258 101379,02 45909,4 19034,834 55256,864 104606,21 42696,751
1 [P05455] 106384,25 288848,94 91108,173 19103,23 107925,99 302260,94 80238,945



1 [Q32P28_CHAIN_0]81619,623 218855,77 57879,711 20331,277 82853,847 229315,95 48503,73
1 [Q32P28_CHAIN_0]79303,899 206739,63 49846,293 18472,586 80625,876 216636,85 40638,955
1 [Q32P28_CHAIN_0]2747,1574 10090,905 1778,6315 306,85145 2730,0621 10666,598 1301,1084
1 [Q32P28_CHAIN_0]8356,3396 30954,088 5222,5413 827,40078 8298,6452 32732,078 3743,9211
1 [Q32P28_CHAIN_0]3857,6676 10872,341 2105,164 416,8941 3904,2482 11429,362 1603,261
1 [Q32P28_CHAIN_0]23472,344 64297 17827,368 5191,6166 23798,878 67375,461 15171,46
1 [Q32P28_CHAIN_0]50317,074 138156,64 38196,241 13469,664 51010,057 144783,02 32380,674
1 [Q32P28_CHAIN_0]25175,837 58106,078 17564,07 5152,4216 25758,296 60588,801 15265,498
1 [Q32P28_CHAIN_0]25947,593 51542,68 13062,894 3774,1799 26723,919 53596,218 10862,629

1 [P51149] 127882,34 224736,28 62030,066 9747,1745 132336,19 232585,51 53151,197
1 [P51149] 30052,863 60202,703 15075,445 2636,8672 30941,134 62622,985 12567,01
1 [P51149] 74999,526 117547,43 37508,613 8681,8959 77918,507 120973,22 33125,284
1 [P51149] 51878,091 87857,375 28407,102 10269,503 53758,086 90672,606 24991,682
1 [P51149] 32817,764 50028,473 12317,041 1791,3688 34122,626 51547,129 10244,012
1 [P51149] 26567,524 42597,75 10473,224 2135,3081 27579,138 43979,024 8678,7106
1 [P51149] 180175,21 298316,94 90388,094 21357,327 186845,68 307813,48 78895,698
1 [P51149] 237580,47 382121,94 149779,32 30052,215 246637,39 392752,69 137663,29

1 [P62753] 548679,56 934137,94 213363,76 61777,969 568401,17 967119,85 172018,23
1 [P62753] 12667,927 24782,045 6301,0249 1479,9071 13055,091 25756,436 5259,4506
1 [P62753] 24573,835 47250,137 11548,277 2762,8792 25342,123 49096,221 9528,3886
1 [P62753] 13895,911 23766,801 6350,5328 1741,5418 14393,656 24580,16 5364,7235
1 [P62753] 111847,98 48483,657 84543,854 29383,356 118943,68 42512,427 87245,785
1 [P62753] 52936,289 28412,88 40918,425 13934,499 56177,758 25995,221 41937,75
1 [P62753] 24764,811 15882,935 19274,743 6842,1649 26225,676 14955,172 19591,591
1 [P62753] 303840,49 369367,41 109090,59 26412,843 317933,54 376076,57 94750,676
1 [P62753] 254645,32 396813,22 115980,57 21610,679 264598,11 408627,88 100668,92
1 [P62753] 19625,323 21137,457 9840,5307 4242,3358 20595,831 21262,923 9192,2146

1 [P05141_CHAIN_0]44004,416 56168,035 18675,278 4996,3034 45989,892 57260,859 16615,714
1 [P05141_CHAIN_0]81145,852 94686,266 30767,209 7531,4285 84995,753 96108,123 27286,478
1 [P05141_CHAIN_0]492363,97 660537,38 217376,57 66382,763 513895,76 675063,15 192612,73
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]96570,831 120096,44 35224,63 5661,7981 100992,47 122426,51 30665,662
2 [P05141_CHAIN_0, P12235_CHAIN_0]23655,432 29158,609 10034,774 2038,8202 24745,01 29663,143 9017,7687
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]1534354 2022952,3 622786,26 80143,885 1602181 2067120,4 548868,61
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]33575,348 30079,606 10741,729 2153,9959 35362,47 30003,506 9734,4223
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]208258,51 244153,17 73612,964 10600,074 218111,19 248065,44 64560,42
1 [P05141_CHAIN_0]693314,99 916452,69 296674,47 49723,188 723922,5 936107,77 263765,87
1 [P05141_CHAIN_0]142624,4 207181,19 56700,284 11565,268 148517,26 212859,12 48399,899
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]7931,0385 15362,886 1697,5692 176,251 8175,2609 16033,393 907,81025
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]41960,044 59388,574 13775,967 2230,827 43725,453 61027,67 11247,374

1 [O60716_ISOFORM_4]96554,878 144537,86 28881,721 3759,9839 100446,25 149031,59 22421,366
1 [O60716_ISOFORM_4]52647,563 104239,52 32720,545 10481,251 54234,033 108178,01 28650,769
1 [O60716_ISOFORM_4]13002,47 29627,139 6350,4472 1147,317 13309,764 30966,593 5034,7379
1 [O60716_ISOFORM_4]21087,055 26154,652 8308,5366 2284,8606 22054,441 26638,114 7321,2236
1 [O60716_ISOFORM_4]20625,654 37769,281 12999,921 2777,932 21313,22 39060,357 11662,732

3 [P12814, P35609, Q08043]35879,958 83097,82 18290,581 7126,0467 36699,564 86877,535 14469,11
2 [P35609, Q08043]42656,48 106824,2 22171,407 9194,6129 43458,616 111947,37 17145,478



3 [P12814, O43707, Q08043]70833,683 217578,55 45573,3 8896,8401 71308,003 229019,48 35771,026
3 [P12814, O43707, Q08043]243074,63 730376,31 142526,67 25091,966 245042,94 768782,33 109001,46
3 [P12814, O43707, Q08043]96885,122 270347,94 60284,765 9963,8472 98117,996 283880,03 48456,456
4 [P12814, O43707, P35609, Q08043]126786,71 229563,41 59690,657 13945,789 131056,16 237945,71 50150,778
4 [P12814, O43707, P35609, Q08043]192853,16 341273,56 109590,11 20553,168 199529,42 352780,78 97084,896
4 [P12814, O43707, P35609, Q08043]60510,765 139196,98 30069,584 4867,2396 61912,857 145519,29 23928,355
4 [P12814, O43707, P35609, Q08043]19197,787 53475,641 12686,772 3146,0887 19444,569 56125,736 10357,251
4 [P12814, O43707, P35609, Q08043]8741,7363 25503,754 5993,0766 1485,6763 8829,4678 26795,87 4877,5405
4 [P12814, O43707, P35609, Q08043]158331,16 471333,34 99320,838 24678,54 159712,15 495788,22 77907,827

1 [Q9NZN4] 171619,27 298895,72 136403,6 73630,305 177688,44 307503,13 126279,6
1 [Q9NZN4] 20451,857 79852,328 17324,909 3368,7045 20225,645 84384,763 13762,96
2 [Q9NZN4, Q9H4M9]80168,664 195200,64 48199,829 10863,165 81799,98 204170,4 39888,134
1 [Q9NZN4] 5544,4277 16793,598 2896,7876 552,19435 5586,2167 17691,832 2096,6106
1 [Q9NZN4] 2780,4087 10982,956 1868,6076 498,96638 2746,611 11625,1 1336,0958
1 [Q9NZN4] 26605,423 39251,078 13965,129 4258,4248 27693,909 40249,189 12559,904
1 [Q9NZN4] 66723,735 187438,47 43535,711 8677,9668 67547,183 196793,18 35396,593
1 [Q9NZN4] 39891,541 102136,55 24765,058 5752,4543 40596,25 106975,51 20373,927

1 [P27797_CHAIN_0]14894,863 41225,066 11479,83 3540,6031 15093,069 43207,168 9771,5431
1 [P27797_CHAIN_0]53287,574 126051,76 40407,063 8662,8783 54456,7 131446,88 35711,07
1 [P27797_CHAIN_0]34930,066 102769,75 17457,838 3749,8842 35257,924 108211,68 12525,036
1 [P27797_CHAIN_0]122032,02 184128,48 54273,994 11343,024 126930,4 189349,68 47154,275
1 [P27797_CHAIN_0]80832,647 207606,7 77320,801 30938,773 82264,133 216588,23 69716,747
1 [P27797_CHAIN_0]170976,37 211688,03 74564,343 30836,299 178832,74 215347,17 66624,991
1 [P27797_CHAIN_0]542248,25 384412,64 265998,71 133250,81 573347,59 372086,97 258990,98
1 [P27797_CHAIN_0]38954,289 102216,31 29548,417 11381,654 39592,611 106967,51 25289,854
1 [P27797_CHAIN_0]157373,6 320558,81 101139,92 33115,357 161925,38 332942,27 88621,271

1 [P26599] 81345,704 125768,42 40981,58 18216,721 84548,897 129338,11 35975,962
1 [P26599] 6574,499 17543,963 3841,138 617,25388 6675,2168 18406,123 3069,5601
1 [P26599] 65136,771 141070,47 38213,735 5294,6614 66838,17 146984,45 32596,858
1 [P26599] 75229,969 69012,301 38337,924 3487,2274 79208,763 68508,327 37179,115
1 [P26599] 27000,459 44012,547 14064,56 1934,1338 28015,284 45363,121 12480,231
1 [P26599] 6376,5974 13916,166 3671,1586 607,71089 6540,8343 14505,889 3105,4621
1 [P26599] 41653,853 79661,422 23352,344 7871,6122 42967,795 82634,451 20118,274
1 [P26599] 37660,507 40338,809 12523,009 3451,0604 39523,609 40766,831 10987,392
1 [P26599] 207178 499562,38 145546,06 28325,699 211512,34 521670,98 126024,67
1 [P26599] 24735,603 46523,715 14205,965 6270,5154 25532,884 48215,94 12290,896
1 [P26599] 481861,74 963157,69 285104,14 135207,18 496177,22 1000408 244464,94
1 [P26599] 302887,51 616946,63 152790,34 66825,956 311621,34 642136,93 125224,85

1 [O75947_ISOFORM_2]202011,87 207221,52 70796,256 38682,199 212204,55 208671,03 62531,667
1 [O75947_ISOFORM_2]1421354,9 986551,89 558217,3 386161,04 1503236,3 957069,38 528444,26
1 [O75947_ISOFORM_2]1128832 445226,23 242245,21 152311,33 1200999,7 401202,9 229670,09
1 [O75947_ISOFORM_2]915968 391923,77 199386,86 122827,2 973870,37 358565,31 187587,92
1 [O75947_ISOFORM_2]593643,31 265356,59 130907,13 86881,163 630927,39 244592,73 122394,57
1 [O75947_ISOFORM_2]684997,56 343270,82 174756,42 109097,39 727237,92 321514,86 164201,38
1 [O75947_ISOFORM_2]112323,22 99685,676 39292,862 18776,51 118324,24 99249,261 35748,741
1 [O75947_ISOFORM_2]133114,03 137909,16 48705,982 20467,071 139802,49 138905,7 43558,283
1 [O75947_ISOFORM_2]128877,52 231729,56 72165,198 21807,614 133259,55 239749,62 63153,134



1 [P62277_CHAIN_0]39911,846 74306,586 15576,9 2834,1574 41209,939 77212,584 12261,224
1 [P62277_CHAIN_0]164329,47 398508 86956,373 13803,49 167700,4 417146,99 69437,104
1 [P62277_CHAIN_0]73532,01 130326,63 28343,255 4966,4704 76064,532 135165,56 22614,611
1 [P62277_CHAIN_0]56226,57 102849,19 28548,197 6660,964 58098,873 106582,9 24399,51
1 [P62277_CHAIN_0]91516,323 186335,22 48955,03 9159,0848 94158,627 193847,72 41328,955
1 [P62277_CHAIN_0]163574,3 298487,88 83267,331 15425,586 169036,84 309284,44 71429,164
1 [P62277_CHAIN_0]128556,92 257945,75 66238,786 11657,451 132348,84 268275,72 55606,586
1 [P62277_CHAIN_0]311611,99 542939,06 177629,92 68373,115 322582,09 560842,06 156464,89
1 [P62277_CHAIN_0]731974,93 1605687,5 430771,4 87337,324 750656,78 1673742,7 365324,62

2 [P12236_CHAIN_0, P12235_CHAIN_0]157574,05 185194,56 85902,583 12559,067 165038,4 187213,63 81238,502
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]96570,831 120096,44 35224,63 5661,7981 100992,47 122426,51 30665,662
2 [P05141_CHAIN_0, P12235_CHAIN_0]23655,432 29158,609 10034,774 2038,8202 24745,01 29663,143 9017,7687
2 [P12236_CHAIN_0, P12235_CHAIN_0]187549,67 222565,02 78621,011 13960,909 196372,77 225905,07 71098,819
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]1534354 2022952,3 622786,26 80143,885 1602181 2067120,4 548868,61
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]33575,348 30079,606 10741,729 2153,9959 35362,47 30003,506 9734,4223
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]208258,51 244153,17 73612,964 10600,074 218111,19 248065,44 64560,42
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]7931,0385 15362,886 1697,5692 176,251 8175,2609 16033,393 907,81025
3 [P12236_CHAIN_0, P05141_CHAIN_0, P12235_CHAIN_0]41960,044 59388,574 13775,967 2230,827 43725,453 61027,67 11247,374

1 [O15143_CHAIN_0]166805,57 212894,45 82701,334 17753,179 174339,92 216649,15 75896,415
1 [O15143_CHAIN_0]26998,698 39399,871 15075,385 3521,9787 28113,127 40348,717 13782,03
1 [O15143_CHAIN_0]28633,886 38618,402 14487,604 4090,418 29882,89 39419,74 13172,396
1 [O15143_CHAIN_0]81462,403 169759,14 48474,658 18410,874 83733,876 176601,7 41399,142
1 [O15143_CHAIN_0]154035,22 214614,42 81540,607 18830,485 160609,01 219357,69 74474,708
1 [O15143_CHAIN_0]93480,799 131201,13 56264,887 10701,997 97454,131 133936,39 52490,949
1 [O15143_CHAIN_0]13760,996 20905,088 6012,8888 978,53949 14310,251 21508,626 5205,8633
1 [O15143_CHAIN_0]47642,035 86162,188 26514,107 4280,486 49251,128 89171,383 23302,533
1 [O15143_CHAIN_0]53643,534 92603,492 26502,495 5156,5211 55547,952 95747,068 22871,271

1 [Q9BTV4_CHAIN_0]73894,885 106052,49 25915,956 4685,1097 76973,509 109002,87 21473,771
1 [Q9BTV4_CHAIN_0]108084,51 180476,78 45527,509 8976,4782 112047,77 186576,41 38013,413
1 [Q9BTV4_CHAIN_0]233487,08 423034,59 84703,59 19218,705 241327,43 439309,46 65385,744
1 [Q9BTV4_CHAIN_0]59477,984 103820,01 27395,325 6325,9388 61563,658 107461,78 23115,028
1 [Q9BTV4_CHAIN_0]61222,625 102550,32 27415,025 5080,6502 63461,671 105978,44 23269,218
1 [Q9BTV4_CHAIN_0]67448,865 107544,41 24191,352 5767,2473 70028,495 111080,77 19465,692
1 [Q9BTV4_CHAIN_0]77731,382 141184,97 30175,77 7217,8125 80335,295 146567,29 23845,685
1 [Q9BTV4_CHAIN_0]61016,659 94081,047 27673,35 6648,5184 63422,912 96835,954 23992,212

1 [P35606_CHAIN_0]11102,077 17090,711 5616,4141 2167,4466 11540,86 17571,139 4953,3332
1 [P35606_CHAIN_0]245845,29 386494,56 129184,59 45560,233 255392,2 397620,25 114504,48
1 [P35606_CHAIN_0]19289,131 28701,832 9705,9557 2783,6069 20072,77 29458,563 8652,0721
1 [P35606_CHAIN_0]107125,84 193684,19 56379,152 10133,999 110743,1 200551,12 48880,845
1 [P35606_CHAIN_0]165812,96 282953,97 76908,669 11662,586 171766,89 292569,23 65667,862
1 [P35606_CHAIN_0]49083,674 74252,922 21622,75 3650,7448 51049,625 76374,956 18770,188

1 [P00558] 17601,018 58891,133 14574,415 3292,2748 17617,291 62015,444 12059,517
1 [P00558] 87107,664 245790,59 59957,218 13118,443 88161,26 257989,67 49437,493
1 [P00558] 60073,991 167695,34 44537,919 10916,827 60841,635 175860,19 37566,31
1 [P00558] 68121,782 100564,56 31238,323 9544,4183 70904,505 103271,48 27334,669
1 [P00558] 53342,159 85937,625 28593,742 5244,2921 55369,338 88498,767 25528,054
1 [P00558] 12283,846 29731,277 8363,4305 2509,0786 12538,262 31059,868 7142,2265



1 [P00558] 283124,16 1042137 305189,35 80293,262 281394,26 1097701,4 263466,41
1 [P00558] 221747,92 287752,84 91194,503 33821,616 231650,08 293733,35 79925,951
1 [P00558] 29575,367 101044,66 22102,585 4005,8453 29556,312 106538,82 17625,931
1 [P00558] 69896,724 271188,25 57958,198 7996,1177 69159,708 286580,71 45940,43
1 [P00558] 62838,685 189133,27 38385,224 7683,8696 63341,653 199037,76 29770,288
1 [P00558] 48999,486 178109,08 40686,742 6191,2974 48740,654 187936,75 32966,689
1 [P00558] 15113,349 42154,805 11172,655 1995,5058 15307,181 44207,08 9450,6128
1 [P00558] 53183,534 137321,92 41496,556 9412,888 54103,741 143591,12 36173,665

6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5581146,7 16381216 3923600,4 733096,8 5635108,9 17210844 3222494,6
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]2404345,9 6616989 1661626,9 298420,38 2437026,2 6940076,7 1384656,1
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]3435994,8 9739154 2255721,6 466492,01 3476542,1 10227395 1831596,3
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]5275789,7 15097403 3245935,8 598961,66 5334826,8 15865587 2573746,9
5 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38]76825,314 159564,39 47267,741 9136,1857 78979,943 165922,79 41105,743
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]89164,326 241555,5 43800,138 9595,7238 90447,125 253807,39 32402,661
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]515509,33 1282652,7 206123,63 47308,175 525342,66 1345889,7 143709,91
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]245846,38 629859,33 110487,06 27615,526 250153,58 661077,72 80377,987
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]48015,281 122457,09 26248,995 6819,9116 48871,499 128358,46 20713,204
1 [P0CG38] 26132,668 60116,32 20530,897 5663,9551 26743,001 62603,076 18326,706
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]146165,42 482749,5 157402,75 35841,937 146459,39 507013 139433,32
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]215,04315 357,79355 151,64598 78,690837 222,99499 367,86064 139,02002

1 [P49368] 90934,909 150270,72 43130,161 10552,323 94306,151 155121 37158,763
1 [P49368] 24746,275 39681,359 11737,424 3639,908 25689,731 40904,356 10152,58
1 [P49368] 214626,85 355200,63 90447,561 29851,474 222565,06 367059,58 75203,344
1 [P49368] 33527,154 64405,906 21023,051 5050,2797 34580,031 66749,387 18635,672
1 [P49368] 80252,374 128668,05 42076,948 13477,499 83314,996 132503,03 37186,267
1 [P49368] 144122,29 173221 56043,102 13813,397 150852,49 176105,56 49648,386
1 [P49368] 88405,141 67302,574 25681,282 9030,1036 93364,598 66234,367 23395,882
1 [P49368] 12349,921 20291,082 4662,8913 1111,1719 12809,521 20979,06 3777,6091
1 [P49368] 9984,6256 17985,811 4873,7994 1539,8063 10322,95 18632,996 4122,8795
1 [P49368] 16867,166 27836,23 6345,877 1759,3679 17492,212 28786,507 5117,1063

1 [Q02543] 64260,666 126843,28 34714,409 6428,4395 66202,111 131787,27 29628,364
1 [Q02543] 22167,092 45272,23 12869,412 2697,389 22804,794 47070,287 11073,895
1 [Q02543] 108492,73 169852,05 52891,1 15129,707 112718,44 174837,43 46341,749
1 [Q02543] 210468,74 254636,06 93199,869 34967,471 220268,48 258617,6 84027,912
1 [Q02543] 78303,027 103701,43 41816,081 14910,137 81760,92 105669,75 38349,326
1 [Q02543] 5175,8743 9449,9307 2077,2739 213,8014 5348,2549 9809,9763 1669,7473
1 [Q02543] 21975,188 38830,902 9012,3675 1481,1821 22734,91 40250,055 7350,805
1 [Q02543] 84044,537 93436,102 29079,878 4952,7885 88129,693 94627,437 25655,444
1 [Q02543] 11434,474 24319,287 4914,5491 1076,0712 11741,549 25379,99 3806,0534
1 [Q02543] 24355,13 56364,395 9146,915 1250,6542 24910,285 59031,852 6449,4531
1 [Q02543] 42213,794 80053,077 19205,986 3410,4066 43557,133 83155,255 15810,748



1 [Q15084_CHAIN_0]63483,818 174862,42 54346,415 11300,846 64350,239 183066,36 47712,053
1 [Q15084_CHAIN_0]110189,4 250939,97 71254,315 15858,555 112807,68 261716,48 61238,596
1 [Q15084_CHAIN_0]24187,742 61665,773 17117,715 3615,5588 24622,047 64510,623 14633,25
1 [Q15084_CHAIN_0]3524,648 9106,2822 2440,764 608,05254 3585,3155 9532,2271 2063,6738
1 [Q15084_CHAIN_0]13381,633 28421,855 8201,8565 1689,4745 13743,41 29580,752 7083,8165
1 [Q15084_CHAIN_0]12456,4 31146,576 8497,7792 1867,1242 12692,973 32573,038 7229,6636
1 [Q15084_CHAIN_0]72579,344 94612,883 27315,126 10644,505 75809,515 96686,775 23417,192
1 [Q15084_CHAIN_0]128156,42 327522,63 104663,25 31712,863 130449,47 342209,28 92024,016
1 [Q15084_CHAIN_0]18601,539 31314,754 10548,273 3751,0569 19279,899 32297,429 9360,9196
1 [Q15084_CHAIN_0]141753,07 338917,06 115775,69 28425,939 144791,11 353289,81 103494,81
1 [Q15084_CHAIN_0]54666,738 121890,69 30862,774 7313,9194 56018,77 127173,82 25717,245
1 [Q15084_CHAIN_0]24692,894 55585,27 13989,923 2432,9028 25292,311 58012,108 11675,297

1 [P61224_CHAIN_0]16994,035 38278,625 10893,76 1313,6111 17406,866 39909,632 9415,8504
1 [P61224_CHAIN_0]166369,88 412528,78 127197,94 25079,256 169612,97 430858,89 111557,09
1 [P61224_CHAIN_0]63245,851 146242,34 50245,241 5713,2638 64707,255 152301,03 45254,568
1 [P61224_CHAIN_0]102521,28 222344,83 73669,25 8879,094 105201,27 231239,58 65864,977
1 [P61224_CHAIN_0]49932,863 97782,391 31725,159 5003,4281 51461,242 101407,65 28198,775
1 [P61224_CHAIN_0]184318 362624,88 102391,98 18028,064 189914,18 376618,19 88118,87
1 [P61224_CHAIN_0]462632,39 805430,75 250460,92 67260,42 478924,41 832381,33 219497,03
1 [P61224_CHAIN_0]494064,49 885835,31 294197,79 83903,62 510928,9 915810,34 261187,96

2 [P06733_CHAIN_0, P13929_ISOFORM_3]75178,424 261372,14 70051,931 18306,255 75041,712 275252,46 59154,845
2 [P06733_CHAIN_0, P13929_ISOFORM_3]25290,058 51307,195 16839,322 6793,9628 26026,347 53261,984 14823,311
2 [P06733_CHAIN_0, P13929_ISOFORM_3]6035,3187 16362,644 4812,7532 789,08505 6123,0741 17133,064 4181,9083
2 [P06733_CHAIN_0, P13929_ISOFORM_3]6702,5573 17321,297 5708,5808 1087,5093 6818,5143 18097,046 5079,2982
2 [P06733_CHAIN_0, P13929_ISOFORM_3]35539,015 83739,141 25306,876 4598,7694 36324,74 87363,96 22114,738
2 [P06733_CHAIN_0, P13929_ISOFORM_3]28947,497 81614,75 21065,29 3561,7432 29299,784 85626,305 17698,741
1 [P13929_ISOFORM_3]36394,219 106686,64 30287,085 3950,8293 36752,015 111933,28 26134,084
1 [P13929_ISOFORM_3]243199,16 556216,5 161671,07 30644,574 248929,98 580047,15 139961,58
1 [P13929_ISOFORM_3]213512,71 434841,69 132372,46 28155,145 219686,64 451790,61 115729,13
1 [P13929_ISOFORM_3]212496,42 415121,09 102411,74 20265,803 219001,25 431524,72 84909,881
1 [P13929_ISOFORM_3]51093,559 88278,008 25082,262 7329,2595 52905,693 91284 21501,951

1 [Q9NVA2_CHAIN_0]64365,243 114516,19 34944,012 13391,223 66579,168 118460,33 30321,311
1 [Q9NVA2_CHAIN_0]14998,408 15813,648 6016,7226 2722,1914 15746,452 15930,902 5444,3248
1 [Q9NVA2_CHAIN_0]21933,839 29209,836 8174,0197 3307,0907 22896,698 29888,656 6948,3917
1 [Q9NVA2_CHAIN_0]30831,495 71580,789 16473,748 4538,107 31532,511 74817,842 13308,109
1 [Q9NVA2_CHAIN_0]59361,315 177561,22 44443,038 8264,615 59865,474 186564,08 36980,844

1 [P62424_CHAIN_0]51944,594 107050,96 36338,283 5586,1941 53422,222 111141,05 32597,216
1 [P62424_CHAIN_0]505191,7 833270,25 196953,67 51550,449 523926,86 861471,99 160776,86
1 [P62424_CHAIN_0]190218,22 346232,22 111516,69 31935,676 196598,74 358244,32 98370,744
1 [P62424_CHAIN_0]288406,02 534937,63 168316,97 32007,741 297865,15 553971,09 148428,66
1 [P62424_CHAIN_0]397041,35 631709,69 181831,6 39002,65 412281,01 651141,15 157022,33
1 [P62424_CHAIN_0]51930,294 105207,38 33957,598 4946,8629 53444,96 109227,75 30165,662
1 [P62424_CHAIN_0]110201,13 229486,59 54742,991 10408,483 113270,49 239078,19 44942,381
1 [P62424_CHAIN_0]63923,148 131861,34 29661,783 4796,774 65729,157 137392,12 23939,32
1 [P62424_CHAIN_0]128443,14 273970,38 62960,273 11171,344 131880,49 285697,12 51118,694
1 [P62424_CHAIN_0]22104,658 36719,539 10354,771 1928,876 22919,954 37917,941 8908,7791
1 [P62424_CHAIN_0]37544,9 77049,047 19035,623 3477,4271 38615,257 80213,398 15798,935



1 [P62424_CHAIN_0]137772,88 255495,69 71967,877 13058,023 142287,12 264857,35 61893,268
1 [P62424_CHAIN_0]123807,09 223658,91 69942,13 21457,181 127994,63 231427,37 61248,627
1 [P62424_CHAIN_0]41452,762 63644,047 26268,475 7093,0551 43098,131 65252,39 24268,545
1 [P62424_CHAIN_0]53910,299 136681,48 24275,436 4886,3637 54885,703 143410,33 17814,051

1 [P46781_CHAIN_0]5197863,4 9803635 2835352 570627,43 5364722,1 10166114 2451544,7
1 [P46781_CHAIN_0]82373,621 126393,15 38839,27 7789,9619 85636,342 130014,61 34076,178
1 [P46781_CHAIN_0]115729,69 191478,06 53360,363 10770,235 120014,16 197718,57 45739,323
1 [P46781_CHAIN_0]61543,516 125045,63 38547,178 7604,0207 63329,686 129894,65 33820,958
1 [P46781_CHAIN_0]341227,88 614373,75 171961,04 25859,256 352800,22 636287 147900,87
1 [P46781_CHAIN_0]53275,783 96206,219 30420,316 6901,5301 55078,751 99535,133 26807,987
1 [P46781_CHAIN_0]69975,231 126315,34 32834,525 6012,1254 72339,777 130914,1 27656,462

1 [P37837] 13707,018 87013,219 23459,854 2978,6454 12843,514 92349,602 19961,641
1 [P37837] 137309,03 227494,06 73889,767 22556,463 142392,46 234582,42 65250,853
1 [P37837] 27278,756 60595,211 18073,788 3540,4395 27960,051 63126,541 15737,881
1 [P37837] 15866,378 80375,781 23368,773 3680,1688 15301,442 85046,223 20237,319
1 [P37837] 9825,1824 45454,977 10877,802 2214,3776 9565,7755 48117,808 8915,8632
1 [P37837] 2902,9896 23173,68 5456,728 807,07042 2618,488 24668,119 4460,324
1 [P37837] 70520,67 277988,06 68285,051 14669,879 69689,303 293552,12 56392,878
1 [P37837] 112706,61 218214,84 66631,937 19851,32 116206,79 226360,9 58057,173
1 [P37837] 118937,5 564464 154037,8 25598,84 115506,35 597112,04 131263,72

1 [Q14764_CHAIN_0]64977,295 112812,98 40366,51 12683,921 67275,536 116405,85 36310,606
1 [Q14764_CHAIN_0]52086,618 60925,84 21159,714 8960,7516 54555,544 61805,523 18851,068
1 [Q14764_CHAIN_0]118358,27 171937,67 64552,026 25297,289 123259,6 176086,29 58381,962
1 [Q14764_CHAIN_0]31581,619 67860,266 28064,525 8344,6364 32424,221 70376,734 25885,092
1 [Q14764_CHAIN_0]53919,689 69289,484 26618,669 7951,5931 56344,944 70545,145 24285,909
1 [Q14764_CHAIN_0]69719,258 119627,39 46844,157 19591,028 72217,945 123255,67 42601,705

1 [P39023_CHAIN_0]63776,558 123801,8 36221,777 7361,3577 65749,322 128484,37 31398,895
1 [P39023_CHAIN_0]140013,37 244097,75 76754,48 17834,825 144937,43 252249,83 67547,773
1 [P39023_CHAIN_0]17756,818 17348,493 4163,5355 1308,0626 18670,043 17472,828 3415,427
1 [P39023_CHAIN_0]7245,116 8635,5352 2227,3505 639,09403 7584,6219 8793,8564 1865,5933
1 [P39023_CHAIN_0]46107,053 71377,727 17509,857 5798,4527 47916,998 73592,758 14406,264
1 [P39023_CHAIN_0]43175,165 67162,234 16542,702 5824,9478 44863,165 69257,654 13611,537
1 [P39023_CHAIN_0]376814,66 663112,5 238820,12 74686,128 389954,63 684507,18 215090,11
1 [P39023_CHAIN_0]323101,11 765382,5 180113,35 36542,235 330124,83 800281,79 147088,43
1 [P39023_CHAIN_0]127911,55 207395,19 52220,395 8337,2825 132733,71 214171,39 43668,302

1 [P62258_ISOFORM_SV]175922,91 184091,19 99362,564 25769,451 184745,57 184420,38 95294,734
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]161857,69 327951,88 117754,95 25383,247 166585,44 340101,77 106454,3
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17331,97 42488,875 13986,94 3246,2065 17680,765 44335,72 12418,334
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]374942,26 985718,38 313352,7 67796,007 381064,95 1030651,9 276359,6
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]79175,538 162033,38 56059,267 13864,788 81452,618 168155,96 50248,542
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]40150,962 105845,82 34122,592 7792,3713 40800,761 110662,48 30165,92
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]181306,25 305822,41 113912,04 20782,076 187912,4 315085,45 103868,47
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]5050,6447 11932,093 4021,4808 976,54269 5161,9051 12436,051 3585,8903
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]10281,669 22831,688 7389,229 1685,6517 10538,985 23766,561 6540,1139
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]206607,44 445348,88 121146,37 22938,286 212049,43 463941,63 103187,82
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]19130,251 29969,615 11579,75 3823,6273 19876,379 30777,486 10553,591
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17825,365 29065,428 11240,433 3030,8269 18496,401 29894,78 10274,228



4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]143322,17 313643,19 111752,39 25221,599 147013,94 326021,62 100818,88
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]48798,28 83598,586 26060,965 6321,984 50545,699 86343,99 22881,8
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]28937,502 67741,461 22231,776 4448,0805 29587,833 70604,95 19758,674
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]42474,388 95235,047 35559,846 10193,587 43520,942 99007,931 32258,941
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]25250,18 45418,703 14748,901 4816,5985 26108,741 46971,76 13007,364
1 [P62258_ISOFORM_SV]57425,58 105426,05 47388,164 11538,793 59341,301 108680,22 44377,58
1 [P62258_ISOFORM_SV]75425,383 145774,41 51442,237 10510,898 77777,758 150982,5 46385,534
1 [P62258_ISOFORM_SV]124285,13 246223,31 79156,266 14247,48 128028,47 255468,27 70145,21
1 [P62258_ISOFORM_SV]54073,526 107153,12 30473,908 5775,7214 55699,029 111305,98 26253,777
1 [P62258_ISOFORM_SV]21952,873 51723,297 20262,098 3196,7507 22441,28 53812,138 18644,366
1 [P62258_ISOFORM_SV]185772,56 374968,38 160355,53 34239,547 191245,99 387982,43 149261,94
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]270648,98 438252,41 204835,35 63037,342 280925,22 449496,03 192341,01
1 [P62258_ISOFORM_SV]146924,01 267342,53 117625,53 29828,821 151874,44 275594,18 109765,72

4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]29623,641 107651,21 22440,925 5349,4235 29466,369 113660,73 17534,001
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]137316,58 273428,63 90231,125 33820,793 141424,3 283668,09 79632,887
1 [Q7Z406_CHAIN_0]396383,79 1529006 187983,96 58124,9 392304,62 1620146,8 108597,01
1 [Q7Z406_CHAIN_0]67234,84 249286,28 40644,452 8354,6394 66764,783 263655,37 28550,63
1 [Q7Z406_CHAIN_0]42267,166 132852,5 27732,85 8213,6648 42485,632 139904,55 21618,787
1 [Q7Z406_CHAIN_0]75065,938 266730,06 47019,718 11054,104 74791,185 281791,61 34274,445
1 [Q7Z406_CHAIN_0]62586,067 126357,91 49174,387 15469,51 64426,204 130902,91 44878,635
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]208584,84 197051,83 60282,73 49456,609 219464,15 197611,54 51338,963
3 [P35579, Q7Z406_CHAIN_0, P35749]107194,22 147863 49260,952 43769,057 111795,99 151293,85 42514,311
3 [P35579, Q7Z406_CHAIN_0, P35749]745239,18 997033,5 386753,1 239471,32 777925,31 1016958 348046,73
3 [P35579, Q7Z406_CHAIN_0, P35749]9433,1273 33864,453 6362,7484 747,60718 9391,4648 35770,006 4804,086
3 [P35579, Q7Z406_CHAIN_0, P35749]7433,375 28744,109 5036,7686 725,12901 7356,3357 30409,862 3680,0403
3 [P35579, Q7Z406_CHAIN_0, P35749]40926,696 134970,06 27892,803 4947,6283 41002,92 142271,15 21802,465
3 [P35579, Q7Z406_CHAIN_0, P35749]12036,969 37694,543 8080,9164 1876,692 12102,303 39685,633 6382,7185
3 [P35579, Q7Z406_CHAIN_0, P35749]21245,044 59111,055 12949,905 4670,0311 21518,879 62073,952 10237,856

1 [P21964_ISOFORM_Soluble]68528,888 219563,72 66826,868 13264,677 68807,687 230622,43 58408,027
1 [P21964_ISOFORM_Soluble]13082,327 18217,579 4530,1928 3792,6561 13639,301 18697,751 3645,0521
1 [P21964_ISOFORM_Soluble]40717,972 96188,125 26796,96 4412,2243 41611,499 100431,93 22986,438
1 [P21964_ISOFORM_Soluble]46271,293 80210,141 22635,119 3846,0635 47906,687 82955,544 19490,794
1 [P21964_ISOFORM_Soluble]66068,256 98850,43 28347,569 4612,7965 68737,559 101643,43 24526,795
1 [P21964_ISOFORM_Soluble]22925,566 74465,742 19010,615 2731,6253 22994,921 78354,523 15939,691
1 [P21964_ISOFORM_Soluble]12309,961 26068,416 6781,7883 3380,0763 12643,924 27153,446 5618,3369

1 [Q14974] 17303,568 32825,195 9667,0833 2648,2428 17855,118 34039,791 8363,8813
1 [Q14974] 13913,689 24306,182 7757,8441 2227,2307 14402,037 25116,098 6830,7451
1 [Q14974] 10232,784 16890,131 2924,9303 143,74494 10611,329 17496,633 2145,3757
1 [Q14974] 27211,591 42880,992 14101,465 3048,4805 28266 44126,546 12540,719
1 [Q14974] 25789,688 31454,201 7196,4842 2195,91 26982,358 32098,747 5810,5694
1 [Q14974] 40661,113 69364,219 20749,676 4296,9251 42122,849 71659,348 18083,289
1 [Q14974] 197842,98 323053,81 90715,303 46794,421 205258,94 333401,64 76681,393

1 [Q14103_ISOFORM_4]291090,32 440270,94 251076,09 71500,988 302830,19 448877,97 241811,35
1 [Q14103_ISOFORM_4]244320,5 439787,13 169344,69 44872,695 252638,31 453976,15 154673,43
1 [Q14103_ISOFORM_4]1085129,5 962377,27 546058,66 266716,92 1143225,2 952731,13 521455,78
1 [Q14103_ISOFORM_4]834410,68 1357406,6 356265,33 94943,475 865780,53 1401473 299701,34
1 [Q14103_ISOFORM_4]11570,968 19172,49 6270,5618 1236,9086 11999,342 19768,39 5574,5995
2 [Q14103_ISOFORM_4, O14979_ISOFORM_3]25873,352 39311,543 14961,535 4828,7128 26908,275 40328,928 13606,496



1 [Q14103_ISOFORM_4]417479,66 906015,06 402467,74 112195,46 428445,77 938978,5 375545,03
1 [Q14103_ISOFORM_4]1934576,5 3909112 1398650,4 374572,8 1991307,6 4053776,9 1260455,1
1 [Q14103_ISOFORM_4]889999,04 1851369,1 588272,46 159233,32 914924,31 1923951,2 517656,81
1 [Q14103_ISOFORM_4]100399,05 199729,78 78201,602 31109,371 103414,3 206806,35 71164,14

1 [Q16629_ISOFORM_3]24754,759 36231,367 9348,6821 3674,8007 25771,398 37254,953 7780,3883
2 [Q16629_ISOFORM_3, P84103]90890,683 124275,56 40253,194 13591,062 94815,274 127140,66 35492,663
2 [Q16629_ISOFORM_3, P84103]172771,56 233493,28 82496,915 16593,579 180294,43 238524,28 74488,875
1 [Q16629_ISOFORM_3]53921,896 61620,578 22508,698 11728,395 56509,384 62395,942 20148,855
1 [Q16629_ISOFORM_3]156660,41 153540,98 58628,494 28130,072 164721,04 153970,52 53029,825
1 [Q16629_ISOFORM_3]62160,169 88754,609 23623,12 8521,5498 64760,859 91141,819 19861,773
1 [Q16629_ISOFORM_3]214091,16 231448,88 92776,373 44982,757 224650,45 233358,68 84545,476
1 [Q16629_ISOFORM_3]301915,39 315972,09 113602,07 57331,595 317019,1 318387,94 101513,55

1 [P0CG47_CHAIN_0]43218,822 66436 29941,732 15381,199 44934,174 68038,252 27711,003
1 [P0CG47_CHAIN_0]132127,88 191484,02 89104,682 46230,464 137620,14 195530,2 82827,733
1 [P0CG47_CHAIN_0]226080,26 315965,09 176739,07 123820,12 235744,23 321176,04 166712,1
1 [P0CG47_CHAIN_0]1818410 2515503 989398,1 661536,66 1896417,8 2569278,6 890268,42
1 [P0CG47_CHAIN_0]119763,05 163595,84 50826,465 29450,335 124936,23 167432,73 43888,859
1 [P0CG47_CHAIN_0]80521,477 82194,414 67252,313 41547,904 84617,973 81480,364 65968,577
1 [P0CG47_CHAIN_0]923779,67 1291714,4 622513,2 355768,08 963189,54 1316257 580031,28
1 [P0CG47_CHAIN_0]105910,9 158875,73 78979,063 44253,411 110202,51 162307,14 73914,143
1 [P0CG47_CHAIN_0]98479,966 140418,36 69603,632 36871,385 102625,06 143146,89 65214,68
1 [P0CG47_CHAIN_0]62234,248 87912,055 43723,43 24155,298 64871,282 89578,954 40941,931
1 [P0CG47_CHAIN_0]105054,51 69847,348 205445,62 154584,83 111277,74 62127,951 211089,07
1 [P0CG47_CHAIN_0]69140,463 48525,592 134722,45 96005,973 73181,011 43664,508 138490,3
1 [P0CG47_CHAIN_0]59792,264 46197,959 96855,965 66633,106 63182,971 42966,555 98998,195

1 [Q02809_CHAIN_0]169881,85 506004,63 126573,89 25585,773 171370,34 531617,8 105215,63
1 [Q02809_CHAIN_0]7895,781 21183,57 4463,7733 820,04243 8014,1992 22232,969 3514,9474
1 [Q02809_CHAIN_0]25628,072 63794,094 16090,562 3092,0827 26120,085 66750,884 13420,123
1 [Q02809_CHAIN_0]40086,034 117450,91 20740,63 6093,7746 40473,228 123634,51 15088,314
1 [Q02809_CHAIN_0]837,18257 2299,5813 438,12305 76,414466 848,56634 2416,2709 331,93497
1 [Q02809_CHAIN_0]9275,0627 26340,358 5890,1174 1028,3118 9383,2997 27668,762 4736,2726
1 [Q02809_CHAIN_0]29063,47 33104,629 10884,683 4318,3413 30459,638 33553,86 9606,214

1 [Q9Y224] 5381,5859 12897,17 3754,5085 1118,9055 5495,8582 13466,035 3233,6113
1 [Q9Y224] 19517,501 37616,711 12021,563 4194,3116 20127,626 38998,13 10552,922
1 [Q9Y224] 162996,88 277379,41 77313,986 19181,105 168867,28 286715,97 66114,26
1 [Q9Y224] 16833,884 29179,051 10926,981 3422,5946 17430,625 30090,865 9910,6164
1 [Q9Y224] 13406,059 21726,275 9405,6233 2996,6415 13914,201 22308,646 8732,0018
1 [Q9Y224] 38101,82 60602,598 28926,573 9645,5701 39572,067 62095,076 27207,694
1 [Q9Y224] 99831,779 192934,42 65936,545 16972,749 102944,16 199897,35 58940,589
1 [Q9Y224] 76319,542 132224,88 30285,859 11656,961 79013,954 136976,87 24312,757

1 [P21980] 10458,8 71238,266 8751,3563 1677,3098 9689,9524 75994,501 5085,2474
1 [P21980] 4056,4153 22111,676 3377,5689 841,84862 3876,7403 23515,032 2279,6654
1 [P21980] 44086,335 221088 35360,163 8303,2994 42545,758 234843,65 24519,159
1 [P21980] 22475,268 119130,59 22993,672 4662,2677 21555,177 126496,47 17456,468
1 [P21980] 35524,796 117491,59 25401,241 5236,7744 35584,501 123817,56 20148,713
1 [P21980] 3179,2593 9911,6426 2081,0919 473,31665 3197,4354 10435,703 1631,9564
1 [P21980] 37768,787 70750,258 24371,218 8220,6404 38994,05 73223,985 21736,578



1 [P21980] 7607,3982 50378,207 10686,049 2115,7034 7081,8396 53582,709 8412,3366

1 [Q9NVI7_ISOFORM_2]39060,201 44476,261 10688,272 1587,9868 40934,4 45205,604 8838,5357
1 [Q9NVI7_ISOFORM_2]17988,941 21822,545 6911,4364 1823,9083 18824,6 22201,467 6090,1012
1 [Q9NVI7_ISOFORM_2]89408,208 98082,891 28261,826 5294,1293 93780,628 99331,514 24484,069
1 [Q9NVI7_ISOFORM_2]87792,142 94537,789 27241,288 4646,9409 92123,274 95638,31 23622,084
1 [Q9NVI7_ISOFORM_2]122920,22 153019,89 43535,913 9795,2507 128544,12 156040,83 37508,344
1 [Q9NVI7_ISOFORM_2]160231,91 169294,48 48672,69 17460,125 168205,86 171078,71 41792,9
1 [Q9NVI7_ISOFORM_2]97809,078 48815,384 20468,707 8627,1727 103841,89 45836,78 18915,766

1 [P67809_CHAIN_0]101618,38 148309,17 95906,334 42198,633 105837,7 150618,48 92912,782
1 [P67809_CHAIN_0]35479,497 51107,211 31133,683 14788,395 36965,613 51935,735 29939,34
1 [P67809_CHAIN_0]52499,725 63776,625 38142,328 13037,133 54948,195 64308,758 36840,553
1 [P67809_CHAIN_0]451246,02 553207,19 336939,58 121738,35 472188,82 557891,33 325754,33
1 [P67809_CHAIN_0]1093907,9 1335556,3 825346,67 295799,24 1144801,5 1346192,4 799217,14
1 [P67809_CHAIN_0]77363,141 72147,46 45307,001 14546,527 81433,188 71535,286 44040,499
1 [P67809_CHAIN_0]79276,041 98023,563 63055,112 30414,726 82939,844 98790,155 60958,157
1 [P67809_CHAIN_0]173367,6 210427,22 136346,09 81985,054 181463,47 211841,73 131207,65
1 [P67809_CHAIN_0]7211,2683 10388,688 5234,0873 2192,6482 7512,5995 10592,452 4939,0982
1 [P67809_CHAIN_0]142103,32 208443,28 121446,67 66177,051 147972,93 212168,7 115877,67
1 [P67809_CHAIN_0]5037,5214 8125,1572 4281,4759 2339,4727 5229,7736 8316,9285 4037,9539
1 [P67809_CHAIN_0]24570,154 36302,992 20451,562 9806,3298 25579,046 36985,522 19499,731

1 [P69849_CHAIN_0]56983,931 94224,203 24340,947 6560,5612 59093,531 97355,293 20383,5
1 [P69849_CHAIN_0]155792,16 204246,42 61521,766 15623,952 162702,74 208695,65 53626,803
1 [P69849_CHAIN_0]5223,4818 8494,1367 1754,0856 235,03482 5419,6262 8785,0838 1377,7135
1 [P69849_CHAIN_0]101042,99 141362,81 43039,026 7710,2028 105336,02 144858,53 37735,657
1 [P69849_CHAIN_0]35075,011 48928,699 14030,545 2345,5037 36567,722 50160,161 12139,935

1 [P62081] 93866,439 211159,58 64646,216 9831,8928 96155,426 220002,16 56745,206
1 [P62081] 39114,558 83793,875 27797,224 4395,7121 40159,104 87114,696 24814,182
1 [P62081] 186645,64 425604,34 127622,86 27032,093 191073,37 443677,54 111169,77
1 [P62081] 134304,25 255071,34 60067,677 13109,234 138569,27 265005,56 49062,538
1 [P62081] 28726,297 63823,406 15962,917 2728,4398 29441,496 66589,368 13300,568
1 [P62081] 128960,37 201842,11 68495,75 49979,516 133987,92 207588,3 59782,835
1 [P62081] 66854,127 139981,8 44600,498 11309,614 68707,11 145493,55 39301,798
1 [P62081] 131576,49 224668,41 41157,294 11459,498 136285,3 232953,93 30549,179
1 [P62081] 43223,683 79540,117 18418,064 5246,1295 44650,507 82562,859 14913,242

1 [P07910_ISOFORM_4]25058,601 38637,66 7722,3364 1938,9226 26044,467 39886,957 5954,1665
1 [P07910_ISOFORM_4]1442010,3 1999358 592054,12 105366,22 1503650,9 2048516,8 515893,98
1 [P07910_ISOFORM_4]1194382,7 1496909,6 360504,42 72110,287 1248772,4 1529090,2 297336,7
1 [P07910_ISOFORM_4]822881,44 511424,49 389435,31 167141,15 871612,08 487412,21 383527,36
1 [P07910_ISOFORM_4]265267,19 183550,3 85791,682 30533,614 280549,27 178589,38 80594,453
1 [P07910_ISOFORM_4]253979,33 158905,12 100990,65 36059,576 268984,87 152197,56 98241,224
1 [P07910_ISOFORM_4]68152,979 102726,38 29966,898 5223,212 70890,717 105644,72 26017,574
1 [P07910_ISOFORM_4]12777,222 19023 5944,9476 1088,7317 13295,769 19540,659 5240,1413
1 [P07910_ISOFORM_4]144319,95 179622,13 66050,425 10879,125 150933,39 182681,76 60193,713
1 [P07910_ISOFORM_4]62458,925 75321,719 27038,956 6414,1256 65371,974 76502,924 24453,386

4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]29623,641 107651,21 22440,925 5349,4235 29466,369 113660,73 17534,001
4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]137316,58 273428,63 90231,125 33820,793 141424,3 283668,09 79632,887



4 [P35579, P35580, Q7Z406_CHAIN_0, P35749]208584,84 197051,83 60282,73 49456,609 219464,15 197611,54 51338,963
2 [P35580, P35749]52654,342 133701,67 32801,122 11553,117 53608,461 139996,93 26910,529
3 [P35579, Q7Z406_CHAIN_0, P35749]107194,22 147863 49260,952 43769,057 111795,99 151293,85 42514,311
3 [P35579, Q7Z406_CHAIN_0, P35749]745239,18 997033,5 386753,1 239471,32 777925,31 1016958 348046,73
3 [P35579, Q7Z406_CHAIN_0, P35749]9433,1273 33864,453 6362,7484 747,60718 9391,4648 35770,006 4804,086
3 [P35579, Q7Z406_CHAIN_0, P35749]7433,375 28744,109 5036,7686 725,12901 7356,3357 30409,862 3680,0403
3 [P35579, Q7Z406_CHAIN_0, P35749]40926,696 134970,06 27892,803 4947,6283 41002,92 142271,15 21802,465
3 [P35579, Q7Z406_CHAIN_0, P35749]12036,969 37694,543 8080,9164 1876,692 12102,303 39685,633 6382,7185
3 [P35579, Q7Z406_CHAIN_0, P35749]21245,044 59111,055 12949,905 4670,0311 21518,879 62073,952 10237,856

1 [P22695_CHAIN_0]8641,9844 9968,3297 2728,5948 483,36835 9054,13 10128,187 2334,9268
1 [P22695_CHAIN_0]17193,981 20696,113 7005,7132 2362,237 17996,447 21032,489 6235,6547
1 [P22695_CHAIN_0]285618,47 254228,45 82017,9 17930,583 300850,61 253752,03 72819,314
1 [P22695_CHAIN_0]103962,44 126501,98 52580,733 18158,558 108791,77 128314,66 48490,186
1 [P22695_CHAIN_0]24957 24594,814 10158,485 3097,6575 26238,749 24647,204 9383,397
1 [P22695_CHAIN_0]84243,311 93496,523 36476,091 12141,285 88346,272 94441,871 33328,126

1 [P08134_CHAIN_0]90111,691 153582,48 43320,698 15400,162 93352,403 158745,27 36954,052
1 [P08134_CHAIN_0]9745,3576 19910,543 4734,1699 1497,1791 10024,955 20731,625 3857,2632
1 [P08134_CHAIN_0]10886,156 24046,895 5753,4666 1839,3269 11159,996 25093,662 4694,6541
1 [P08134_CHAIN_0]83214,314 188038,38 55284,716 13134,339 85224,14 196011,49 47877,369
1 [P08134_CHAIN_0]153454,08 346549,72 110761,82 37625,631 157170,47 360953,37 97239,335
1 [P08134_CHAIN_0]30693,507 68191,234 16526,217 3765,6679 31457,4 71163,741 13602,786
1 [P08134_CHAIN_0]19535,635 47678,766 11531,943 2675,868 19930,614 49880,422 9481,5045

1 [Q16643_CHAIN_0]111145,49 97384,358 36314,516 15726,833 117108,93 96934,485 32801,851
1 [Q16643_CHAIN_0]228324,87 427255,22 127488,25 37858,14 235728,99 442814,02 110516,35
1 [Q16643_CHAIN_0]288670,03 210481,35 120003,78 45985,639 305086,82 205081,9 115273,59
1 [Q16643_CHAIN_0]85304,412 143766,14 59896,736 24242,028 88419,237 147913,44 55057,4
1 [Q16643_CHAIN_0]65109,71 68222,688 21409,494 7311,2558 68363,185 68849,253 18769,132
1 [Q16643_CHAIN_0]27728,879 40554,574 15730,82 7713,1306 28871,675 41529,077 14240,199

1 [P08107_CHAIN_0]284369,53 529296,31 217531,96 32212,059 293689,86 546539,81 201895,31
2 [P08107_CHAIN_0, P17066]118620,86 193842,93 110910,95 12827,423 123100,55 198223,87 107652,21
2 [P08107_CHAIN_0, P34931]162411,59 218295,98 176297,73 17523,794 169572,71 219729,27 176634,71
2 [P08107_CHAIN_0, P34931]174028,34 215875,23 160090,31 19659,598 182070,5 216900,91 159205,25
2 [P08107_CHAIN_0, P34931]80137,071 129457,68 94351,575 9497,4909 83208,113 131668,04 93753,784
2 [P08107_CHAIN_0, P34931]90328,131 117769,98 69489,087 9342,6908 94370,683 119201,35 67635,957
1 [P08107_CHAIN_0]11847,165 17337,559 6937,1355 1538,6338 12335,344 17747,379 6392,6346
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]292485,47 385919,53 160695,99 39658,933 305435,58 393007,4 148883,96
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]130441,7 604609 106496,38 64842,367 126948,73 641289,24 75827,47

1 [P39019_CHAIN_0]509798,36 1088914,4 308934,16 67446,037 523446,94 1133670,8 265555,19
1 [P39019_CHAIN_0]6110,7714 10534,386 3674,3147 1410,8974 6328,4421 10870,263 3278,2875
1 [P39019_CHAIN_0]78662,981 158188,09 47925,059 18900,344 80980,357 164300,09 41480,144
1 [P39019_CHAIN_0]138151,94 310174,91 72023,762 10588,679 141519,04 323889,25 58755,218
1 [P39019_CHAIN_0]100884,45 168006,31 36302,679 7699,5919 104589,34 173864,28 28851,658
1 [P39019_CHAIN_0]57579,461 83967,109 24719,569 9699,7396 59952,666 86227,223 21277,819
1 [P39019_CHAIN_0]45535,518 87131,438 29167,844 9648,1824 46973,247 90267,508 25874,853
1 [P39019_CHAIN_0]95123,578 172250,8 56011,106 18104,941 98333,627 178178,9 49418,448
1 [P39019_CHAIN_0]74036,52 124874,72 43465,213 15318,73 76732,319 128757,01 38826,405
1 [P39019_CHAIN_0]79512,629 146687,28 49565,85 16297,21 82139,529 151770,36 44060,502



1 [Q96D15_CHAIN_0]71906,102 150313,11 77951,046 39932,735 73923,616 155255,89 73460,259
1 [Q96D15_CHAIN_0]61187,624 148470 49329,184 19697,898 62451,784 154870,84 43524,737
1 [Q96D15_CHAIN_0]529476,07 905340,75 542206,49 332514,77 548639,34 926638,87 517124,61
1 [Q96D15_CHAIN_0]170632,74 275774,16 146066,2 95047,392 177133,44 282284,05 137185,45
1 [Q96D15_CHAIN_0]458868,83 805391 420071,63 256837,25 474998,24 827121,52 394455,64
1 [Q96D15_CHAIN_0]85771,957 154525,52 61772,853 31994,132 88690,62 159445,61 56099,039
1 [Q96D15_CHAIN_0]21922,566 29705,092 12927,154 8423,7163 22877,014 30271,341 11829,976
1 [Q96D15_CHAIN_0]36283,545 49229,02 23262,961 15066,826 37863,038 50111,107 21543,555
1 [Q96D15_CHAIN_0]256407,58 589685,63 348332,5 217244,93 262493,49 609346,14 331457,38
1 [Q96D15_CHAIN_0]474705,34 1071905,4 599173,79 362649,71 486369,09 1108190,1 567189,47

1 [Q6DD88] 13248,273 32392,111 7956,9142 1426,5009 13514,969 33885,35 6590,4863
1 [Q6DD88] 18101,315 59897,789 13622,038 2210,4058 18131,51 63101,507 11017,695
1 [Q6DD88] 18174,399 65522,477 13709,586 2926,8956 18089,102 69169,33 10741,407
1 [Q6DD88] 66141,67 153505,17 44968,5 8671,1451 67652,914 160132,84 38994,439
1 [Q6DD88] 16121,263 38654,141 7989,8282 1518,0377 16461,082 40464,95 6247,5725
1 [Q6DD88] 413440,29 1153203,9 308047,73 64286,746 418743,86 1209271,4 260712,35
1 [Q6DD88] 121975,39 313524,72 67493,062 12609,49 124098,57 328684,43 53550,755
1 [Q6DD88] 55654,432 139516,13 35548,382 8529,258 56702,237 145996,36 29660,044
1 [Q6DD88] 47054,385 132131,53 33981,526 5991,1779 47638,33 138618,07 28511,997

1 [P48444] 87961,728 133345,84 43056,831 8764,5259 91481,641 137031,9 38175,639
1 [P48444] 25019,248 48342,785 14384,23 2398,4772 25798,083 50156,023 12540,813
1 [P48444] 19507,733 36181,875 8335,6341 2795,2467 20145,605 37568,17 6720,0889
1 [P48444] 117134,65 180200,84 66427,648 9664,6476 121771,33 185024,96 60580,164
1 [P48444] 32589,887 58777,07 16101,524 2842,6545 33692,784 60888,455 13755,798

1 [Q14204] 11035,926 19427,627 5634,9371 1040,4367 11419,745 20098,581 4880,5786
1 [Q14204] 4095,7321 8713,3516 2210,3361 342,82231 4205,963 9078,8833 1850,8644
1 [Q14204] 55738,692 109352,91 32657,115 5590,0151 57438,683 113505,15 28488,477
1 [Q14204] 2495,1118 4777,3291 1086,1449 97,884631 2573,4998 4965,9131 883,26331
1 [Q14204] 6818,4933 14618,6 4157,0632 1034,1751 6999,8864 15220,791 3569,8852
1 [Q14204] 59884,109 91829,344 29113,13 6005,1067 62257,818 94429,209 25709,096

1 [P28331_CHAIN_0]9929,6429 20662,209 4676,0827 755,24207 10206,377 21533,481 3781,3631
1 [P28331_CHAIN_0]10582,795 13272,132 4209,0986 1979,589 11065,173 13525,368 3671,9877
1 [P28331_CHAIN_0]64772,781 62395,896 28015,896 13722,605 68131,307 62364,512 25977,666
1 [P28331_CHAIN_0]47206,014 88206,789 26262,455 7997,3133 48739,497 91416,451 22746,292
1 [P28331_CHAIN_0]28419,093 62766,781 15546,384 3417,1679 29134,518 65481,327 12884,553
1 [P28331_CHAIN_0]11198,449 20137,043 6549,0468 1630,0639 11579,359 20824,965 5799,5057

1 [P62937_CHAIN_0]50135,854 103221,12 28385,359 7105,8318 51559,909 107377,73 24173,444
1 [P62937_CHAIN_0]97274,77 119398,39 43290,147 9743,3032 101767,46 121367,2 39241,594
1 [P62937_CHAIN_0]70201,697 154758,61 39105,451 9475,3751 71975,635 161418,41 32559,04
1 [P62937_CHAIN_0]487520,49 963240,25 227034,51 62958,092 502206,02 1002003,5 184883,06
1 [P62937_CHAIN_0]118411,22 204936,36 48356,153 12249,857 122597,13 212246,53 39462,393
1 [P62937_CHAIN_0]15007,461 28167,775 7431,6698 1909,4763 15491,691 29227,833 6260,3626
1 [P62937_CHAIN_0]15283,667 28781,291 7111,2606 1574,7811 15774,473 29883,213 5892,1355
1 [P62937_CHAIN_0]118047,82 164602,51 48425,731 12165,467 123073,95 168703,29 41978,88
1 [P62937_CHAIN_0]469075,28 791451,75 219883,16 40384,825 486113,6 817857,9 188493,81
1 [P62937_CHAIN_0]33732,605 54514,293 15472,432 3002,1795 35009,246 56231,959 13328,951



1 [P62937_CHAIN_0]154522,6 263041,31 77912,377 14588,498 160089,01 271748,65 67813,285
1 [P62937_CHAIN_0]29172,403 44564,398 11382,417 2204,0893 30330,601 45907,895 9542,2275
1 [P62937_CHAIN_0]230176,54 389057,25 114290,98 23943,662 238526,58 401863,71 99178,39

2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]244320,5 439787,13 169344,69 44872,695 252638,31 453976,15 154673,43
2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]1085129,5 962377,27 546058,66 266716,92 1143225,2 952731,13 521455,78
2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]834410,68 1357406,6 356265,33 94943,475 865780,53 1401473 299701,34
1 [Q99729_ISOFORM_3]67369,839 80274,266 51932,943 14964,926 70547,404 80734,457 50671,506
1 [Q99729_ISOFORM_3]36474,445 44371,262 26638,559 7854,5928 38174,292 44741,175 25793,36
1 [Q99729_ISOFORM_3]33455,008 50400,148 24899,111 6767,3456 34806,027 51501,267 23593,373
1 [Q99729_ISOFORM_3]20497,138 25830,518 12650,335 3423,0233 21431,65 26185,092 11978,975
1 [Q99729_ISOFORM_3]107814,6 142401,88 79583,494 29962,987 112598,12 144370,04 76181,666
1 [Q99729_ISOFORM_3]228430,17 228942,58 156276,19 58974,323 240120,41 227683,68 152677,91
1 [Q99729_ISOFORM_3]328132,71 462973,56 150098,86 92623,696 341996,62 474318,16 130549,45
1 [Q99729_ISOFORM_3]201468,36 254338,88 95293,799 58107,143 210625,31 258806,71 85296,136
1 [Q99729_ISOFORM_3]188094,05 251125,69 67153,492 55649,562 196335,39 257099,16 55192,933
1 [Q99729_ISOFORM_3]80341,356 93701,609 51615,857 31189,736 84167,61 94425,188 48835,912

1 [Q13200] 21531,135 43004,843 17112,865 3589,8087 22174,317 44524,447 15753,464
1 [Q13200] 18834,395 35590,273 13184,74 2007,6593 19439,445 36814,711 12024,717
1 [Q13200] 67250,14 103229,84 48966,371 6384,36 69924,062 105630,41 46450,553
1 [Q13200] 44141,626 76577,734 26743,098 6815,7526 45703,782 79035,294 24014,908
1 [Q13200] 13619,683 25588,814 9931,7346 2346,3133 14060,632 26449,736 9094,9264
1 [Q13200] 34434,667 65209,457 21123,223 4357,2398 35535,933 67556,123 18726,426

2 [O60506_ISOFORM_4, O43390_CHAIN_0]335867,68 703514,38 172287,36 29955,616 345137,98 732898,27 142680,33
2 [O60506_ISOFORM_4, O43390_CHAIN_0]237844,49 477782,91 130325,71 27243,137 244853,03 496688,08 110996,87
1 [O43390_CHAIN_0]65589,134 169604,16 42486,036 8012,2591 66713,022 177636,66 35368,424
1 [O43390_CHAIN_0]122785,51 192899,94 74817,039 18632,449 127563,13 198111,39 68492,143
1 [O43390_CHAIN_0]113974,31 169008,75 42016,676
2 [O60506_ISOFORM_4, O43390_CHAIN_0]142780,24 233729,7 80297,654 31711,114 148129,19 240763,45 71405,705
2 [O60506_ISOFORM_4, O43390_CHAIN_0]64709,529 109979,84 34946,124 11690,031 67045,789 113538,33 30671,676
2 [O60506_ISOFORM_4, O43390_CHAIN_0]122211,41 198839,64 65621,357 21538,504 126814,01 204862,02 58077,857

1 [P61026] 72784,953 170373,53 44155,266 7327,4856 74413,407 177955,31 37163,931
1 [P61026] 19851,68 45373,148 11840,566 2193,4191 20319,228 47359,925 9975,3714
1 [P61026] 11957,95 18426,605 5758,6466 1557,7032 12429,98 18954,795 5053,6553
1 [P61026] 268994,75 563108,25 154236,18 24459,569 276436,91 586088,34 131820,16
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]82500,889 141584,25 43163,82 7937,039 85449,268 146274,1 37821,143
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]160537,73 337016,25 110682,77 16852,287 164970,86 350203,5 98636,211
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]127991,53 191676,92 55432,544 10887,652 133159,18 197085,63 47976,939
5 [Q9H0U4, P61026, P61106_CHAIN_0, P61006_CHAIN_0, Q15286]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97

1 [P10606_CHAIN_0]747476,09 757860,31 488622,35 170912,58 785527,62 755170,86 475458,89
1 [P10606_CHAIN_0]522965,83 537213,75 342946,85 126007,66 549438,96 535857,52 333124,31
1 [P10606_CHAIN_0]192438,66 333001,97 138076,32 63613,28 199280,84 342959,13 126485,29
1 [P10606_CHAIN_0]167634,24 279757,88 119729,61 50734,194 173815,88 287621,75 110414,58
1 [P10606_CHAIN_0]628340,26 795809,13 433133,14 194002,96 656931,24 805546,69 412086,59
1 [P10606_CHAIN_0]325744,8 529232,5 221770,59 84285,684 338059,05 543710,81 204288,14
1 [P10606_CHAIN_0]363527,46 416967,53 184510,45 75771,902 380959,74 421255,34 171263,26
1 [P10606_CHAIN_0]204378,17 274521,28 95690,21 27408,787 213312,25 280400,76 85832,217
1 [P10606_CHAIN_0]43557,609 36907,599 24743,763 9908,4332 45928,429 36290,704 24120,019



1 [P10606_CHAIN_0]89809,344 77629,184 43150,437 16967,39 94659,674 76734,123 41293,664

1 [Q96AY3_CHAIN_0]40749,546 74090,25 21239,836 7612,0094 42116,453 76743,079 18183,992
1 [Q96AY3_CHAIN_0]15981,875 48058,777 11380,78 4434,6438 16111,77 50522,382 9214,4568
1 [Q96AY3_CHAIN_0]31101,616 105093,59 25360,279 9084,936 31107,959 110710,38 20681,765
1 [Q96AY3_CHAIN_0]22539,183 71720,203 18356,784 6990,1319 22639,154 75435,81 15215,474
1 [Q96AY3_CHAIN_0]8922,8858 20372,482 8050,3846 4403,9035 9135,2489 21176,062 7283,5122
1 [Q96AY3_CHAIN_0]4351,5923 12661,791 4070,345 2169,5794 4396,6864 13267,366 3542,1014
1 [Q96AY3_CHAIN_0]36433,789 71184,695 14767,359 4404,872 37547,069 74088,661 11503,201

1 [Q07020_CHAIN_0]53199,366 76055,164 17707,162 2917,9695 55421,507 78186,285 14470,762
1 [Q07020_CHAIN_0]54162,009 86821,344 27036,521 6461,7109 56228,443 89451,806 23741,862
1 [Q07020_CHAIN_0]88781,368 153455,27 33737,649 8856,2961 91922,526 159001,75 26894,766
1 [Q07020_CHAIN_0]803901,34 1371005,8 391304,04 98996,377 832796,84 1416968,6 336494,73
1 [Q07020_CHAIN_0]126299,74 208828,69 50159,084 9596,5223 130973,29 215889,39 41299,357
1 [Q07020_CHAIN_0]737004,44 1218420,9 355042,59 96090,441 764319,94 1257596,9 306596,41
1 [Q07020_CHAIN_0]87105,99 210384,75 58057,379 14191,712 88918,803 219810,16 49480,17
1 [Q07020_CHAIN_0]86711,504 128740,88 39866,955 10150,675 90237,927 132241,41 34948,189
1 [Q07020_CHAIN_0]46449,18 134833,13 43358,498 8072,0434 46937,39 141271,07 38382,91

1 [P62873_CHAIN_0]44237,484 132930,6 22028,313 7677,4231 44592,985 140048,25 15480,467
1 [P62873_CHAIN_0]60102,091 143236,5 32908,457 8762,8586 61389,689 149817,17 26580,855
1 [P62873_CHAIN_0]52241,129 183145,83 54721,912 9037,3083 52117,398 192716,23 47698,561
1 [P62873_CHAIN_0]33357,93 70454,469 21018,353 5435,6503 34268,642 73293,375 18248,097
2 [P62873_CHAIN_0, P62879_CHAIN_0]38152,247 139069,52 27282,576 3207,5399 37939,525 146894,94 20966,898
2 [P62873_CHAIN_0, P62879_CHAIN_0]25574,609 88586,367 16959,604 2455,0008 25530,748 93503,821 12887,152
2 [P62873_CHAIN_0, P62879_CHAIN_0]29367,196 87861,477 23925,74 10411,738 29617,438 92255,37 20114,853
2 [P62873_CHAIN_0, P62879_CHAIN_0]23165,799 87219,461 17369,396 2396,8605 22977,49 92167,492 13411,376
2 [P62873_CHAIN_0, P62879_CHAIN_0]18228,887 34944,172 10602,696 4333,7612 18802,383 36239,605 9174,6244

1 [P08195_ISOFORM_2]152048,08 249777 59406,054 10066,468 157708,69 258178,41 48824,398
1 [P08195_ISOFORM_2]199392,45 297834,09 90562,438 25120,156 207462,14 306063,75 78977,886
1 [P08195_ISOFORM_2]45626,03 79943,281 18617,933 3306,9598 47217,938 82838,48 15191,695
1 [P08195_ISOFORM_2]53836,455 83757,266 18300,2 3487,6515 55939,563 86445,578 14621,822
1 [P08195_ISOFORM_2]7214,8676 16354,481 4021,8409 637,53313 7387,5305 17074,76 3336,6069
1 [P08195_ISOFORM_2]2307,4847 5325,6074 1171,0665 181,99526 2360,5902 5567,3121 937,922
1 [P08195_ISOFORM_2]44227,756 90668,688 24813,995 7763,4488 45492,194 94312,013 21039,381
1 [P08195_ISOFORM_2]88134,589 170578,83 49847,123 11492,187 90871,543 177016,3 43139,305

1 [P54886_ISOFORM_Short]6585,686 12135,131 2558,2622 558,51273 6802,5748 12604,965 2013,8892
1 [P54886_ISOFORM_Short]33969,501 55493,242 16838,153 3774,9972 35243,11 57230,131 14711,418
1 [P54886_ISOFORM_Short]20047,959 47568,402 10626,433 2155,9426 20481,751 49757,843 8533,5922
1 [P54886_ISOFORM_Short]223015,36 401055,44 90757,631 20419,626 230574,99 416040,71 73184,76

1 [Q86UP2_ISOFORM_2]171383,47 93800,872 39479,649 16898,704 181779,09 89126,896 36470,263
1 [Q86UP2_ISOFORM_2]161332,39 128902,51 74490,844 28530,031 170270,14 126547,34 71636,017
1 [Q86UP2_ISOFORM_2]96464,945 80299,983 28474,861 10366,715 101729,45 79669,365 25580,245
1 [Q86UP2_ISOFORM_2]187942,54 190227,91 77697,811 52367,77 197487,91 190991,36 70400,885
1 [Q86UP2_ISOFORM_2]126657,31 112904,22 37621,73 16883,258 133409,18 112667,69 33247,077

2 [P17844, Q92841]53902,28 74552,102 21720,558 7105,401 56210,075 76388,92 18715,492
2 [P17844, Q92841]63390,037 88860,469 27517,873 9369,2019 66079,838 91051,808 24025,923



2 [P17844, Q92841]39761,312 51745,656 18980,104 6204,7123 41535,346 52744,799 17154,101
1 [Q92841] 165716,42 283754,97 40853,812 12430,948 171622,93 294609,31 26655,776
1 [Q92841] 23403,618 41323,477 6493,941 2073,5139 24211,397 42933,076 4457,3066
2 [P17844, Q92841]110788,3 156870,38 41807,435 6167,5931 115451,67 161027,25 35548,635
2 [P17844, Q92841]74281,641 38555,14 21426,798 9388,3154 78835,239 36221,688 20504,58
1 [Q92841] 61350,773 102920,49 23226,268 8014,6581 63588,415 106506,5 18597,649
1 [Q92841] 355808,85 451677,94 107940,24 36994,292 371888,52 461710,44 88149,554

1 [Q99829] 38544,959 91415,039 19019,239 3076,5107 39378,976 95666,715 14931,501
1 [Q99829] 70043,986 155880,48 32608,549 4888,1055 71778,259 162849,76 25673,79
1 [Q99829] 2608,6416 5193,6001 1082,7353 245,02404 2686,289 5408,4375 848,23136
1 [Q99829] 34082,263 62468,336 13986,998 3054,151 35212,351 64848,925 11242,466
1 [Q99829] 106779 234766,14 41771,735 7012,3905 109479,29 245418,12 30759,113
1 [Q99829] 140355,91 269225,28 59700,77 10453,032 144753,99 279919,13 47933,821

1 [P30050] 576704,88 659469,06 336449,07 91053,945 604431,26 664686,02 320300,97
1 [P30050] 235993,09 330581,84 130141,61 35885,768 246029,77 337823,67 119321,21
1 [P30050] 932462,51 1172795,9 476080,7 148057,63 974960,9 1191963,1 438079,63
1 [P30050] 371431,09 609593,44 182485,56 50297,301 385295,46 628865,26 158542,23
1 [P30050] 137772,95 193563,27 56188,369 17275,134 143607,4 198477,24 48417,285
1 [P30050] 12002,064 21794,332 5306,2396 1510,4846 12404,648 22604,081 4363,6822
1 [P30050] 89847,332 160722,03 41294,231 11851,859 92914,281 166538,36 34487,036
1 [P30050] 78376,121 136437,03 34800,511 5592,8077 81131,608 141247,8 29197,282
1 [P30050] 201457,37 390187,06 112664,13 37419,149 207706,61 404967,93 96731,887
1 [P30050] 85497,396 167441,97 47809,721 20639,292 88109,8 173864,12 40730,816

1 [P63241] 1324626,7 1586452,8 667088,93 254588,53 1386702 1607615,6 615272,7
1 [P63241] 1530368,7 1720475,3 824592,07 288593,18 1604534,6 1734176,4 776058,47
1 [P63241] 433500,19 550303,13 211464,78 100272,65 453142,16 559946,69 191348,75
1 [P63241] 57961,441 83356,023 28980,248 12050,385 60378,114 85405,29 25814,402
1 [P63241] 95087,107 107444,89 39063,964 16953,314 99675,723 108734,18 35086,914
1 [P63241] 40700,298 58538,045 23551,751 7745,4911 42399,219 59873,557 21614,617
1 [P63241] 55943,45 86936,703 25599,128 8776,2686 58135,206 89510,086 22085,539
1 [P63241] 264403,37 277812,88 135133,78 66343,261 277629,78 278864,71 126627,84
1 [P63241] 59402,781 58862,019 27287,156 12404,117 62448,687 58912,804 25453,744

1 [Q02978_CHAIN_0]78912,923 119882,3 34115,789 6653,3199 82062,375 123355,49 29413,72
1 [Q02978_CHAIN_0]38378,624 46326,547 13066,413 1815,5325 40165,353 47170,433 11283,719
1 [Q02978_CHAIN_0]27688,829 30048,822 9616,8907 2309,7604 29050,492 30381,487 8506,7328
1 [Q02978_CHAIN_0]18293,677 30553,461 7246,091 1128,5022 18964,025 31601,228 5954,0726
1 [Q02978_CHAIN_0]23752,028 34799,395 11231,257 2812,6544 24728,182 35710,925 9935,4443
1 [Q02978_CHAIN_0]23996,075 35345,598 11587,177 2582,1699 24978,363 36273,751 10297,016

1 [Q9Y277] 68345,307 102037,49 30570,804 4271,239 71112,136 104868,64 26752,617
1 [Q9Y277] 119880,64 160448,58 47018,463 8128,4542 125127,56 164144,73 40887,181
1 [Q9Y277] 74271,837 109131,63 32840,009 6644,351 77316,014 112080,61 28679,939
1 [Q9Y277] 54616,931 84082,516 32810,617 4820,8354 56778,803 86277,162 30213,445
1 [Q9Y277] 67000,868 83956,672 30896,386 7368,9442 70059,137 85415,47 28061,679
1 [Q9Y277] 35562,142 51305,012 18577,671 3119,333 37041,938 52548,561 16873,373
1 [Q9Y277] 82455,812 123915,27 47896,154 6499,7999 85783,544 127039,22 44060,937
1 [Q9Y277] 38901,862 48521,133 12640,638 2791,2824 40678,982 49521,481 10649,973



1 [Q12905] 44542,234 128125,48 33719,327 4990,2112 45030,526 134459,38 28510,694
1 [Q12905] 11246,469 26038,445 8447,8639 1500,6726 11505,304 27134,37 7498,6628
1 [Q12905] 226878,79 619494 189902,36 36425,541 230089,09 648517,59 166346,93
1 [Q12905] 56249,913 63644,828 16889,35 4393,219 58958,563 64614,657 14278,611
1 [Q12905] 34575,033 97448,852 23920,73 3416,5698 34995,702 102277,7 19838,903
1 [Q12905] 7202,3632 22766,734 5881,6072 880,16129 7237,576 23941,127 4946,5868

1 [Q14980_ISOFORM_2]213221,77 310979,09 78705,085 78763,036 222000,6 319777,06 63086,082
1 [Q14980_ISOFORM_2]48159,335 71988,648 19593,168 22153,469 50105,74 74057,973 15916,297
1 [Q14980_ISOFORM_2]63349,971 86652,798 24088,641 21391,718 66082,039 88783,631 19938,067
1 [Q14980_ISOFORM_2]79846,175 115874,44 33603,951 27075,332 83148,747 118988,24 28223,858
1 [Q14980_ISOFORM_2]31978,949 46001,785 15591,757 10658,702 33311,765 47147,129 13639,693
1 [Q14980_ISOFORM_2]14549,039 20321,059 4924,538 4616,479 15167,071 20863,719 3910,2226

1 [Q15366] 41683,691 68980,477 39946,33 12703,959 43239,908 70559,385 38473,003
1 [Q15366] 26261,587 46486,969 12616,519 2163,2015 27168,927 48129,735 10756,2
1 [Q15366] 59387,112 81732,109 34832,667 7708,4704 61945,488 83369,93 32421,016
2 [Q15365, Q15366]69293,276 141407,06 40137,354 7761,3417 71289,048 147021,58 34553,008
2 [Q15365, Q15366]147090,82 383260 119836,66 20355,901 149564,69 400710,92 105554,63
1 [Q15366] 15477,086 34233,637 10178,339 2001,4895 15866,721 35660,595 8856,0938
1 [Q15366] 17161,799 33366,961 9988,9043 1924,4194 17691,676 34623,383 8709,6373
2 [Q15365, Q15366]116293,84 227579,41 81825,787 17455,645 119861,89 235754,1 74005,072
1 [Q15366] 73963,522 162836,73 43547,05 6771,5698 75838,657 169759,47 36988,451

1 [P29401] 59410,295 157193,05 38276,376 9295,3799 60351,551 164761,64 31509,257
1 [P29401] 70388,397 203987,83 61564,002 11411,643 71132,782 213850,9 53749,544
1 [P29401] 26041,895 94601,469 19004,962 2523,6881 25903,908 99904,633 14729,711
1 [P29401] 21360,307 77244,578 19713,038 3678,861 21257,303 81432,993 16487,096
1 [P29401] 2307,1026 6611,6816 1734,2794 409,66264 2332,9158 6938,2041 1458,489

1 [P02786_CHAIN_1]58480,062 97769,047 22388,651 5168,3484 60620,381 101151,77 18123,36
1 [P02786_CHAIN_1]69784 107815,39 26605,071 6828,4916 72528,112 111146,79 22013,049
1 [P02786_CHAIN_1]26436,433 44906,121 11760,244 1883,9353 27389,817 46438,843 9939,489
1 [P02786_CHAIN_1]76238,963 112908,87 28314,449 4505,0684 79341,247 116181,36 23660,141
1 [P02786_CHAIN_1]76496,11 111586,93 27053,833 6600,5558 79644,553 114778,49 22288,883
1 [P02786_CHAIN_1]76084,095 106138,7 31311,096 5896,0455 79322,546 108782,01 27244,84

1 [P05387] 3082965,8 2740822,1 1607016,7 656083,68 3247916,1 2712121,3 1545538,5
1 [P05387] 701235,32 703310,56 304923,14 109030,99 736998,86 705136,77 283010,33
1 [P05387] 105274,05 93995,137 60025,475 22395,49 110901,24 92880,521 58312,867
1 [P05387] 3187524,5 2784691,7 1716479,7 652240,84 3359159,1 2749299,3 1661392,6
1 [P05387] 209229,72 216971,63 90219,642 35082,643 219747,08 218112,18 83080,151
1 [P05387] 412704,5 425823,66 185738,68 59972,917 433501,23 427646,88 172804,69
1 [P05387] 1039373,3 904617,36 398181,51 177117,36 1095308,2 898031,86 369076,46
1 [P05387] 184971,25 179199,57 101220,4 36380,139 194554,04 178503,06 97151,542
1 [P05387] 458534,56 359651,47 158898,51 54366,188 484047,45 354126,27 148130,39
1 [P05387] 839031,69 668956,18 351686,85 118385,37 885521,32 657745,14 335370,86
1 [P05387] 774908,94 638234,74 299576,63 113964,17 817391,04 630333,42 281062,23
1 [P05387] 478538,88 361134,42 162380,1 51392,436 505467,8 354341,02 151956,41
1 [P05387] 174730,95 156333,8 58103,067 22890,982 184037,17 155852,53 52545,051
1 [P05387] 1160220,5 936976,89 286885,12 59367,217 1224122,2 928871,72 252196,11
1 [P05387] 4478,2756 8468,2881 4406,852 1364,8275 4622,8273 8718,8672 4193,8359



1 [P05387] 366,82184 679,0224 414,84783 123,25392 379,01117 696,63246 402,08625
1 [P05387] 13298,52 18167,211 5544,5031 1501,5332 13872,863 18596,214 4842,4225

1 [O14979_ISOFORM_3]225365,34 259161,08 84499,401 45036,558 236138,75 262840,87 73946,686
2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]244320,5 439787,13 169344,69 44872,695 252638,31 453976,15 154673,43
2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]1085129,5 962377,27 546058,66 266716,92 1143225,2 952731,13 521455,78
2 [Q99729_ISOFORM_3, O14979_ISOFORM_3]834410,68 1357406,6 356265,33 94943,475 865780,53 1401473 299701,34
1 [O14979_ISOFORM_3]238190,39 287248,13 104399,79 40615,937 249300,12 291714,93 93945,024
2 [Q14103_ISOFORM_4, O14979_ISOFORM_3]25873,352 39311,543 14961,535 4828,7128 26908,275 40328,928 13606,496
1 [O14979_ISOFORM_3]108725,33 120816,63 58312,216 50495,846 114024,55 121691,99 53634,47
1 [O14979_ISOFORM_3]102141,99 120332,07 63475,826 37828,245 106979,25 121417,62 59776,279

1 [P62158] 581926,99 762949,56 355789,58 250852,97 607819,63 775529,34 328043,72
1 [P62158] 84537,257 95918,242 64725,332 37706,909 88627,538 96128,735 62581,747
1 [P62158] 779791,17 932942,38 673217,02 408871,49 816534,94 936286,06 653974,22
1 [P62158] 141585,49 154124,56 106274,38 63668,9 148574,74 154023,89 102886,41
1 [P62158] 292205,32 397358 127366,76 59686,428 304867,9 406464,4 111340,94
1 [P62158] 2353448,6 2719051,5 1544395 827876,39 2466106,1 2737115,4 1470802,7
1 [P62158] 31806,13 39870,723 20903,933 12092,464 33261,579 40364,173 19684,088
1 [P62158] 1000585,1 1073142 671649,63 398711,41 1050272,2 1073706,8 644555,47
1 [P62158] 977117,08 1051042,5 622342,2 385068,04 1025551,2 1052926,6 593206,91

2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]1629602,1 3339886,5 589156,7 163928,7 1676000,7 3484570 429467,02
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]34920,45 64317,113 13386,605 5383,9828 36070,998 66812,372 10383,123
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]1654,7719 3375,5308 615,00566 181,02194 1702,2404 3520,6325 454,52101
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]408,49606 788,72906 186,08033 34,604095 421,19327 819,86804 152,32373
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]91374,65 149879,33 29298,232 13976,441 94777,147 155119,33 22100,275
1 [Q96QV6_CHAIN_0]1704,1396 2238,2278 370,50839 111,24092 1779,4492 2297,012 262,3545
1 [Q96QV6_CHAIN_0]3144,4541 4470,9668 850,14233 246,93439 3276,1958 4601,3591 641,44373
2 [P04908_CHAIN_0, Q96QV6_CHAIN_0]737,69287 1218,3326 220,94526 83,565419 764,97362 1261,8015 162,35074

1 [Q6NZI2] 38752,681 84637,18 23418,191 10138,03 39750,113 88191,754 19786,75
1 [Q6NZI2] 103213,89 186972,08 29929,969 14044,326 106675,57 194408,62 20553,824
1 [Q6NZI2] 413301,58 767178,75 231128,2 97472,023 426837,76 794839,37 199562,39
1 [Q6NZI2] 242055,78 520393,31 157359,85 64225,109 248470,59 541574,75 136022,14
1 [Q6NZI2] 233417,99 395283,69 104265,86 49932,52 241861,94 408713,03 86860,99
1 [Q6NZI2] 80745,85 150386,25 44909,419 17390,004 83379,404 155838,23 38763,696
1 [Q6NZI2] 83862,998 119222,25 41819,714 16887,875 87389,274 122079,96 37337,52

1 [Q15942_CHAIN_0]170555,44 210196,91 95232,323 43657,231 178426,69 213096,29 88477,916
1 [Q15942_CHAIN_0]52311,472 93707,258 30701,137 14003,662 54098,585 96889,858 26954,6
1 [Q15942_CHAIN_0]84336,073 125624,45 35220,676 14104,529 87754,766 129178,07 29945,87
1 [Q15942_CHAIN_0]53763,898 50057,567 23549,003 11660,618 56589,029 49883,196 21973,829
1 [Q15942_CHAIN_0]238165,62 277423,19 122174,88 58661,637 249495,99 280532,48 112953,34

1 [Q07954_CHAIN_0]4452,4105 9441,7266 2201,9364 577,46603 4572,7642 9843,2092 1788,1453
1 [Q07954_CHAIN_0]48427,622 57394,023 20438,508 4782,8682 50707,548 58246,255 18460,887
1 [Q07954_CHAIN_0]47853,26 133082,33 31244,842 7888,4641 48472,74 139683,27 25418,869
1 [Q07954_CHAIN_0]20722,799 57349,961 13982,775 3519,09 20997,395 60171,335 11508,467
1 [Q07954_CHAIN_0]23767,327 72632,328 18992,216 4784,6018 23936,876 76321,728 15943,298
1 [Q07954_CHAIN_0]18748,952 38887,676 12061,243 1978,7224 19276,27 40418,045 10613,411
1 [Q07954_CHAIN_0]21834,396 50349,105 13922,662 6048,2763 22339,661 52541,525 11759,252



1 [Q07955_ISOFORM_ASF-3]374336,19 320127,06 151745,49 80330,053 394608,7 317034 141557,89
1 [Q07955_ISOFORM_ASF-3]273998,78 269623,67 108209,31 55743,168 288077,23 270279,19 98521,744
1 [Q07955_ISOFORM_ASF-3]36184,102 46947,199 15696,485 6442,5549 37800,585 47896,251 13883,38
1 [Q07955_ISOFORM_ASF-3]77732,516 76462,353 27258,375 11853,342 81724,943 76756,652 24408,251
1 [Q07955_ISOFORM_ASF-3]119887,13 104752,04 46345,602 21564,845 126330,47 104011,86 42948,083
1 [Q07955_ISOFORM_ASF-3]56524,196 65358,063 25917,06 10658,575 59221,658 66156,386 23652,916
1 [Q07955_ISOFORM_ASF-3]86939,365 95627 36697,434 14440,57 91191,526 96564,665 33342,958
1 [Q07955_ISOFORM_ASF-3]159456,4 198828,8 86397,005 22805,429 166764,17 201806,16 80508,875
1 [Q07955_ISOFORM_ASF-3]1295729,4 1138393,3 560224,12 371092,56 1365271,9 1129000,6 521905,26
1 [Q07955_ISOFORM_ASF-3]112065,59 140352,09 53415,681 20965,98 117183,51 142731,69 48444,787
1 [Q07955_ISOFORM_ASF-3]170910,75 179490,58 81394,441 35368,594 179458,41 180354,86 75750,626
1 [Q07955_ISOFORM_ASF-3]77531,44 93615,609 35215,046 12652,604 81145,986 95038,759 31927,811

1 [P39656_CHAIN_0]100896,61 165612,88 43444,694 7392,0505 104658,39 171046,83 36721,248
1 [P39656_CHAIN_0]65795,393 84089,891 26576,949 6866,0157 68760,903 85775,993 23409,689
1 [P39656_CHAIN_0]33290,129 57665,883 16863,772 3348,6725 34467,988 59619,101 14625,172
1 [P39656_CHAIN_0]55932,324 126823,17 35661,8 7339,8043 57272,951 132265,23 30601,504
1 [P39656_CHAIN_0]25601,037 47622,723 12830,872 2602,8156 26436,381 49391,648 10899,102
1 [P39656_CHAIN_0]396992,43 684863,38 205829,17 51858,396 411102,15 707779,89 179166,07
1 [P39656_CHAIN_0]32382,151 57589,43 18283,189 4409,3135 33496,947 59548,55 16115,392
1 [P39656_CHAIN_0]26997,574 48517,398 13676,986 3052,3214 27915,165 50241,745 11741,191
1 [P39656_CHAIN_0]41896,217 72942,008 21171,675 5289,2857 43370,622 75431,585 18281,6
1 [P39656_CHAIN_0]52999,092 81703,07 23109,926 7661,4804 55088,897 84125,181 19758,129

1 [Q9H4M9] 134737,87 247380 72112,496 22781,105 139207,17 256282,32 62116,4
1 [Q9H4M9] 82591,665 98199,617 28720,793 13979,201 86469,231 99878,536 24588,409
2 [Q9NZN4, Q9H4M9]80168,664 195200,64 48199,829 10863,165 81799,98 204170,4 39888,134
1 [Q9H4M9] 6655,9377 13086,61 3606,3461 607,40066 6858,1397 13594,214 3086,0346
1 [Q9H4M9] 77584,634 90593,82 38638,57 19782,993 81270,113 91662,152 35499,59

1 [P55209] 31676,594 15259,129 6258,3276 1090,8771 33641,98 14262,049 5832,5464
1 [P55209] 42811,789 20538,78 8601,6321 1513,2253 45469,967 19179,805 8041,031
1 [P55209] 30662,986 19931,409 7479,4335 1944,6044 32455,539 19333,654 6830,3485
1 [P55209] 107326,91 60842,455 25981,395 6075,214 113792,75 58041,935 24264,521
1 [P55209] 191453,83 109887,74 34940,442 8026,4083 202951,4 105369,65 31007,464
1 [P55209] 146595,5 113947,02 50524,617 15558,086 154774,15 112106,24 47201,196
1 [P55209] 63763,027 53891,131 20730,903 4075,749 67226,622 53476,934 19040,432
1 [P55209] 76425,5 60370,597 21847,191 3570,8738 80665,696 59632,94 19893,65

1 [P62241_CHAIN_0]106825,37 93897,345 22688,683 4177,6069 112542,78 93882,371 18792,129
1 [P62241_CHAIN_0]213818,81 267306,22 80148,191 8973,2106 223580,17 272506,62 70295,219
1 [P62241_CHAIN_0]86809,156 69154,092 24765,707 4505,8822 91612,934 68364,467 22488,241
1 [P62241_CHAIN_0]164404,06 123247,23 38216,107 10725,395 173661,97 121415,49 33582,311
1 [P62241_CHAIN_0]87505,634 140098,16 37519,851 16696,929 90843,934 144535,21 31446,11
1 [P62241_CHAIN_0]82506,148 155668,03 49809,828 17101,331 85156,612 161272,06 43750,572
1 [P62241_CHAIN_0]104823,53 178407,66 52502,854 18958,859 108600,03 184325,24 45235,028
1 [P62241_CHAIN_0]156103,28 258549,3 68882,48 23024,004 161874,55 267090,76 57973,165
1 [P62241_CHAIN_0]132832,53 229240,5 58933,768 10139,47 137545,36 237235,77 49525,716
1 [P62241_CHAIN_0]183410,05 310639,31 96086,923 29325,716 190053,23 320733,81 83965,007
1 [P62241_CHAIN_0]46278,506 78232,68 22477,734 4815,671 47956,794 80824,563 19398,589
1 [P62241_CHAIN_0]56069,579 94542,039 28556,599 7041,3184 58108,99 97620,256 24894,134



1 [P62241_CHAIN_0]54576,155 88284,602 25716,343 5438,8609 56640,238 91048,457 22272,637

1 [P27695_CHAIN_1]45221,811 73767,75 21047,345 6013,0275 46918,722 76115,937 18070,902
1 [P27695_CHAIN_1]410197,5 373010,09 156824,87 22236,422 431929,09 371692,18 146401,56
1 [P27695_CHAIN_1]19841,422 34354,148 8002,4028 1125,7363 20542,462 35583,261 6543,2444
1 [P27695_CHAIN_1]51265,553 91475,828 21518,839 2912,5658 53019,144 94841,521 17651,75
1 [P27695_CHAIN_1]69756,622 141066,03 33977,519 3702,2982 71789,251 146822,52 28098,232

1 [P21589_CHAIN_0]5724,5168 19732,83 6122,9475 935,60836 5718,2593 20750,513 5386,1075
1 [P21589_CHAIN_0]64986,405 143899,83 49391,964 13586,441 66623,329 149689,46 44137,727
1 [P21589_CHAIN_0]44745,448 88373,133 21020,721 4606,5226 46094,178 91921,921 17219,233
1 [P21589_CHAIN_0]83916,766 193543,39 57451,186 7598,1781 85860,521 201841,25 50123,602
1 [P21589_CHAIN_0]37746,28 94673,594 29325,139 4390,0895 38459,219 98903,331 25804,579
1 [P21589_CHAIN_0]37222,308 98160,203 33510,778 5837,2205 37825,177 102567,18 30050,12
1 [P21589_CHAIN_0]34025,256 93422,648 22383,335 2709,3251 34491,696 98013,718 18452,012
1 [P21589_CHAIN_0]288305,76 576812,06 229459,26 32486,851 296897,53 597223,89 211895,16

1 [P41252] 23432,178 43842,32 12479,296 5232,6091 24191,758 45458,515 10631,542
1 [P41252] 7127,1447 19410,678 4841,3576 794,67227 7228,3444 20354,777 4029,8319
1 [P41252] 21050,871 30361,582 8859,0021 2261,6862 21925,627 31166,425 7662,2256
1 [P41252] 200457,54 353559,5 102960,47 18960,953 207415,16 365781,11 89263,186
1 [P41252] 18119,098 27992,49 9062,7219 1893,136 18833,011 28787,552 8037,1776

4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]161857,69 327951,88 117754,95 25383,247 166585,44 340101,77 106454,3
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17331,97 42488,875 13986,94 3246,2065 17680,765 44335,72 12418,334
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]374942,26 985718,38 313352,7 67796,007 381064,95 1030651,9 276359,6
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]79175,538 162033,38 56059,267 13864,788 81452,618 168155,96 50248,542
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]40150,962 105845,82 34122,592 7792,3713 40800,761 110662,48 30165,92
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]181306,25 305822,41 113912,04 20782,076 187912,4 315085,45 103868,47
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]5050,6447 11932,093 4021,4808 976,54269 5161,9051 12436,051 3585,8903
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]10281,669 22831,688 7389,229 1685,6517 10538,985 23766,561 6540,1139
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]206607,44 445348,88 121146,37 22938,286 212049,43 463941,63 103187,82
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]19130,251 29969,615 11579,75 3823,6273 19876,379 30777,486 10553,591
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17825,365 29065,428 11240,433 3030,8269 18496,401 29894,78 10274,228
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]143322,17 313643,19 111752,39 25221,599 147013,94 326021,62 100818,88
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]48798,28 83598,586 26060,965 6321,984 50545,699 86343,99 22881,8
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]28937,502 67741,461 22231,776 4448,0805 29587,833 70604,95 19758,674
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]42474,388 95235,047 35559,846 10193,587 43520,942 99007,931 32258,941
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]25250,18 45418,703 14748,901 4816,5985 26108,741 46971,76 13007,364
2 [P63104, P27348]1200,0874 2777,1282 1106,5739 261,21454 1227,8686 2887,3349 1017,3697
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]270648,98 438252,41 204835,35 63037,342 280925,22 449496,03 192341,01
1 [P27348] 5559,2085 15679,184 5378,9547 744,98568 5627,6041 16406,815 4835,8149
1 [P27348] 44238,613 92049,734 30127,632 7365,888 45477,597 95630,66 26710,48
1 [P27348] 109813,35 273588,97 116957,69 23522,263 111947,35 284723,64 108886,79
1 [P27348] 55793,807 130941,3 56791,218 11616,593 57049,564 136038,06 52982,488

3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]122186,62 232096,64 78936,665 11215,546 126081,64 240350,27 70889,882
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]56157,411 116752,67 44219,293 5803,8799 57736,156 121096,17 40516,83
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]25286,983 50557,582 18598,504 2428,8311 26040,305 52394,567 16956,374
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]23515,33 46398,074 16775,4 4271,9403 24228,791 48074,206 15157,331
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]20579,424 46136,738 9904,6325 2559,7447 21081,91 48201,169 7824,103
1 [Q58FF8_CHAIN_0]16041,413 29395,264 7261,7422 2088,3393 16573,884 30493,353 5996,4198



1 [Q58FF8_CHAIN_0]10212,06 21465,932 5056,6946 1339,7076 10492,181 22371,384 4118,9339
2 [P08238, Q58FF8_CHAIN_0]132455,66 198660,66 49185,353 13259,53 137791,85 204547,49 40713,314
2 [P08238, Q58FF8_CHAIN_0]108206,43 176112,91 62466,597 11872,13 112283,15 181306,87 56442,552
2 [P08238, Q58FF8_CHAIN_0]104732,75 169881,75 56269,022 16129,794 108688,28 174999,61 49938,855
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]1510868 2087383,5 782609,22 164114,37 1575716,4 2133044,9 713888,53
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]806877,96 1300636 504243,81 128462,82 837572,89 1337119,4 461429,19
3 [P07900_CHAIN_0, P08238, Q58FF8_CHAIN_0]503039,57 865610,44 317257,04 76576,656 521001,93 892645,35 287637,54

1 [Q02218_CHAIN_0]49301,387 88435,625 25900,637 3518,7347 50981,166 91540,98 22537,892
1 [Q02218_CHAIN_0]25100,273 44286,883 13068,214 1835,2074 25971,244 45812,667 11389,431
1 [Q02218_CHAIN_0]59407,347 100994,98 30736,534 6855,2626 61550,754 104306,82 26870,561
1 [Q02218_CHAIN_0]48861,747 65813,492 25891,033 11910,154 50995,667 67137,199 23532,52
1 [Q02218_CHAIN_0]12886,892 18717,771 4434,4987 625,49403 13418,95 19252,86 3647,8125

1 [P61106_CHAIN_0]60470,974 105455,59 22194,194 7292,7317 62589,916 109333,94 17359,911
5 [Q9H0U4, P61026, P61106_CHAIN_0, P61006_CHAIN_0, Q15286]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97
1 [P61106_CHAIN_0]20820,632 39676,473 9196,2009 2751,8105 21478,868 41231,161 7441,7577
1 [P61106_CHAIN_0]293807,66 597268,56 129869,88 33667,617 302293,39 622196,65 103083,28
1 [P61106_CHAIN_0]37190,18 71878,265 14395,082 3555,9799 38342,987 74801,508 11096,984

1 [P61313] 28846,213 48009,672 13916,274 2456,2229 29908,462 49567,786 12058,566
1 [P61313] 5994,704 9360,1582 2776,9936 526,43636 6228,6364 9638,2752 2418,3678
1 [P61313] 101780,57 161843,5 48334,775 7486,0792 105690,35 166760,82 42226,386
1 [P61313] 46325,927 65153,305 19313,609 3170,4409 48286,574 66796,868 16843,801
1 [P61313] 5111,128 8495,5127 1193,7261 150,59328 5298,7626 8811,8668 776,06344
1 [P61313] 79454,027 152546,13 38814,178 5338,9224 81943,952 158448,27 32569,708
1 [P61313] 56929,063 110718,51 35189,244 5641,2779 58687,375 114822,27 31139,467

1 [P07195_CHAIN_0]150225,06 191313,72 74606,794 11598,607 157019,6 194656,61 68702,997
1 [P07195_CHAIN_0]7338,8578 14165,846 5688,2431 1465,0383 7568,5666 14649,114 5232,7022
1 [P07195_CHAIN_0]10644,573 22821,074 9484,4925 2264,1748 10929,691 23664,208 8778,6845
1 [P07195_CHAIN_0]46946,72 83356,938 32129,262 9356,7577 48569,423 86004,828 29315,185
2 [P00338_CHAIN_0, P07195_CHAIN_0]40565,218 111711,16 31917,153 5804,5279 41117,544 117042,24 27516,338
2 [P00338_CHAIN_0, P07195_CHAIN_0]34812,434 97232,5 28104,315 4833,153 35257,597 101893,61 24308,463
2 [P00338_CHAIN_0, P07195_CHAIN_0]20176,841 50441,992 16509,096 2888,824 20562,007 52662,856 14680,283
2 [P00338_CHAIN_0, P07195_CHAIN_0]62821,507 131972,13 41447,689 11182,999 64553,095 137201,28 36381,52

1 [Q13724] 19566,821 32537,092 9019,9461 2029,7456 20287,702 33605,375 7712,4086
1 [Q13724] 19822,487 30009,815 8872,4863 1653,896 20616,04 30864,117 7722,5353
1 [Q13724] 13019,639 20435,43 5439,9543 895,46749 13525,038 21067,101 4618,1659
1 [Q13724] 49054,813 45534,764 12180,449 2143,4787 51629,505 45664,375 10375,838
1 [Q13724] 7357,2955 13121,212 2757,5515 364,16039 7608,8925 13614,396 2178,931
1 [Q13724] 6297,5502 8965,1172 2768,2642 519,17508 6561,8485 9192,5982 2433,5622
1 [Q13724] 23053,555 34666,707 9019,756 1896,1282 23980,662 35683,558 7594,1345

1 [P30044_CHAIN_0]13920,474 33484,594 8605,7762 1731,7045 14212,696 35001,569 7212,8384
1 [P30044_CHAIN_0]13310,553 44231,738 11190,459 2592,268 13329,497 46564,67 9316,0089
1 [P30044_CHAIN_0]137944,06 501514,03 136394,97 32672,021 137227,29 528483,94 115740,88
1 [P30044_CHAIN_0]181042,54 630122,25 185877,36 54280,985 180709,45 663049,32 160523,83
1 [P30044_CHAIN_0]34985,5 111257,2 26310,547 7811,4655 35140,731 117089,28 21395,613
1 [P30044_CHAIN_0]49743,974 154261,36 39590,924 11600,058 50050,497 162168,41 32992,869
1 [P30044_CHAIN_0]36732,951 104557,02 31194,575 6959,1537 37161,544 109582,77 27113,416



1 [P30044_CHAIN_0]188496,8 676633,94 202464,32 44723,032 187714 712271,8 176044,71
1 [P30044_CHAIN_0]201057,7 568547,87 165975,8 40677,289 203480,97 595911,5 143372,17

1 [P49327] 6214,135 10750,109 2860,8103 586,67346 6434,1205 11122,872 2422,5557
1 [P49327] 32292,342 32882,203 11822,447 2359,3902 33927,239 33077,25 10721,248
1 [P49327] 13111,709 12223,586 3750,3764 595,71939 13799,077 12246,424 3303,3107
1 [P49327] 10820,906 8063,6213 3620,2183 911,01523 11432,003 7903,4156 3397,4249

1 [P62906_CHAIN_0]57340,056 82866,781 22656,127 4865,5572 59718,287 85119,848 19324,485
1 [P62906_CHAIN_0]130000,24 176034,31 49696,183 18339,428 135645,34 180249,9 42410,126
1 [P62906_CHAIN_0]355234,57 625800,81 175551,13 37874,897 367575,91 647623,8 150587,97
1 [P62906_CHAIN_0]266727,91 438662,94 141353,59 33930,726 276671,18 452240,35 125021,32
1 [P62906_CHAIN_0]104057,34 206914,17 61218,453 10975,261 107171,77 214879,34 53265,731
1 [P62906_CHAIN_0]42387,44 65864,266 20100,076 4027,4723 44048,697 67790,189 17607,507

1 [O94925_ISOFORM_3]2345,1434 6444,8062 1308,5778 519,43656 2377,0156 6769,3639 1004,2427
1 [O94925_ISOFORM_3]18070,919 83620,391 13153,443 3098,7694 17589,015 88741,322 9039,3085
1 [O94925_ISOFORM_3]9762,2922 46885,352 8250,8707 1278,0994 9465,9246 49751,685 6033,2479
1 [O94925_ISOFORM_3]147310,43 199817,7 60213,96 9098,8629 153702,39 204493,17 52751,907

1 [P41091_CHAIN_0]72543,183 99308,656 28466,663 8608,6588 75670,62 101723,16 24464,458
1 [P41091_CHAIN_0]31200,777 21213,093 5352,7838 811,62011 33003,296 20752,435 4506,2317
1 [P41091_CHAIN_0]40657,155 65373,309 16864,014 2784,9148 42201,838 67474,682 14194,191
1 [P41091_CHAIN_0]221065,22 303266,31 87081,712 24926,906 230582,19 310664,1 74930,003
1 [P41091_CHAIN_0]389456,91 545827,5 150116,32 25837,545 405972,96 559888,77 128526,44
1 [P41091_CHAIN_0]452971,58 667513 178562,62 30781,684 471481,92 686355,52 151761,55
1 [P41091_CHAIN_0]283133,87 451456,63 132127,04 26247,422 293981,98 465311,64 114639,98

1 [P53396] 9882,1481 17949,043 5386,2683 1514,0802 10214,187 18583,192 4679,408
1 [P53396] 42620,471 82443,594 23750,283 2413,8419 43944,782 85563,827 20616,517
1 [P53396] 9751,0846 22599,252 7290,8566 1077,3408 9974,9889 23552,344 6473,4366
1 [P53396] 36436,929 74994,758 24729,917 3619,1462 37475,017 77880,584 22063,887
1 [P53396] 32731,29 57593,441 18922,525 2802,3363 33871,651 59509,586 16875,276
1 [P53396] 66972,822 99459,648 36564,669 11166,682 69699,677 101978,93 33081,023

1 [O95782_ISOFORM_B]28956,986 57463,809 16298,105 2386,1019 29825,687 59694,818 14062,025
1 [O95782_ISOFORM_B]38811,022 75955,086 21484,121 3933,412 39997,954 78871,959 18490,958
1 [O95782_ISOFORM_B]35804,55 60980,555 17818,805 3083,4487 37093,53 63008,157 15470,974
1 [O95782_ISOFORM_B]22272,151 34426,102 8982,7883 2092,9861 23147,933 35474,668 7559,1735
1 [O95782_ISOFORM_B]45006,861 61625,688 16445,654 5435,3825 46946,103 63164,151 13860,819

1 [Q16891_ISOFORM_3]18972,41 17998,399 6214,7605 4422,1714 19960,829 18031,588 5458,3583
1 [Q16891_ISOFORM_3]451501,94 425180,55 106819,96 68518,377 475065,31 427042,2 87316,756
1 [Q16891_ISOFORM_3]42651,766 36783,163 13698,96 5510,314 44952,696 36571,005 12390,282
1 [Q16891_ISOFORM_3]50691,228 86127,32 30232,363 10850,827 52523,791 88820,515 27040,357
1 [Q16891_ISOFORM_3]203349,88 207240,17 64410,374 41902,996 213634,71 208813,69 55498,327

1 [Q15019] 59164,886 90496,813 21527,468 5577,4445 61510,356 93281,521 17616,43
1 [Q15019] 3349,7281 9386,7813 2050,0347 291,34458 3391,4789 9858,9222 1638,2391
1 [Q15019] 6991,2215 13052,468 4374,5092 951,59607 7218,8802 13511,169 3903,1527
1 [Q15019] 24963,349 74376,93 15398,556 2999,8425 25179,545 78246,005 12036,223
1 [Q15019] 133118,54 311962,09 63251,619 16443,697 136077,82 326425,59 48915,813



1 [P07737_CHAIN_0]107577 272022,06 72174,41 10593,105 109554,23 284622,34 61181,055
1 [P07737_CHAIN_0]157711,04 458582,53 135626,74 20833,518 159344,54 480878,11 118045,05
1 [P07737_CHAIN_0]1051591,7 2719905,3 892531,2 172738,04 1069733,3 2841900,9 793322,34
1 [P07737_CHAIN_0]416425,72 692289,63 238799,21 54364,141 431801,54 713495,67 214235,96
1 [P07737_CHAIN_0]170950,14 223238,56 78879,399 19274,581 178559,32 227682,06 71084,564
1 [P07737_CHAIN_0]59371,54 140052,92 43639,379 7766,283 60681,653 146077,1 38402,02
1 [P07737_CHAIN_0]32403,91 74358,781 23500,619 4416,267 33163,413 77490,433 20734,939
1 [P07737_CHAIN_0]79384,881 190340,56 55445,092 9820,2599 81068,632 198735,92 48048,912
1 [P07737_CHAIN_0]46339,328 105883,99 32600,144 5660,922 47434,544 110358,64 28620,378
1 [P07737_CHAIN_0]13554,56 28481,035 8781,8705 1807,6001 13927,936 29614,888 7701,6602
1 [P07737_CHAIN_0]60002,501 89056,414 28018,86 7052,3503 62443,622 91462,358 24650,179
1 [P07737_CHAIN_0]20496,957 30437,602 11183,318 3952,3434 21331,541 31208,824 10093,623
1 [P07737_CHAIN_0]125884,6 309282,31 74325,817 14131,322 128385,82 323632,26 61124,776
1 [P07737_CHAIN_0]37194,682 96630,492 29209,538 6122,5971 37825,64 101056,19 25485,963

1 [Q99613] 89852,97 150354,67 40110,57 7777,8711 93142,286 155377,82 34011,41
1 [Q99613] 89509,444 127540,69 33969,987 8522,1183 93260,051 130957,77 28727,64
1 [Q99613] 226706 388974,56 96040,472 30615,055 234795,21 402588,33 79184,701
1 [Q99613] 30874,354 56709,797 14584,453 2595,6389 31896,708 58813,948 12250,943
1 [Q99613] 339044,9 515655,09 179344,05 39901,237 352584,8 529564,86 161231,67
1 [Q99613] 58542,573 94264,094 24851,239 6865,9492 60764,281 97282,68 20921,101

1 [Q969G5] 44939,481 116260,75 26523,352 6528,6934 45706,707 121852,71 21392,251
1 [Q969G5] 19363,808 38286,758 9683,233 4769,0507 19946,923 39807,539 7962,5899
1 [Q969G5] 292759,16 522424,63 128652,96 58364,16 302775,99 541470,14 105227,09
1 [Q969G5] 335427,18 571793,94 165352,09 85679,916 347490,47 590893,49 140750,61
1 [Q969G5] 218412,34 366594,59 117507,24 33612,597 226396,79 378248,83 103575,48
1 [Q969G5] 118231,33 281659,44 58749,522 21137,145 120762,79 294790,71 45663,112
1 [Q969G5] 113796,09 251210,44 52807,21 21673,857 116657,29 262378,18 41058,166

1 [P16188_CHAIN_0]89998,539 171513,75 55361,506 19500,936 92853,629 177730,44 48694,175
3 [P16188_CHAIN_0, P30504_CHAIN_0, P10321_CHAIN_0]37369,557 75994,523 20574,852 3407,3359 38450,888 79035,677 17527,447
3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]230598,35 256942,5 69991,154 23367,878 241788,32 260577,03 59357,386
3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]51642,7 77292,813 28471,204 7456,6951 53732,68 79274,246 25820,521
1 [P16188_CHAIN_0]112538,38 222125,17 69322,88 17860,297 115944,14 230507,46 60811,981
1 [P16188_CHAIN_0]142343,73 256963,56 66069,273 19869,365 147152,92 266344,46 55148,15

2 [P31943_CHAIN_1, P52597_CHAIN_1]78124,053 113615,57 34631,515 10989,853 81351,428 116621,31 30161,266
2 [P31943_CHAIN_1, P52597_CHAIN_1]13680,925 28940,758 8684,3248 3372,2869 14053,488 30106,885 7501,2373
1 [P52597_CHAIN_1]82593,661 137279,03 31505,294 8321,8453 85633,709 141996,14 25476,589
1 [P52597_CHAIN_1]302185,84 436177,38 116999,82 38919,369 314729,19 448088,9 98710,222
1 [P52597_CHAIN_1]190500,13 349651,25 128153,45 48828,441 196838,23 361383,65 115399,49
1 [P52597_CHAIN_1]77082,745 129931,43 52680,87 20267,931 79895,977 133727,15 48262,195
2 [P31943_CHAIN_1, P52597_CHAIN_1]382942,34 603622,5 223366,62 110162,73 397792,94 620371,21 200478,9
2 [P31943_CHAIN_1, P52597_CHAIN_1]32996,028 69696,195 22963,215 10616,885 33898,107 72435,496 20169,935

1 [P27824_CHAIN_0]279172,31 318014,81 84329,525 21188,588 292569,87 322983,06 71309,748
1 [P27824_CHAIN_0]92677,8 230501,75 39154,65 7166,8251 94448,97 241794,75 28164,589
1 [P27824_CHAIN_0]94518,132 164062 43264,289 8112,0123 97852,161 169783,81 36580,18
1 [P27824_CHAIN_0]32801,573 56984,957 17701,627 5971,9659 33959,283 58888,153 15457,184
1 [P27824_CHAIN_0]45302,949 89570,344 21470,056 3598,334 46666,545 93164,741 17676,298



1 [Q06830] 422769,57 850426,19 209360,14 45041,259 435187,89 884845,41 173300,47
1 [Q06830] 32758,387 74778,617 13410,216 2572,5267 33527,992 78247,982 9894,4204
2 [Q06830, P32119_CHAIN_0]209172,96 363375,03 106543,03 21522,763 216551,86 375712,36 92439,885
2 [Q06830, P32119_CHAIN_0]202379,34 374594,34 135663,36 40262,999 209044,97 387322,88 122386,65
1 [Q06830] 80843,638 155627,38 41199,499 11229,656 83369,308 161611,79 34706,893
1 [Q06830] 31476,573 47003,266 15621,461 4141,2674 32751,618 48258,424 13891,614

1 [P55769_CHAIN_0]137904,08 163962,17 41058,767 10002,331 144374,15 166985,92 34184,313
1 [P55769_CHAIN_0]26711,17 32999,313 10515,113 3395,4207 27939,374 33601,636 9250,0311
1 [P55769_CHAIN_0]43947,404 50053,645 15566,052 4783,2031 46058,103 50761,139 13637,248
1 [P55769_CHAIN_0]32785,628 42487,723 13453,719 4440,593 34250,875 43368,232 11812,887
1 [P55769_CHAIN_0]74407,037 113131,69 37627,612 13729,596 77378,112 116238,78 33302,172
1 [P55769_CHAIN_0]71551,471 104030,03 24288,575 5554,375 74503,139 107020,56 19798,071

1 [P04899_CHAIN_0]78284,714 293457,34 73304,12 16430,227 77685,351 309603,74 60812,103
1 [P04899_CHAIN_0]142536,93 451967,66 105530,95 28486,726 143196,52 475676,58 85597,432
2 [P04899_CHAIN_0, P63092_ISOFORM_3]87286,601 244996,64 51514,799 13852,042 88364,738 257394,54 40338,362
2 [P04899_CHAIN_0, P63092_ISOFORM_3]129117,43 410965,47 132249,33 34135,535 129705,22 431380,11 116662,84
2 [P04899_CHAIN_0, P63092_ISOFORM_3]127461,61 187987,69 67415,211 24081,68 132677,88 192749,13 60568,494
1 [P04899_CHAIN_0]57007,623 203899,8 37756,819 7902,9397 56771,591 215378,54 28181,457
1 [P04899_CHAIN_0]115197,88 427136,94 81086,284 15890,912 114399,48 451387,22 61209,031

1 [P62491_CHAIN_0]55266,05 121300,51 32254,457 6230,8869 56674,971 126452,88 27303,152
1 [P62491_CHAIN_0]19858,741 35771,906 9692,5172 1369,8728 20531,666 37058,734 8271,9424
1 [P62491_CHAIN_0]88645,244 122979 40171,913 10318,407 92435,38 125885,13 35621,267
1 [P62491_CHAIN_0]106069,51 209382,19 59081,51 13960,582 109274,94 217486,83 50683,238
1 [P62491_CHAIN_0]353097,04 542043,88 208406,91 58870,11 367104,21 556234,62 190218,83

1 [P62280_CHAIN_0]7290,3161 13194,086 3473,7018 1399,9894 7535,9645 13674,383 2903,0228
1 [P62280_CHAIN_0]66789,099 110925,8 27038,984 6591,0756 69250,246 114682,84 22299,566
1 [P62280_CHAIN_0]539867,99 1077368,8 284711,6 63114,222 555922 1120070,4 240327,86
1 [P62280_CHAIN_0]739298 1622836,1 424750,1 90798,494 758136,79 1691994,5 357647,46
1 [P62280_CHAIN_0]134252,43 293657,16 96567,317 23741,753 137708,31 305504,2 85681,972
1 [P62280_CHAIN_0]203853,18 390730,19 105121,19 26839,911 210259,06 405644,23 89014,178
1 [P62280_CHAIN_0]184162,18 377477,16 115982,08 41333,744 189436,71 392234,44 100889,61
1 [P62280_CHAIN_0]189692,91 392809,28 119472,97 21987,594 195040,1 408325,06 104574,25
1 [P62280_CHAIN_0]148246,14 231061,75 45493,159 12276,716 154025,05 238657,75 34832,572

1 [Q99714_CHAIN_0]90327,222 163368,75 62305,263 12819,055 93385,536 168685,69 56972,752
1 [Q99714_CHAIN_0]15753,068 17860,665 7544,289 788,97625 16512,669 18043,888 7054,4174
1 [Q99714_CHAIN_0]15498,241 16829,506 6461,004 1489,3138 16260,876 16981,631 5916,5067
1 [Q99714_CHAIN_0]13947,779 22092,109 8637,5898 543,89589 14486,727 22693,656 7987,1476
1 [Q99714_CHAIN_0]19768,715 32371,709 11479,479 1434,1042 20509,327 33334,046 10404,072
1 [Q99714_CHAIN_0]8015,6508 11698,857 4976,2443 697,61274 8346,8076 11964,376 4647,102

1 [Q15717] 96879,224 232786,13 60015,33 11455,424 98918,372 243319,39 50371,852
1 [Q15717] 93930,893 208290,09 68375,59 18235,5 96288,546 216779,7 60583,124
1 [Q15717] 46682,346 66971,797 22345,93 6203,383 48631,627 68640,682 19877,723
1 [Q15717] 95439,789 194903,88 84327,827 23113,471 98204,302 201709,36 78408,573
1 [Q15717] 33556,748 68229,594 24357,47 7503,9949 34531,764 70769,876 21899,094



1 [O15460_CHAIN_0]47396,842 145008,69 40756,687 14269,829 47733,247 152286,92 34692,493
1 [O15460_CHAIN_0]228191,93 606531,31 131019,14 44750,533 231737,59 636343,5 103193,92
1 [O15460_CHAIN_0]38025,13 129862,2 30199,109 11346,703 38002,853 136865,55 24321,412
1 [O15460_CHAIN_0]56572,756 83161,172 30975,682 12182,392 58894,545 85218,589 27973,112
1 [O15460_CHAIN_0]17872,129 119851,95 22154,547 5199,1492 16603,348 127595,96 16477,178

1 [Q9Y3F4] 37273,647 64967,746 18625,89 3846,984 38583,66 67195,157 16070,533
1 [Q9Y3F4] 51960,104 88847,328 28907,006 8823,1443 53825,089 91720,105 25534,108
1 [Q9Y3F4] 29730,808 52543,66 18490,721 7701,2192 30762,513 54261,445 16498,79
1 [Q9Y3F4] 60495,639 108364,38 28953,75 5259,7258 62558,245 112254,58 24570,449
1 [Q9Y3F4] 27875,602 42106,738 13804,284 2264,8569 28994,44 43257,476 12301,373

1 [P04216_CHAIN_0]86469,753 230141,06 51126,228 13766,809 87807,729 241413,78 40819,366
1 [P04216_CHAIN_0]13411,927 97042,164 11857,845 2237,5343 12304,186 103576,42 6859,6067
1 [P04216_CHAIN_0]13708,408 50867,453 8868,6355 2618,2721 13612,062 53781,761 6407,3104
1 [P04216_CHAIN_0]28962,925 148472,77 23998,572 5417,2413 27882,004 157743,2 16744,308
1 [P04216_CHAIN_0]71593,889 400187 64572,158 14784,307 68212,679 425589,78 44993,36
1 [P04216_CHAIN_0]7161,6482 32442,48 5682,9349 1235,2274 6985,9403 34400,893 4131,7874
1 [P04216_CHAIN_0]329169,45 918688,25 182745,14 38003,059 333340,17 965394,2 140608,12
1 [P04216_CHAIN_0]56057,979 126786,27 31372,265 6041,0029 57405,72 132356,12 26028,284
1 [P04216_CHAIN_0]126745,05 298642,88 70029,609 20846,914 129534,2 312226,66 56840,663

1 [Q9P258] 54428,511 86314,742 29926,101 7942,6973 56526,942 88794,328 26829,025
1 [Q9P258] 113824,75 167883,23 49253,334 13692,556 118475,74 172489,1 42602,359
1 [Q9P258] 76696,88 126161,75 35892,438 8528,3265 79552,433 130221,74 30868,478
1 [Q9P258] 9921,1957 18300,396 3782,2262 586,79012 10247,479 19011,989 2966,2455

1 [P83731] 70312,804 126163,82 42788,611 13866,425 72711,383 130408,02 38075,311
1 [P83731] 50643,046 61238,715 18747,373 6792,4558 52999,383 62313,074 16318,904
1 [P83731] 3485,9137 6428,0449 1682,7251 432,77637 3600,8265 6666,4927 1414,586
1 [P83731] 6637,591 15985,313 3415,4184 620,50369 6776,0757 16732,428 2704,0584
1 [P83731] 38327,767 78698,938 21027,031 3851,0712 39420,54 81881,122 17834,415
1 [P83731] 197566,99 413094,09 110941,02 17804,399 203041,98 430008,81 94327,09

1 [Q92616_CHAIN_0]19770,223 45786,098 10696,297 1885,958 20222,277 47848,154 8728,0249
1 [Q92616_CHAIN_0]26275,119 48019,695 12321,703 2131,0321 27150,322 49793,902 10346,624
1 [Q92616_CHAIN_0]12898,966 29303,775 8403,6724 1470,0174 13207,049 30557,441 7257,2009
1 [Q92616_CHAIN_0]2838,2573 2548,9817 1065,8136 518,18619 2989,2962 2538,0069 978,37228

1 [P00505_CHAIN_0]10164,415 33009,922 10336,537 1261,8658 10196,516 34671,794 9125,3088
1 [P00505_CHAIN_0]15503,516 38840,16 10836,524 1951,5015 15796,53 40613,019 9290,4952
1 [P00505_CHAIN_0]28281,34 65038,602 19662,889 3491,3274 28940,662 67810,452 17188,64
1 [P00505_CHAIN_0]45006,456 100433,47 27076,096 6039,4694 46118,872 104735,57 22967,052

1 [P49756] 567431,56 307410,4 174786,05 113302,83 601946,21 290266,69 166054,38
1 [P49756] 146753,77 165688,84 60571,381 27655,157 153838,79 167658,87 54399,855
1 [P49756] 1121330,3 730773,78 338738,89 138340,42 1186884,1 706966,35 317189,86
1 [P49756] 2659,1343 2752,2688 766,01605 578,28935 2792,6683 2778,708 639,53132
1 [P49756] 24253,372 25534,154 8417,3947 6560,6389 25462,957 25763,749 7296,3158

1 [Q16658_CHAIN_0]62765,8 109106,07 30893,746 5974,2178 64977,777 112848,43 26592,71
1 [Q16658_CHAIN_0]125348,71 213623,2 61784,127 10471,807 129858,03 220751,83 53522,625



1 [Q16658_CHAIN_0]153341,16 267733 88406,831 21934,462 158728,14 276552,74 78542,607
1 [Q16658_CHAIN_0]436667,32 731127,25 203103 29472,566 452648,72 755306,75 174447,09
1 [Q16658_CHAIN_0]67862,357 130023,42 35688,201 6340,4295 69996,397 134961,24 30496,441
1 [Q16658_CHAIN_0]70115,669 141043,31 37240,234 7020,9284 72176,822 146670,09 31479,911

1 [O75396_CHAIN_0]88413,758 75594,865 36091,776 14215,218 93202,397 74853,916 33911,759
1 [O75396_CHAIN_0]199723,36 189089,28 89967,289 34551,682 210152,53 188610,04 84502,718
1 [O75396_CHAIN_0]42297,378 51849,289 32849,842 11544,915 44261,375 52246,889 31896,995
1 [O75396_CHAIN_0]52311,864 76433,242 28548,778 8352,304 54468,712 78300,915 25918,559
1 [O75396_CHAIN_0]9444,6895 15842,796 4390,7432 1659,739 9789,7181 16368,407 3724,9129
1 [O75396_CHAIN_0]419524,03 747301,81 225695,81 62394,008 433933,52 773142,89 196419,98

3 [P35908, P13647, P08729_CHAIN_0]405655,88 235232,8 129998,88 55128,792 430001,48 224046,3 124339,86
1 [P13647] 82762,063 71116,998 28432,804 13532,159 87233,532 70625,312 25934,15
2 [P35908, P13647]151998,31 148126,89 28065,021 11269,572 159818,71 149406,6 21076,699
2 [P35908, P13647]129274,52 118208,59 33781,09 16131,12 136099,1 118354,59 28815,595
1 [P13647] 37348,304 64943,219 19953,274 7381,5916 38665,079 67121,654 17352,923

1 [P59998_CHAIN_0]33532,328 71775,57 15527,014 2245,7874 34423,738 74886,476 12376,762
1 [P59998_CHAIN_0]32204,391 70161,773 18326,003 2677,3198 33036,305 73137,342 15476,058
1 [P59998_CHAIN_0]12497,44 23376,781 6133,5888 2127,1817 12902,36 24255,047 5135,4541
1 [P59998_CHAIN_0]150286,82 305373,25 72247,721 12759,867 154634,13 317923,73 59210,738
1 [P59998_CHAIN_0]104042,12 195570,17 58006,179 9736,5441 107397,07 202731,64 50536,428
1 [P59998_CHAIN_0]51020,548 118452,3 35096,97 7447,3724 52185,675 123554,96 30486,105
1 [P59998_CHAIN_0]26315,26 49504,891 17341,295 4793,2077 27164,685 51233,368 15562,005
1 [P59998_CHAIN_0]95780,193 166788,2 56419,621 11565,389 99155,329 172222,36 50472,738

1 [Q92499] 6369,8307 15350,915 3353,5656 1039,6895 6502,5515 16066,362 2657,1666
1 [Q92499] 38823,832 90423,617 26422,793 5545,6157 39704,062 94338,706 22879,354
1 [Q92499] 104596,98 220947,17 58070,28 11047,224 107446,93 230103,92 49015,821
1 [Q92499] 16241,526 32273,461 8203,3103 1456,3873 16727,24 33558,665 6866,6291
1 [Q92499] 7648,418 16415,561 5293,5985 2379,5183 7851,9121 17072,287 4631,5791

1 [P62269_CHAIN_0]32285,091 75395,094 20966,745 3116,9128 33012,119 78699,154 17992,204
1 [P62269_CHAIN_0]76949,516 157122,13 47973,709 10349,369 79166,034 163254,4 41963,503
1 [P62269_CHAIN_0]128028,61 239317,23 61049,364 12275,654 132179,17 248357,25 51101,996
1 [P62269_CHAIN_0]44252,775 91250,227 24193,602 5087,2369 45506,141 94958,063 20449,814
1 [P62269_CHAIN_0]13790,453 32016,633 7191,9908 1438,1931 14103,903 33470,08 5787,5137
1 [P62269_CHAIN_0]72297,418 158177,77 44518,049 13857,15 74152,828 164803,5 38010,589
1 [P62269_CHAIN_0]77838,174 134161,28 40117,19 11443,812 80607,073 138652,98 34822,452
1 [P62269_CHAIN_0]40556,192 60086,613 20681,433 6363,4125 42209,589 61648,055 18481,171

1 [O75367_ISOFORM_1]178619,97 235820,63 36580,376 11187,407 186485,91 242152,8 25010,997
1 [O75367_ISOFORM_1]98671,546 128880,27 17313,816 5702,6207 103044,76 132360,63 10796,584
1 [O75367_ISOFORM_1]140245,11 131230,1 16469,913 6416,9234 147571,66 132279,57 9771,0168
1 [O75367_ISOFORM_1]28188,881 29367,221 4381,2034 1576,4132 29597,949 29783,006 2927,0128
1 [O75367_ISOFORM_1]179618,63 201552,22 34936,926 12407,62 188291,82 205129,86 25256,82

1 [P61247_CHAIN_0]36086,982 64513,457 11812,634 4717,7305 37316,602 67001,051 8702,1275
1 [P61247_CHAIN_0]58683,426 108116,47 20089,273 8064,9316 60614,67 112390,11 14890,44
1 [P61247_CHAIN_0]189251,88 285079,13 86927,649 22596,045 196860,42 293050,08 75918,856
1 [P61247_CHAIN_0]65065,797 106711,88 30320,822 8967,2661 67495,034 110135,28 25992,972



1 [P61247_CHAIN_0]69304,741 146039,05 39456,718 9519,0573 71201,394 152046,24 33462,285

1 [P15531_CHAIN_0]105088,52 185312,48 69810,065 15632,95 108747,01 191204,5 63648,978
1 [P15531_CHAIN_0]41784,828 69675,773 20693,354 5223,1307 43321,038 71926,344 17965,275
1 [P15531_CHAIN_0]97240,648 135309,14 41132,364 11344,349 101387,69 138624,67 35880,792
1 [P15531_CHAIN_0]48397,642 72627,922 22625,894 5364,5761 50349,563 74631,343 19876,687
1 [P15531_CHAIN_0]42502,869 92796,477 29755,662 4990,7041 43600,147 96559,248 26363,701
1 [P15531_CHAIN_0]102177,13 215458,42 66274,793 13995,582 104975,38 224064,35 58075,914
1 [P15531_CHAIN_0]174893,01 371757,47 121096,07 25609,866 179623,93 386477,59 107422,35

1 [Q00839_ISOFORM_Short]71007,916 95305,734 45990,044 11899,166 74121,676 96930,126 43483,308
1 [Q00839_ISOFORM_Short]381681,86 541115,1 280141,64 59369,73 397820,94 551086,75 267749,55
1 [Q00839_ISOFORM_Short]148291,05 351070,19 77296,539 10843,352 151515,76 367243,44 61979,634
1 [Q00839_ISOFORM_Short]99199,669 193940,36 41720,881 8316,2971 102229,19 201807,11 33105,271
1 [Q00839_ISOFORM_Short]221085,58 492972,81 155443,74 37309,398 226572,86 513349,44 136742,19
1 [Q00839_ISOFORM_Short]313772,39 658737,63 222538,5 102645,49 322439,9 684329 196479,85
1 [Q00839_ISOFORM_Short]37501,191 73982,969 18906,367 4720,9431 38634,165 76909,005 15791,024
1 [Q00839_ISOFORM_Short]105133,38 119134,9 32581,497 5530,4578 110192,75 120928,51 27887,567
1 [Q00839_ISOFORM_Short]97567,208 191851,58 50773,869 8294,1022 100529,46 199361,53 43005,204
1 [Q00839_ISOFORM_Short]28234,817 53966,945 15362,998 3086,3082 29125,841 55994,332 13232,512
1 [Q00839_ISOFORM_Short]625392,63 610214,84 276739,19 54578,712 657657,2 610315,08 260448,14
1 [Q00839_ISOFORM_Short]38738,949 86216,914 26370,375 5946,9465 39703,375 89802,286 23059,627

2 [P11940_ISOFORM_2, Q13310_ISOFORM_2]251739,07 288422,25 132021,33 33997,007 263820,52 291223,86 124003,07
2 [P11940_ISOFORM_2, Q13310_ISOFORM_2]12349,653 23501,988 6468,8578 1331,8468 12741,423 24388,651 5523,988
1 [Q13310_ISOFORM_2]38532,102 44264,84 16029,512 3234,5129 40376,115 44838,103 14546,786
1 [Q13310_ISOFORM_2]87797,187 122141,66 38461,507 12729,365 91542,911 125090,68 33719,89

1 [P60900] 15296,037 51482,48 17029,286 2646,3389 15306,472 54080,475 15182,652
1 [P60900] 20288,986 55017,309 14757,615 3208,8319 20582,842 57654,3 12498,887
1 [P60900] 31553,522 83941,656 22518,285 4805,2859 32045,082 87926,842 19076,987
1 [P60900] 19926,91 56781,875 18511,974 2825,423 20159,117 59461,466 16462,029

3 [P16188_CHAIN_0, P30504_CHAIN_0, P10321_CHAIN_0]37369,557 75994,523 20574,852 3407,3359 38450,888 79035,677 17527,447
3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]230598,35 256942,5 69991,154 23367,878 241788,32 260577,03 59357,386
3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]51642,7 77292,813 28471,204 7456,6951 53732,68 79274,246 25820,521
1 [P30504_CHAIN_0]17210,735 17995,861 5681,0061 1107,0251 18071,569 18157,578 5022,6906

1 [P32119_CHAIN_0]104417,22 220105,44 58701,724 12913,983 107272,65 229186,15 49667,743
1 [P32119_CHAIN_0]132583,12 236784,72 65714,671 25075,3 137120,16 245183,52 55746,838
1 [P32119_CHAIN_0]155741,65 286450,13 100441,66 22497,474 160907,79 296226,11 90384,887
1 [P32119_CHAIN_0]171519,74 308986,53 105500,07 18741,888 177345,27 319398,21 94668,557
1 [P32119_CHAIN_0]72693,862 137620,53 37042,225 9436,9111 75014,719 142815,99 31372,448
2 [Q06830, P32119_CHAIN_0]209172,96 363375,03 106543,03 21522,763 216551,86 375712,36 92439,885
2 [Q06830, P32119_CHAIN_0]202379,34 374594,34 135663,36 40262,999 209044,97 387322,88 122386,65

1 [P61619_ISOFORM_3]28488,641 57028,02 17968,623 3176,5752 29333,931 59199,968 15857,366
1 [P61619_ISOFORM_3]29711,815 55750,486 17840,316 6206,6756 30672,847 57747,067 15667,088
1 [P61619_ISOFORM_3]3329,8677 4397,3667 1397,9115 287,61639 3476,9426 4492,3154 1235,8554
1 [P61619_ISOFORM_3]1527,6024 2267,668 843,7109 276,31868 1589,8263 2324,7465 764,14912
1 [P61619_ISOFORM_3]5502,0974 7192,9092 2230,0745 363,34913 5746,6347 7346,5065 1965,1832
1 [P61619_ISOFORM_3]101145,37 125350,13 40135,601 6158,4305 105787,9 127650,68 35635,729



1 [Q9Y262_CHAIN_0]84555,974 144901,26 44005,699 6534,5576 87582,16 149698,34 38593,029
1 [Q9Y262_CHAIN_0]18256,769 32459,541 8373,9065 1353,7095 18884,23 33625,805 7046,8463
1 [Q9Y262_CHAIN_0]68102,279 95276,688 27357,15 4033,3777 70994,706 97685,961 23701,276
1 [Q9Y262_CHAIN_0]89793,951 119650,68 34044,382 4881,605 93734,67 122414,55 29442,344

1 [P62851] 44808,868 88265,813 19425,409 4038,2267 46163,461 91853,553 15527,774
1 [P62851] 165031,19 320661,5 107409,49 21632,783 170138,24 332360 95890,68
1 [P62851] 75551,158 147927,8 46533,025 8605,5229 77863,208 153459,05 41036,971
1 [P62851] 44595,975 88609,531 23666,76 5297,7744 45930,529 92101,153 20031,99
1 [P62851] 837497,75 1754367,3 523664,39 115171,24 860671,24 1824607,5 455586,36
1 [P62851] 242502,64 329526,81 99081,565 19423,156 253012,45 337272,91 86566,956
1 [P62851] 177406,5 351612,5 96527,272 20937,588 182735,98 365354,56 82316,925
1 [P62851] 36457,396 63044,391 14983,595 3239,0571 37747,392 65287,651 12279,089
1 [P62851] 88668,729 155464,86 33642,92 7590,2047 91758,523 161182,25 26725,448

1 [P43243_CHAIN_0]178002,21 207936,05 79483,355 28455,085 186450,09 210687,47 72275,715
1 [P43243_CHAIN_0]112973,85 145594,89 52972,397 17741,523 118044,51 148350,23 47789,563
1 [P43243_CHAIN_0]23212,442 32796,363 12340,687 5381,8206 24193,334 33546,422 11142,876
1 [P43243_CHAIN_0]283366,62 431311,88 172111,97 59498,855 294689,92 442249,91 157597,87
1 [P43243_CHAIN_0]476613,99 675147,94 304563,95 116323,23 496749,73 689031,35 283694,37
1 [P43243_CHAIN_0]26920,657 31033,105 12253,303 6741,5159 28207,343 31409,009 11101,688
1 [P43243_CHAIN_0]22237,976 28272,559 10338,023 5746,2533 23244,333 28787,339 9236,8715
1 [P43243_CHAIN_0]41491,832 73900,563 14864,4 6124,1904 42912,352 76697,266 11376,768
1 [P43243_CHAIN_0]12919,905 23607,975 6576,0924 1863,8326 13350,675 24463,463 5611,226
1 [P43243_CHAIN_0]79307,719 146632,89 32338,228 8540,0282 81909,907 152281,37 25796,466

1 [Q9UBV2_CHAIN_0]32490,642 60658,993 16194,843 4017,8845 33545,996 62924,645 13691,968
1 [Q9UBV2_CHAIN_0]34271,695 25788,251 10894,141 7388,2393 36201,4 25320,328 9933,636
1 [Q9UBV2_CHAIN_0]7171,3916 5761,0818 2589,4782 1819,9018 7567,5454 5682,405 2379,3349
1 [Q9UBV2_CHAIN_0]13020,903 19710,383 5670,0932 1718,4916 13542,114 20276,625 4874,9943

1 [P13797] 57036,536 172231,72 33599,115 6819,106 57480,194 181306,91 25653,319
1 [P13797] 105554,72 261718,38 50056,036 8555,7233 107592,9 274338,66 38006,54
1 [P13797] 1004,353 5521,4482 972,79364 116,03495 958,95174 5868,2075 713,00839
1 [P13797] 3074,6794 14970,357 3130,0283 364,90793 2977,3062 15872,197 2463,2729
1 [P13797] 169092,2 153635,09 56262,305 14041,11 178047,75 153354,4 51094,379
1 [P13797] 29468,656 56688,992 9484,0518 3443,7104 30386,58 59046,464 6706,465

1 [Q9UHD8_ISOFORM_7]92060,404 195525,88 45031,367 10290,791 94542,064 203867,23 36488,731
1 [Q9UHD8_ISOFORM_7]34300,86 69711,594 21432,939 5056,7226 35295,94 72417,458 18758,327
1 [Q9UHD8_ISOFORM_7]21675,991 55277,602 13249,8 2089,9207 22063,521 57895,772 10905,291
1 [Q9UHD8_ISOFORM_7]72427,612 200177,72 48268,998 10478,422 73392,644 210036,55 39667,649

1 [P63010] 7421,6716 17345,51 3283,5286 517,06304 7587,5153 18155,897 2484,9889
2 [P63010, Q10567_ISOFORM_C]6727,1165 12593,108 3629,837 544,27396 6945,0789 13055,882 3144,0546
2 [P63010, Q10567_ISOFORM_C]53595,617 95128,797 27875,586 4867,582 55443,212 98433,102 24213,608
2 [P63010, Q10567_ISOFORM_C]51515,546 87203,797 25741,471 4308,3625 53381,688 90074,873 22409,556
1 [P63010] 81552,979 118695,8 28052,877 7017,077 84914,796 122102,49 22927,016
1 [P63010] 14669,944 31196,971 7726,2502 1392,0781 15064,904 32511,457 6417,1587

1 [P06744_CHAIN_0]5696,5364 11970,026 3235,0102 797,81393 5853,1518 12461,357 2743,0195



1 [P06744_CHAIN_0]107202,67 289488,06 65115,439 10393,833 108773,11 303739,75 52511,326
1 [P06744_CHAIN_0]61630,129 146231,92 39463,055 5643,44 62968,045 152742,09 33613,823
1 [P06744_CHAIN_0]59502,004 142804,78 39288,278 5780,9491 60759,635 149181,65 33623,357
1 [P06744_CHAIN_0]37748,451 92196,672 27554,548 4102,1043 38513,615 96285,225 24054,933

1 [P07602] 45998,069 125614,96 64679,241 32068,44 46665,34 130657,5 60925,733
1 [P07602] 31091,874 83198,242 40850,689 19909,719 31577,794 86562,35 38264,321
1 [P07602] 252036,19 401349,88 199634,92 99425,273 261756,56 410999,37 187361,03
1 [P07602] 103252,5 163383,53 77736,983 43440,384 107254,37 167385,27 72331,824
1 [P07602] 171782,51 276053,81 136617,03 79408,582 178354,26 282815,8 127641,89
1 [P07602] 82182,623 132771,31 63183,147 34624,103 85310,107 136132,51 58818,399
1 [P07602] 50234,778 78785,758 26392,012 10880,82 52189,587 81044,52 23335,592

1 [O43143] 166673,66 191079,19 75560,164 47421,406 174662,37 193333,02 68224,698
1 [O43143] 64303,343 96857,531 28890,55 5086,0706 66888,261 99585,78 25210,66
1 [O43143] 81982,034 129136,38 38921,95 6073,5385 85157,589 132999,41 34073,098
1 [O43143] 151331,66 237582,67 58003,732 15355,899 157201,52 245099,67 47818,257

1 [P20073_ISOFORM_2]38028,377 115466,38 25837,262 5752,3441 38312,79 121456,75 20723,222
1 [P20073_ISOFORM_2]39804,724 90657,516 21738,901 5321,8064 40747,795 94680,661 17818,795
1 [P20073_ISOFORM_2]13529,798 27416,307 7589,6511 1635,8076 13923,488 28505,069 6486,0948
1 [P20073_ISOFORM_2]14335,181 35463,156 6021,0147 1181,4926 14613,207 37195,85 4326,6384
1 [P20073_ISOFORM_2]46843,153 117728,68 19787,16 2806,6655 47712,09 123534,55 14193,288
1 [P20073_ISOFORM_2]28769,769 70108,563 16896,662 3145,554 29353,696 73344,948 13910,91
1 [P20073_ISOFORM_2]11077,807 25339,736 4433,7114 940,86118 11336,878 26520,426 3230,509

1 [Q86Y82] 53687,538 69769,492 28782,696 11733,602 56087,084 71009,052 26430,066
1 [Q86Y82] 63463,195 110587,15 37712,141 9411,5441 65698,135 114183,47 33718,099
1 [Q86Y82] 41810,695 30131,19 13847,366 4157,425 44193,84 29434,728 13009,809
1 [Q86Y82] 194171,11 167731,96 73386,133 24330,719 204647,18 166430,93 68323,234
1 [Q86Y82] 35867,545 52125,789 12606,801 5075,9824 37347,922 53609,584 10292,723

1 [Q9UKM9_ISOFORM_1]189595,5 266254,5 121807,69 53047,988 197655,6 271572 113405,8
1 [Q9UKM9_ISOFORM_1]302339,02 332354,44 198921,75 88544,673 317176,3 333296,69 191301,9
1 [Q9UKM9_ISOFORM_1]41567,149 99087,492 19227,271 5038,9212 42454,879 103754,93 14611,929
1 [Q9UKM9_ISOFORM_1]41033,9 46826,156 18919,853 7685,9063 43005,532 47352,566 17324,343
1 [Q9UKM9_ISOFORM_1]13112,066 40792,762 9045,9115 3113,3158 13189,156 42932,531 7185,5626
1 [Q9UKM9_ISOFORM_1]29888,757 80574,203 19856,813 5930,3474 30330,628 84482,184 16355,951

2 [P08107_CHAIN_0, P34931]162411,59 218295,98 176297,73 17523,794 169572,71 219729,27 176634,71
2 [P08107_CHAIN_0, P34931]174028,34 215875,23 160090,31 19659,598 182070,5 216900,91 159205,25
2 [P08107_CHAIN_0, P34931]80137,071 129457,68 94351,575 9497,4909 83208,113 131668,04 93753,784
2 [P08107_CHAIN_0, P34931]90328,131 117769,98 69489,087 9342,6908 94370,683 119201,35 67635,957
1 [P34931] 89697,41 90249,516 28584,286 3962,7993 94259,215 90841,629 25363,611
1 [P34931] 69938,842 139101,41 48074,21 10855,487 72035,899 144233,59 43129,701
1 [P34931] 266889,49 338789,53 117217,67 21364,115 278974,35 345137,57 105540,15
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]292485,47 385919,53 160695,99 39658,933 305435,58 393007,4 148883,96
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]130441,7 604609 106496,38 64842,367 126948,73 641289,24 75827,47

2 [P62136_CHAIN_0, P62140_CHAIN_0]24589,21 40612,598 11632,64 1448,7566 25501,253 41923,097 10077,427
2 [P62136_CHAIN_0, P62140_CHAIN_0]85548,09 123306,91 27128,566 8982,7713 89098,961 126858,94 21571,082
2 [P62136_CHAIN_0, P62140_CHAIN_0]86532,146 108348,8 37364,388 6746,873 90482,06 110307,97 33625,31



2 [P62136_CHAIN_0, P62140_CHAIN_0]46228,245 69404,383 14932,069 2147,5048 48087,693 71536,42 11899,812
1 [P62136_CHAIN_0]126871,33 165379,31 40457,413 7601,9125 132513,29 169237,87 33537,335
2 [P62136_CHAIN_0, P62140_CHAIN_0]29763,676 43796,758 11759,1 2139,216 30981,335 45028,912 9998,9878
2 [P62136_CHAIN_0, P62140_CHAIN_0]32935,293 59928,164 17040,175 2802,0624 34039,03 62079,317 14701,963

1 [Q8NC51_ISOFORM_4]174824,47 161321,75 81543,048 32900,005 184045,36 160476,42 77121,391
1 [Q8NC51_ISOFORM_4]118120,23 81314,33 30397,307 9532,153 124929,13 79323,874 27661,162
1 [Q8NC51_ISOFORM_4]732,38977 1227,6787 495,05623 210,71978 759,26267 1263,3766 452,26668
1 [Q8NC51_ISOFORM_4]2657,1835 2216,4415 917,25172 455,06664 2802,1849 2195,163 840,53194

1 [P11279_CHAIN_0]33531,725 77241,375 27480,41 5978,8363 34313,367 80403,435 24792,072
1 [P11279_CHAIN_0]6073,582 12216,632 4306,8634 786,29085 6252,8386 12668,966 3886,4775
1 [P11279_CHAIN_0]9469,6941 18535,172 6316,6791 1944,3453 9759,9339 19212,456 5629,4533
1 [P11279_CHAIN_0]9168,9595 16395,691 4919,5962 1211,889 9482,528 16965,898 4281,4487
1 [P11279_CHAIN_0]2498,4469 5113,3984 1821,3184 419,48649 2570,3292 5304,9262 1642,8884
1 [P11279_CHAIN_0]212725,33 448159,44 104123,22 45618,269 218537,99 467144,49 83667,523

1 [O00469_CHAIN_0]3579,8847 8879,166 1584,7729 270,7467 3648,8724 9311,077 1167,7688
1 [O00469_CHAIN_0]38237,797 118140,01 26505,527 5260,8374 38480,343 124309,41 21304,653
1 [O00469_CHAIN_0]71668,247 215083,81 63922,208 15238,486 72268,268 225678,46 55461,811
1 [O00469_CHAIN_0]24005,61 77316,641 20640,928 3130,2976 24092,824 81312,232 17512,014
1 [O00469_CHAIN_0]24365,043 74952,094 23688,345 3541,1935 24530,988 78636,746 20928,2

1 [P40939_CHAIN_0]77700,649 96241,891 52951,677 12046,442 81282,444 97289,584 50946,636
1 [P40939_CHAIN_0]36636,768 61191,039 18792,954 3141,3918 37981,995 63150,957 16508,764
1 [P40939_CHAIN_0]42178,375 67891,844 21146,187 3705,5348 43781,645 69959,484 18628,071
1 [P40939_CHAIN_0]15034,451 26326,744 7395,5457 1134,939 15560,159 27238,642 6366,0936
1 [P40939_CHAIN_0]505438,13 261495,06 64927,919 11685,199 536388,69 248159,38 54505,73
1 [P40939_CHAIN_0]28250,331 46430,082 14324,662 2782,3737 29303,711 47886,457 12580,108

1 [P16401_CHAIN_0]193762,74 326668,31 84117,917 42036,332 200801,97 337778,18 69538,81
1 [P16401_CHAIN_0]52361,105 63515,707 27463,085 13441,189 54798,277 64381,996 25307,745
1 [P16401_CHAIN_0]16188,428 33501,91 12579,974 6895,5649 16646,714 34748,198 11283,424
2 [P16403_CHAIN_0, P16401_CHAIN_0]31734,2 42786,771 51801,094 16353,276 33141,709 42517,813 52685,285
2 [P16403_CHAIN_0, P16401_CHAIN_0]37019,338 49561,801 58886,523 18971,571 38667,803 49269,899 59820,76

2 [P62136_CHAIN_0, P62140_CHAIN_0]24589,21 40612,598 11632,64 1448,7566 25501,253 41923,097 10077,427
2 [P62136_CHAIN_0, P62140_CHAIN_0]85548,09 123306,91 27128,566 8982,7713 89098,961 126858,94 21571,082
2 [P62136_CHAIN_0, P62140_CHAIN_0]86532,146 108348,8 37364,388 6746,873 90482,06 110307,97 33625,31
1 [P62140_CHAIN_0]65515,328 96173,469 26728,714 5446,5625 68201,131 98839,925 22903,918
2 [P62136_CHAIN_0, P62140_CHAIN_0]46228,245 69404,383 14932,069 2147,5048 48087,693 71536,42 11899,812
2 [P62136_CHAIN_0, P62140_CHAIN_0]29763,676 43796,758 11759,1 2139,216 30981,335 45028,912 9998,9878
2 [P62136_CHAIN_0, P62140_CHAIN_0]32935,293 59928,164 17040,175 2802,0624 34039,03 62079,317 14701,963

1 [P30153] 259310,17 450610,25 132463,35 26316,309 268455,03 465903,22 115017,79
1 [P30153] 11611,258 21992,754 7515,5276 1619,6477 11982,761 22771,689 6731,9176
1 [P30153] 31581,034 52315,402 12533,22 3638,4856 32747,527 54089,338 10257,779
1 [P30153] 1870,4938 3359,6204 1065,5907 186,97429 1934,1838 3475,1117 942,05076
1 [P30153] 890,91223 1570,8625 451,98551 69,177518 921,84171 1625,3192 391,34273

6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]13510,768 22746,746 10148,038 3039,745 14005,035 23380,125 9470,2272
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]409431 784178,56 290998,43 113476,5 422360,82 811510 262484,16



6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]416,08235 762,12024 289,98635 85,621849 429,96614 787,28841 263,93553
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]221,99668 366,86652 164,68984 43,033489 230,26468 376,78708 154,10339
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]75,481362 133,56972 56,09181
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]212,054 336,50269 129,03285 31,298038 220,23281 345,77762 117,93028
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]514,99965 839,37134 320,27644 110,90529 534,39177 863,45299 291,02018
6 [P60709_CHAIN_1, P68032_CHAIN_0, P62736, Q6S8J3, P0CG38, P0CG39]509,74009 871,26935 383,647 101,0475 528,1078 896,18435 357,93432
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]89164,326 241555,5 43800,138 9595,7238 90447,125 253807,39 32402,661
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]515509,33 1282652,7 206123,63 47308,175 525342,66 1345889,7 143709,91
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]245846,38 629859,33 110487,06 27615,526 250153,58 661077,72 80377,987
5 [P60709_CHAIN_1, P68032_CHAIN_0, Q6S8J3, P0CG38, P0CG39]48015,281 122457,09 26248,995 6819,9116 48871,499 128358,46 20713,204
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]146165,42 482749,5 157402,75 35841,937 146459,39 507013 139433,32
4 [P60709_CHAIN_1, Q6S8J3, P0CG38, P0CG39]215,04315 357,79355 151,64598 78,690837 222,99499 367,86064 139,02002

1 [P12111_ISOFORM_2]5910,7328 23302,176 6235,685 958,96601 5841,3304 24590,217 5291,3195
1 [P12111_ISOFORM_2]4193,5069 11135,824 4214,9879 832,39829 4260,0556 11624,273 3847,9767
1 [P12111_ISOFORM_2]32942,002 86912,75 23078,068 5317,2391 33470,437 91029,461 19481,681
1 [P12111_ISOFORM_2]21475,875 69888,711 23791,335 4232,1739 21541,863 73348,584 21311,624
1 [P12111_ISOFORM_2]76140,291 126253,12 35054,436 9288,9222 78953,115 130383,18 29924,531

1 [P25205_CHAIN_0]13632,534 23742,945 4793,6467 830,2203 14110,758 24621,426 3724,0455
1 [P25205_CHAIN_0]40785,199 44915,195 17578,269 8810,7125 42779,038 45348,119 15942,419
1 [P25205_CHAIN_0]36356,105 51541,023 14998,94 3769,3005 37885,898 52869,066 12968,04
1 [P25205_CHAIN_0]25635,375 38172,961 10887,661 2519,673 26674,943 39245,853 9375,7953

1 [Q9Y5M8] 24562,078 43000,395 10333,552 2723,2031 25420,024 44546,237 8475,3811
1 [Q9Y5M8] 19599,009 36448,813 9188,0833 2253,5299 20238,294 37822,928 7647,8806
1 [Q9Y5M8] 38388,118 61662,871 19619,739 5048,3568 39850,298 63522,7 17293,183
1 [Q9Y5M8] 897180 636202,55 231756,16 51813,388 948498,36 622539,42 210808,23
1 [Q9Y5M8] 674618,88 489239,19 186613,36 38272,576 712981,54 479434,63 171220,05
1 [Q9Y5M8] 213574,53 174094,74 66445,355 15445,175 225311,7 172291,11 60854,795

1 [Q6P2Q9_CHAIN_0]58561,643 89512,57 27949,515 9005,9995 60888,787 92049,443 24461,44
1 [Q6P2Q9_CHAIN_0]24365,211 39144,02 9708,384 1714,7701 25291,373 40413,59 8076,692
1 [Q6P2Q9_CHAIN_0]24373,357 50003,625 12494,016 2630,0482 25068,619 52052,311 10388,549
1 [Q6P2Q9_CHAIN_0]24921,225 41476,29 8935,3699 1618,3424 25836,969 42922,286 7105,9792

1 [Q13740_CHAIN_0]78003,447 152199,56 34617,411 15200,156 80393,241 158304,46 27631,827
1 [Q13740_CHAIN_0]51855,957 136066,31 48536,917 14994,276 52711,712 142092,48 43608,837
1 [Q13740_CHAIN_0]12650,528 38628,867 13576,718 3462,5026 12743,667 40477,937 12192,821
1 [Q13740_CHAIN_0]85680,167 244605,31 81434,146 19044,733 86669,884 256105,5 72441,345

1 [Q13505] 108458,82 135408,34 37873,209 9360,6686 113412,33 138122,87 32457,05
1 [Q13505] 6894,581 15905,235 5700,1092 1526,2981 7054,8265 16555,72 5137,099
1 [Q13505] 4292,0299 5960,3317 1882,1028 741,52885 4475,3719 6103,608 1645,9566
1 [Q13505] 3679,7648 5932,165 1374,7262 260,77114 3819,1408 6128,5039 1119,6907

1 [Q16181_ISOFORM_2]49255,765 105644,07 28137,804 7847,8941 50564,008 110058,95 23726,431
1 [Q16181_ISOFORM_2]14643,527 22209,994 5317,1704 669,10125 15228,08 22884,34 4390,3629
1 [Q16181_ISOFORM_2]59361,315 177561,22 44443,038 8264,615 59865,474 186564,08 36980,844

1 [Q99497] 102526,18 214993,11 67805,787 29242,762 105360,57 223493,22 59100,026
1 [Q99497] 878,55808 1733,9825 442,11334 76,697565 905,08433 1802,6112 370,48068



1 [Q99497] 208952,36 441555,72 118750,09 37139,146 214643,69 459776,15 100220,55
1 [Q99497] 96506,374 207306,22 58979,28 17153,447 99065,229 215857,4 50547,186

1 [O15260_ISOFORM_2]21101,701 33846,684 10120,126 1661,893 21906,081 34886,4 8839,1916
1 [O15260_ISOFORM_2]40830,536 63677,283 19835,929 2986,8683 42426,096 65535,505 17497,19
1 [O15260_ISOFORM_2]3986,7016 8765,9248 2860,7631 695,9824 4088,3417 9121,6025 2534,6025
1 [O15260_ISOFORM_2]11698,563 18575,182 7293,9813 1420,2473 12149,647 19081,99 6708,0215
1 [O15260_ISOFORM_2]25297,914 38612,008 14917,078 3764,4219 26306,256 39611,212 13645,875
1 [O15260_ISOFORM_2]15123,797 16393,432 6432,2086 1604,4044 15868,72 16535,428 5906,2852
1 [O15260_ISOFORM_2]41211,117 65332,852 19018,33 3326,6874 42798,088 67326,01 16500,182

2 [P19105_CHAIN_0, P24844_CHAIN_0]116914,2 238599,77 49041,86 16403,466 120269,22 248679,95 37986,542
2 [P19105_CHAIN_0, P24844_CHAIN_0]47988,246 111627,84 36296,691 19281,909 49081,561 116340,66 31679,369
2 [P19105_CHAIN_0, P24844_CHAIN_0]140544,32 354530,38 104463,69 51089,084 143152,21 370602,07 89357,619
1 [P19105_CHAIN_0]358905,53 189271,72 95819,78 15755,479 380838,12 178479,73 91845,605

1 [O60568_CHAIN_0]8290,9833 21810,998 6344,9918 1807,3584 8425,6917 22824,727 5466,2459
1 [O60568_CHAIN_0]12864,093 30235,895 9016,2716 2648,2949 13150,022 31546,831 7811,4419
1 [O60568_CHAIN_0]32413,921 64495,121 18479,052 2728,4537 33382,803 66998,57 15981,959
1 [O60568_CHAIN_0]10667,749 12130,159 5445,2172 2455,7519 11181,592 12246,567 5055,3086
1 [O60568_CHAIN_0]5401,7217 7900,0552 2204,5357 541,98666 5623,7976 8117,5429 1887,0139

1 [P46777_CHAIN_0]599655,77 796424,25 195641,6 36622,673 626008,2 815700,75 162364,28
1 [P46777_CHAIN_0]113774,15 208040 59447,282 12918,076 117565,44 215534,59 51215,124
1 [P46777_CHAIN_0]250277,38 281527,78 72838,014 28363,845 262363,17 285787,34 60757,3
1 [P46777_CHAIN_0]1662,5017 4645,71 1302,2405 306,3548 1683,686 4869,7981 1114,3872

1 [P12277_CHAIN_0]2094,5991 1343,1604 735,00174 109,89168 2217,588 1293,5892 710,63336
1 [P12277_CHAIN_0]7461,9932 7236,4266 2982,6333 515,86723 7847,7142 7244,3822 2771,311
1 [P12277_CHAIN_0]89227,133 79060,888 36784,354 6634,594 94000,575 78521,658 34778,142
1 [P12277_CHAIN_0]163429,75 78397,761 44195,668 7884,0679 173584,54 72841,708 42871,149

1 [P50914_CHAIN_0]172967,75 317380,81 96435,243 23589,327 178711,74 328667,45 84166,29
1 [P50914_CHAIN_0]80856,436 158530,33 50110,621 11479,988 83326,414 164457,65 44142,45
1 [P50914_CHAIN_0]150368,15 278692,13 92001,365 22881,731 155307,18 288462,52 81716,29
1 [P50914_CHAIN_0]39674,344 81272,445 26845,333 7472,4187 40812,881 84387,212 23806,887
1 [P50914_CHAIN_0]240364,59 536940,63 143386,51 22360,825 246292,9 559998,81 121737,29
1 [P50914_CHAIN_0]88997,464 180880,09 37798,576 9228,59 91567,731 188477,68 29605,952
1 [P50914_CHAIN_0]191963,77 252986,22 48716,672 9938,9482 200433,1 259450,04 37150,156
1 [P50914_CHAIN_0]210225,9 312551,31 84491,28 16164,224 218758,46 321464,82 71934,363

1 [P62495_CHAIN_0]17803,766 28435,654 9895,4505 1876,5094 18485,908 29259,288 8909,8035
1 [P62495_CHAIN_0]23264,048 40293,176 12724,604 1747,6922 24087,892 41627,125 11261,031
1 [P62495_CHAIN_0]12280,895 21289,301 6725,3832 1240,8967 12715,393 21994,797 5938,558
1 [P62495_CHAIN_0]26685,564 36305,813 12620,795 3430,6452 27842,247 37106,335 11322,214

1 [P42704_CHAIN_0]8989,9539 17027,92 3347,3638 665,19121 9275,994 17710,998 2568,9319
1 [P42704_CHAIN_0]120736,43 190497,94 62790,344 12530,315 125409,83 196035,95 55911,77
1 [P42704_CHAIN_0]18698,524 29372,393 8511,5389 1297,302 19424,314 30258,818 7385,132

1 [O00203] 34656,884 83067,313 17790,16 3342,8621 35388,453 86937,846 14092,069
1 [O00203] 9124,3469 18982,598 4589,1605 1026,1612 9378,9089 19773,495 3776,2252



1 [O00203] 70900,458 106269,17 27098,375 6970,403 73758,785 109389,7 22634,617

1 [P51659_CHAIN_0]265992,68 374006,38 112217,16 47244,024 277252,89 383399,63 96894,473
1 [P51659_CHAIN_0]5043,6465 11075,837 2987,4547 548,14558 5172,1301 11545,087 2539,6246
1 [P51659_CHAIN_0]46338,003 90122,781 23261,858 4379,4035 47765,682 93637,623 19545,378
1 [P51659_CHAIN_0]28064,775 60082,324 17041,275 4224,4509 28813,221 62556,154 14625,63

2 [P35637_ISOFORM_Short, Q92804]268922,37 332224,94 108109,06 43861,726 281289,19 338217,92 95134,472
1 [P35637_ISOFORM_Short]401813,16 335807,15 247800,32 128042,21 423796,21 329117,64 242306,49
1 [P35637_ISOFORM_Short]574080,13 508087,27 398158,41 194235,85 604908,06 499369,63 391629,23
1 [P35637_ISOFORM_Short]231351,42 229393,06 153142,62 78260,505 243240,99 228090,01 148439,49
1 [P35637_ISOFORM_Short]424528,47 420221,4 253478,04 153061,43 446343,28 418667,78 242286,98
1 [P35637_ISOFORM_Short]1261231,8 1070942,8 647779,74 372001,97 1329786,7 1055506,5 620433,53
1 [P35637_ISOFORM_Short]3212950,5 2872480 1641514,3 883460,4 3384487,4 2844979,6 1565204,8

1 [P52907_CHAIN_0]39156,137 72686,484 22373,396 4705,0799 40438,792 75290,955 19615,951
1 [P52907_CHAIN_0]41742,32 59190,66 16141,345 4001,9235 43497,764 60751,482 13736,672
1 [P52907_CHAIN_0]67410,027 74591,313 22375,114 8178,9249 70693,549 75550,38 19392,588
1 [P52907_CHAIN_0]24177,587 44484,727 15234,805 3059,171 24979,02 46015,135 13662,769

1 [P60866_CHAIN_0]43992,962 84992,414 25508,06 6969,3736 45362,819 88173,417 22165,857
1 [P60866_CHAIN_0]122446,74 228976,55 59645,358 12579,035 126415,15 237589,31 50190,183
1 [P60866_CHAIN_0]71495,619 104763,04 29846,556 10513,438 74431,066 107636,75 25541,053
1 [P60866_CHAIN_0]150738,93 225084,95 55664,354 17393,951 156832,91 231715,03 45959,072
1 [P60866_CHAIN_0]260633,48 444513,91 115926,82 25085,626 269994,28 459770,11 97585,869
1 [P60866_CHAIN_0]81368,713 139701,94 35166,594 8082,7613 84270,553 144572,35 29292,013

1 [Q9UBG0_CHAIN_0]31244,946 46791,906 15949,76 4342,1858 32508,003 48034,285 14249,882
1 [Q9UBG0_CHAIN_0]20564,107 55252,422 14193,401 4998,3864 20872,423 57909,404 11798,665
1 [Q9UBG0_CHAIN_0]29683,501 55398,883 20529,535 6524,6625 30651,772 57282,011 18578,285
1 [Q9UBG0_CHAIN_0]6513,2033 22643,125 5540,9388 2357,54 6501,0425 23862,852 4521,5323
1 [Q9UBG0_CHAIN_0]6029,4562 20371,988 5110,0634 1897,188 6030,8484 21454,486 4212,76
1 [Q9UBG0_CHAIN_0]2341,0209 8127,0771 2073,6604 785,6551 2336,9496 8561,8867 1717,1608
1 [Q9UBG0_CHAIN_0]12177,575 24542,992 7480,9638 3322,0928 12535,191 25491,608 6467,803
1 [Q9UBG0_CHAIN_0]1091,7901 3291,5065 909,68938 289,32644 1100,5685 3456,1906 772,32309

1 [Q96AE4_CHAIN_0]69929,893 155270,69 68712,168 20274,879 71692,227 161031,52 64029,905
1 [Q96AE4_CHAIN_0]31275,814 72819,82 36026,605 10924,026 31994,9 75495,446 34070,693
1 [Q96AE4_CHAIN_0]51655,466 138068,22 77403,309 23126,702 52472,302 143333,61 74305,401
1 [Q96AE4_CHAIN_0]147564,24 277438,94 140967,7 40363,559 152359,05 285704,13 133905,73

1 [Q9UMS4_CHAIN_0]28349,285 42263,023 13000,714 2338,6748 29498,479 43422,184 11421,749
1 [Q9UMS4_CHAIN_0]94019,111 120303,3 33173,48 4445,582 98250,587 122878,6 28487,283
1 [Q9UMS4_CHAIN_0]87490,923 107726,39 27514,452 5044,1626 91517,151 109893,57 23102,211
1 [Q9UMS4_CHAIN_0]103858,06 131273,32 29061,88 7934,3344 108562,24 134234,86 23247,99
1 [Q9UMS4_CHAIN_0]45997,787 59635,246 14606,309 2799,5993 48050,222 61010,263 12110,179

1 [P16615_ISOFORM_2]132161,14 243627,47 70686,142 18262,661 136523,94 252438,54 60994,386
1 [P16615_ISOFORM_2]65031,316 93905,344 31978,972 14414,349 67734,209 96252,73 28322,558
1 [P16615_ISOFORM_2]108081,74 194471,27 45261,029 10917,796 111744 201700,92 36795,964

1 [P61604_CHAIN_0]587620,06 583775,17 380212,02 129755,17 617789,3 580825 370476,19



1 [P61604_CHAIN_0]429237,19 442206,25 273798,61 89995,135 450933,39 441441,31 265625,84
1 [P61604_CHAIN_0]97788,188 79495,821 58008,339 20486,879 103184,58 77761,502 57083,141
1 [P61604_CHAIN_0]1638068,6 1538321,2 980584,03 352487,41 1724030,8 1525535,5 952898,71
1 [P61604_CHAIN_0]320972,7 456490,22 167662,16 49393,994 334469,96 467192,76 151759,84
1 [P61604_CHAIN_0]68752,794 82495,219 50765,328 16261,245 71981,832 83083,368 49222,546
1 [P61604_CHAIN_0]845585,71 918807,38 447055,96 149848,69 887243,16 924104,88 421894,47

1 [P48047_CHAIN_0]75310,058 127153,77 27608,091 4747,9621 78038,757 131649,18 22024,543
1 [P48047_CHAIN_0]97037,648 114815,3 35639,837 5747,1724 101606,74 116679,25 31430,21
1 [P48047_CHAIN_0]38244,338 41906,41 13313,644 2234,2072 40116,471 42396,922 11799,624
1 [P48047_CHAIN_0]103215,8 144345,41 33254,312 5105,5027 107595,48 148258,25 27105,665

1 [P61158_CHAIN_0]41054,589 55241,125 22697,418 6877,5505 42849,389 56317,541 20929,383
1 [P61158_CHAIN_0]81297,352 103939,27 43056,557 10561,905 84967,344 105694,86 39866,109
1 [P61158_CHAIN_0]71258,261 96421,109 41270,726 11665,166 74363,111 98271,806 38330,623
1 [P61158_CHAIN_0]29733,172 55982,203 17601,352 4110,8698 30690,625 58003,274 15485,479
1 [P61158_CHAIN_0]89339,951 138076,3 41134,961 5605,6135 92856,62 142115,08 35952,711
1 [P61158_CHAIN_0]53380,824 92852,367 28860,672 4085,6356 55262,436 95955,933 25448,295

1 [P99999_CHAIN_0]82455,525 129251,66 57579,999 9488,9836 85674,833 132489,78 54065,598
1 [P99999_CHAIN_0]10290,772 15812,938 7553,8872 1140,1398 10699,626 16179,658 7165,7372
1 [P99999_CHAIN_0]88242,635 119544,31 50702,906 11803,234 92084,24 121859,98 47135,177
1 [P99999_CHAIN_0]85602,027 123075,3 51300,624 11401,074 89177,343 125822,4 47580,743

1 [P15259_CHAIN_0]19435,363 42045,801 14440,066 2785,7639 19945,974 43708,472 12957,202
1 [P15259_CHAIN_0]29412,013 62919,898 20184,973 3619,4155 30198,893 65433,193 17876,508
1 [P15259_CHAIN_0]119892,62 277820,31 83795,631 16168,003 122642,76 289725,48 73155,493
1 [P15259_CHAIN_0]35347,96 56005,645 18046,972 4091,2436 36710,956 57656,705 15973,97
1 [P15259_CHAIN_0]34193,123 47538,633 19961,864 4913,8705 35655,777 48523,216 18516,32
1 [P15259_CHAIN_0]106008,1 199853,98 59268,694 12273,032 109413,9 207193 51534,041

4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]82500,889 141584,25 43163,82 7937,039 85449,268 146274,1 37821,143
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]160537,73 337016,25 110682,77 16852,287 164970,86 350203,5 98636,211
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]127991,53 191676,92 55432,544 10887,652 133159,18 197085,63 47976,939
5 [Q9H0U4, P61026, P61106_CHAIN_0, P61006_CHAIN_0, Q15286]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97
1 [P61006_CHAIN_0]28615,547 65039,516 14664,339 3411,2998 29295,779 67952,162 11795,3

1 [P26640] 22446,647 63583,328 17115,962 2894,2591 22713,94 66692,49 14544,099
1 [P26640] 11909,079 25105,395 5049,9823 816,72296 12233,655 26194,396 3916,6203
1 [P26640] 87408,155 190864,14 49764,711 12453,803 89656,797 198975,35 41781,551

1 [P40429_CHAIN_0]323066,86 657634,56 176708,16 50034,517 332400,42 684019,99 149343,2
1 [P40429_CHAIN_0]42241,114 72445,758 20531,288 6763,6696 43750,684 74894,71 17557,034
1 [P40429_CHAIN_0]656503,17 1020984,4 261615,7 49992,465 682182,34 1052491,1 219528,52
1 [P40429_CHAIN_0]669632,42 888701,69 307904,62 52704,711 699131,85 907278,54 277407,34
1 [P40429_CHAIN_0]193540,38 325490,31 105632,05 25566,507 200602,79 335819,1 93550,023
1 [P40429_CHAIN_0]56162,428 108863,35 25257,477 4079,8283 57898,793 113188,92 20594,01
1 [P40429_CHAIN_0]936231,03 1169072,8 479849,71 161924,47 979084,1 1187582,7 441781,54

1 [Q02818_CHAIN_0]58573,492 120481,07 44816,456 22348,841 60247,061 124953,59 40226,052
1 [Q02818_CHAIN_0]26727,947 57819,277 25677,089 13940,565 27433,924 59919,163 23666,058
1 [Q02818_CHAIN_0]26730,572 58137,922 23816,204 11415,318 27428,706 60322,929 21746,413



1 [Q02818_CHAIN_0]38763,266 67029,18 33032,891 19387,61 40145,865 68863,255 30833,772

1 [P08648_CHAIN_1]25193,709 50541,172 25563,972 6066,5234 25945,118 52157,8 24321,336
1 [P08648_CHAIN_1]64875,625 127357,19 51105,58 11969,71 66861,015 131773,11 47057,609
1 [P08648_CHAIN_1]54749,707 87682,776 33793,087 8473,1138 56844,453 90126,255 30899,295
1 [P08648_CHAIN_1]58594,985 98564,044 34058,787 9592,8554 60734,036 101625,82 30485,517

1 [Q92520_CHAIN_0]6181,4769 14225,287 3130,8837 909,50997 6324,6232 14869,765 2490,12
1 [Q92520_CHAIN_0]15615,745 38156,117 8667,7029 2671,0596 15930,163 39937,501 6959,1759
1 [Q92520_CHAIN_0]23720,948 48997,641 14760,206 4238,7114 24392,127 50934,187 12825,992
1 [Q92520_CHAIN_0]8633,0641 17975,645 6194,5499 1641,2901 8874,7859 18665,27 5543,3014
1 [Q92520_CHAIN_0]11463,787 20833,828 6867,5393 1909,4007 11849,11 21550,4 6089,6035
1 [Q92520_CHAIN_0]10428,867 17614,328 4781,2345 1965,0427 10807,214 18206,574 4027,6735

1 [P62879_CHAIN_0]23313,58 62244,456 12890,984 4016,1869 23669,555 65328,386 10015,928
1 [P62879_CHAIN_0]153993,98 261248,56 60672,451 10150,424 159549,61 270403,8 49497,442
2 [P62873_CHAIN_0, P62879_CHAIN_0]38152,247 139069,52 27282,576 3207,5399 37939,525 146894,94 20966,898
2 [P62873_CHAIN_0, P62879_CHAIN_0]25574,609 88586,367 16959,604 2455,0008 25530,748 93503,821 12887,152
2 [P62873_CHAIN_0, P62879_CHAIN_0]29367,196 87861,477 23925,74 10411,738 29617,438 92255,37 20114,853
2 [P62873_CHAIN_0, P62879_CHAIN_0]23165,799 87219,461 17369,396 2396,8605 22977,49 92167,492 13411,376
2 [P62873_CHAIN_0, P62879_CHAIN_0]18228,887 34944,172 10602,696 4333,7612 18802,383 36239,605 9174,6244

1 [O95302_CHAIN_0]84826,402 320232,53 76916,544 21676,018 84126,917 337990,9 62876,995
1 [O95302_CHAIN_0]33388,287 88604,969 26386,336 7008,8673 33914,748 92721,933 22879,17
1 [O95302_CHAIN_0]92298,676 266624,13 80672,507 26422,079 93293,169 279492,7 69979,026
1 [O95302_CHAIN_0]54325,778 162862,77 39856,215 12099,204 54778,809 171158,52 32744,271
1 [O95302_CHAIN_0]34112,858 87791,563 20504,292 6630,5113 34705,364 91987,825 16594,518
1 [O95302_CHAIN_0]19367,216 59344,547 13062,874 3701,1907 19500,41 62441,816 10384,863

2 [P08107_CHAIN_0, P17066]118620,86 193842,93 110910,95 12827,423 123100,55 198223,87 107652,21
2 [P11142_CHAIN_0, P17066]76678,125 60244,932 23163,883 4409,0132 80940,122 59438,633 21287,158
2 [P11142_CHAIN_0, P17066]29083,632 38917,437 14464,057 2434,8216 30358,705 39714,497 13200,931
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]292485,47 385919,53 160695,99 39658,933 305435,58 393007,4 148883,96
4 [P11142_CHAIN_0, P08107_CHAIN_0, P34931, P17066]130441,7 604609 106496,38 64842,367 126948,73 641289,24 75827,47

1 [P38919_CHAIN_0]88495,771 175556,91 53229,348 10913,386 91154,071 182260,32 46515,818
1 [P38919_CHAIN_0]89597,713 112845,15 29791,203 7415,1421 93667,69 115214,88 25151,812
1 [P38919_CHAIN_0]62599,256 100141,63 26752,681 7524,9513 64989,091 103311,19 22596,173
2 [P60842, P38919_CHAIN_0]49742,966 82555,5 28240,77 4802,3916 51582,472 85086,245 25365,38

1 [P18206_ISOFORM_1]3908,1687 12823,742 3357,0146 1431,9697 3917,2826 13493,477 2793,2787
1 [P18206_ISOFORM_1]3602,8972 11252,211 2984,7375 1226,6869 3623,4699 11827,54 2494,7361
1 [P18206_ISOFORM_1]9418,5718 27601,043 7940,4383 2841,4042 9511,4124 28955,214 6795,9093
1 [P18206_ISOFORM_1]11017,517 30930,912 8617,3177 3144,3423 11154,811 32428,103 7314,6623
1 [P18206_ISOFORM_1]5353,4759 16990,648 4664,5973 1906,4337 5378,3664 17859,815 3934,8223
1 [P18206_ISOFORM_1]5899,3545 14268,242 4077,0262 1643,8475 6021,7969 14903,613 3477,0561
1 [P18206_ISOFORM_1]1007,1599 2409,4392 897,50407 255,94997 1028,7627 2509,2555 813,80845
1 [P18206_ISOFORM_1]2992,1939 8198,9824 2320,1772 1021,3046 3033,7937 8590,1576 1969,7444
1 [P18206_ISOFORM_1]60062,204 146201,06 55313,371 16529,622 61297,646 152297,18 50258,413
1 [P18206_ISOFORM_1]57734,923 112777,16 38025,063 11714,858 59509,05 116903,9 33816,188

1 [P46459] 45512,399 67054,886 20534,645 5049,1528 47374,185 68863,363 17965,094



1 [P46459] 13483,078 28524,359 6252,7332 1202,684 13848,729 29748,077 4994,1834
1 [P46459] 59182,899 122203,45 30425,115 6117,8526 60854,301 127238,06 25283,715

1 [Q99584] 86813,742 71117,372 33861,224 23091,036 91581,461 70193,905 31388,917
1 [Q99584] 294866,31 261666,14 109986,61 67872,508 310624,8 260300,94 100428,07
1 [Q99584] 1141500,6 950025,61 456506,51 267210,25 1203877,7 938704,35 425566,18
1 [Q99584] 466165,25 321997,21 130677,84 76777,57 493020,15 313890,13 118979,39
1 [Q99584] 2335769,5 1958731,4 840614,8 515140,44 2463029,8 1939771,6 770318,57
1 [Q99584] 700822,31 581155,85 265569,43 167043,23 739154,44 574513,32 245399,76
1 [Q99584] 139422,63 209815,48 73403,983 19386,773 145038,26 215368,51 65934,699

1 [Q96N66] 102841,83 184254,34 71722,734 17199,583 106361,93 190142,99 65707,426
1 [Q96N66] 34298,362 44742,496 16762,453 3485,6377 35826,63 45599,834 15292,519
1 [Q96N66] 12802,726 24509,461 7504,4857 1400,6874 13206,263 25414,415 6578,9772

1 [P61160] 59257,14 88547,533 24075,993 3939,8587 61652,8 91087,296 20556,806
1 [P61160] 29550,032 23325,191 8997,5543 1687,6629 31190,233 23020,828 8273,9034
1 [P61160] 166675,07 291151,13 104084,17 31255,454 172532,65 300491,41 93671,379

1 [Q13492_ISOFORM_3]4502,0647 14543,104 2854,1418 1580,9145 4516,838 15329,062 2140,7738
1 [Q13492_ISOFORM_3]35388,887 80716,75 24535,478 4435,0627 36228,192 84134,037 21471,374
1 [Q13492_ISOFORM_3]49044,238 40559,934 39079,612 9608,4372 51742,341 39421,543 39399,085

1 [P12109] 61919,571 64437,863 24192,834 4576,8934 65025,617 64873,588 22116,696
1 [P12109] 46529,759 92921,703 30399,498 7758,3578 47915,758 96417,881 26937,614
1 [P12109] 56279,847 96723,414 36174,474 17204,249 58292,462 99718,233 32549,673

1 [P08708_CHAIN_0]141998,07 221041,58 46846,222 10752,956 147541,58 228188,65 36956,207
1 [P08708_CHAIN_0]74686,051 122600,24 33708,813 6079,1993 77471,398 126573,25 28828,797
1 [P08708_CHAIN_0]54228,661 75235,578 26812,415 12110,846 56548,62 76942,401 23956,706
1 [P08708_CHAIN_0]47562,455 74607,602 27434,337 13404,991 49414,559 76668,627 24600,995
1 [P08708_CHAIN_0]21271,081 29827,951 11074,985 5787,6823 22174,627 30504,976 9935,4356
1 [P08708_CHAIN_0]42652,33 63802,539 23261,745 11804,357 44379,023 65445,685 20810,926
1 [P08708_CHAIN_0]9013,674 13633,695 5428,4989 2567,073 9375,6745 13976,383 4939,2375
1 [P08708_CHAIN_0]21132,784 32677,367 12035,906 5362,5596 21965,747 33560,162 10818,885
1 [P08708_CHAIN_0]18578,958 27181,682 10046,729 4872,0037 19344,142 27851,283 9020,8468
1 [P08708_CHAIN_0]449213,08 771513,56 217374,48 44505,675 465242,69 797669,54 186784,66
1 [P08708_CHAIN_0]342109,55 615265,5 162722,37 34780,018 353720,45 637495,42 137487,95

1 [P32969] 242707,4 474489,28 158430,37 29173,974 250156,22 491910,58 141465,66
1 [P32969] 94397,714 167320,63 60040,116 12346,74 97663,836 172768,25 54314,153
1 [P32969] 40651,001 93396,922 21523,289 5306,833 41596,244 97592,572 17422,223
1 [P32969] 49175,62 58657,703 19678,541 6875,6191 51481,956 59588,608 17474,711
1 [P32969] 126510,29 167286,28 51127,882 22749,738 132092,02 170977,97 44289,713

1 [Q14444_ISOFORM_2]258861,23 229707,31 132245,86 52551,788 272718,72 227349,9 127004,65
1 [Q14444_ISOFORM_2]344313,28 360786,5 149263,99 45170,18 361541,28 362933,86 137894,76
1 [Q14444_ISOFORM_2]103772,95 85814,63 44342,755 17495,494 109457,31 84647,666 42083,126
1 [Q14444_ISOFORM_2]85561,25 66683,192 38070,998 16208,719 90336,452 65346,396 36497,561
1 [Q14444_ISOFORM_2]117529,32 97414,232 60209,496 25936,571 123968,81 95788,071 58169,394

1 [P51571_CHAIN_0]139970,17 277998,06 43572,914 7495,3618 144141,53 289941,16 30116,393



1 [P51571_CHAIN_0]66608,484 105199,14 28877,286 5269,5598 69180,787 108449,18 24687,407
1 [P51571_CHAIN_0]21989,872 42393,594 7370,6526 1746,3576 22673,064 44150,41 5351,3707

1 [P60891_CHAIN_0]20379,533 42958,746 10221,817 2959,9068 20936,045 44771,188 8341,1577
1 [P60891_CHAIN_0]68379,53 142047,7 33218,197 6957,715 70291,051 147995,79 27076,665
1 [P60891_CHAIN_0]8882,516 22944,908 3853,1168 845,10944 9034,012 24092,352 2749,4206

1 [P61803_CHAIN_0]145201,56 226776,86 76135,768 37493,062 150872,14 233235,77 67086,232
1 [P61803_CHAIN_0]43121,957 62367,285 22203,24 5940,3075 44912,763 63898,627 20008,338
1 [P61803_CHAIN_0]40312,429 67044,523 21214,472 5117,4807 41799,094 69161,183 18689,502
1 [P61803_CHAIN_0]37465,189 58772,969 16248,942 3471,3039 38920,585 60569,02 13894,968

2 [P19105_CHAIN_0, P24844_CHAIN_0]116914,2 238599,77 49041,86 16403,466 120269,22 248679,95 37986,542
2 [P19105_CHAIN_0, P24844_CHAIN_0]47988,246 111627,84 36296,691 19281,909 49081,561 116340,66 31679,369
2 [P19105_CHAIN_0, P24844_CHAIN_0]140544,32 354530,38 104463,69 51089,084 143152,21 370602,07 89357,619
1 [P24844_CHAIN_0]46662,138 77043,759 25780,553 10084,482 48395,796 79410,09 22809,99

1 [Q01105_ISOFORM_2]987918,5 1051065,5 884761,23 342168,28 1037302 1043748,9 878419,07
1 [Q01105_ISOFORM_2]35611,305 39287,129 33420,187 10370,113 37362,352 39085,547 33313,486
1 [Q01105_ISOFORM_2]121842,95 183298,23 89350,764 29699,002 126768,03 187332,03 84286,807
1 [Q01105_ISOFORM_2]54360,849 82531,258 43953,064 20685,981 56544,653 84260,249 41653,706
1 [Q01105_ISOFORM_2]58146,895 102727,66 56758,804 22135,917 60178,703 105418,38 54202,653
1 [Q01105_ISOFORM_2]392673,5 436392,78 292559,01 86776,602 411864,38 436881,15 286321,26

1 [P62829] 190572,84 376785,06 105044,68 30200,575 196318,51 391430,91 89610,94
1 [P62829] 17139,913 32156,438 8305,6757 1753,356 17693,128 33371,824 6972,6886
1 [P62829] 204258,94 417545,84 104035,53 15669,246 210117,46 434614,44 86703,255
1 [P62829] 42924,295 83478,484 20545,499 3885,9375 44246,258 86766,452 17030,513
1 [P62829] 12725,113 22185,291 6294,063 1276,9039 13172,188 22948,254 5417,7465
1 [P62829] 178646,24 200194,08 43295,659 14008,452 187283,71 203454,27 34293,889
1 [P62829] 79144,379 145277,95 35921,142 8871,9473 81766,177 150712,26 29732,496

1 [P47897_CHAIN_0]36901,553 50076,95 11415,003 2190,101 38499,91 51368,837 9255,6508
1 [P47897_CHAIN_0]15922,439 25868,352 8965,1051 1804,759 16523,174 26636,28 8060,903
1 [P47897_CHAIN_0]11770,525 17167,197 4581,9917 820,95151 12255,31 17644,434 3890,802

1 [Q5SSJ5_CHAIN_0]14358,397 18413,518 5487,6647 6667,237 15003,983 18797,735 4544,8575
1 [Q5SSJ5_CHAIN_0]12167,142 16491,402 4421,7246 7015,8876 12694,976 16895,802 3491,9778
1 [Q5SSJ5_CHAIN_0]39623,127 84094,688 19438,596 5764,7054 40692,57 87678,443 15712,404

1 [P31930_CHAIN_0]93458,822 133214,98 37624,612 8520,2905 97375,298 136716,63 32336,356
1 [P31930_CHAIN_0]117895,04 160241,2 41908,278 9296,9924 122999,63 164213,04 35328,779
1 [P31930_CHAIN_0]174431,56 255438,5 84348,183 26344,995 181604,14 262063,48 74742,934

1 [P09211_CHAIN_0]4542,5014 16299,165 5066,521 790,32249 4523,9038 17151,31 4457,5986
1 [P09211_CHAIN_0]32677,667 102756,99 21767,497 3603,3397 32845,805 108201,57 17182,331
1 [P09211_CHAIN_0]15741,961 31711,127 8031,8647 1495,5699 16203,543 32988,663 6713,1107

1 [P49591] 27838,277 59044,266 18516,643 3348,098 28593,608 61401,369 16318,895
1 [P49591] 93083,009 100049,36 30141,645 10101,212 97679,942 101161,65 26192,78
1 [P49591] 16127,768 28954,342 9043,9234 2037,2424 16677,1 29953,846 7949,7174



1 [Q13151] 63781,747 128144,71 49341,981 29927,809 65669,955 132754,39 44329,681
1 [Q13151] 7760,0266 13980,213 7046,3027 2372,9853 8025,0308 14377,981 6671,7277
1 [Q13151] 10578,368 15308,933 7404,546 2703,4561 11018,73 15622,159 6967,9324
1 [Q13151] 25740,064 68984,172 16113,8 4248,5897 26128,69 72348,993 13081,745
1 [Q13151] 33011,16 46471,555 15626,275 4522,2342 34408,527 47586,364 13914,683

1 [O00567] 110990,65 152698,86 34850,336 6328,9465 115753,76 156734,31 28282,175
1 [O00567] 100914,27 97356,951 29141,35 8353,6556 106134,33 97787,11 25361,857
1 [O00567] 166543,3 211932,23 58475,621 10941,699 174063,79 216410,31 50090,171

1 [Q9Y6C9_CHAIN_0]270764,64 369555,72 111360,34 19089,797 282464,87 378310,43 97459,37
1 [Q9Y6C9_CHAIN_0]275922,63 378686,91 110309,7 18625,33 287798,78 387878,51 95800,227
1 [Q9Y6C9_CHAIN_0]36511,675 44535,453 12799,829 2250,6672 38201,789 45363,48 11082,753
1 [Q9Y6C9_CHAIN_0]309844,68 364303,63 105508,57 21886,27 324478,12 370340,13 91392,768

1 [Q9H299] 71671,638 132390 71233,683 36815,102 74052,906 136129,33 67424,764
1 [Q9H299] 52415,929 95872,758 33014,19 12518,04 54165,57 99146,846 29385,443
1 [Q9H299] 128583,69 198876,31 113253,02 55688,405 133676,55 202959,5 108042,23
1 [Q9H299] 4146,2082 7897,6007 4024,1732 1973,5419 4278,7725 8136,1493 3788,4146

1 [P06756_ISOFORM_2]9523,7609 40751,082 9264,3319 2426,9415 9342,5768 43108,718 7448,4764
1 [P06756_ISOFORM_2]61522,195 54359,962 29454,935 8401,1676 64819,388 53844,135 28242,196
1 [P06756_ISOFORM_2]29199,095 76900,367 16679,319 4766,13 29668,002 80660,76 13196,368

1 [Q9NSD9] 19447,642 34108,344 11412,988 3891,8002 20127,692 35232,892 10120,844
1 [Q9NSD9] 15458,803 22335,26 5797,2466 824,44218 16099,892 22952,211 4895,6022
1 [Q9NSD9] 104929,99 177897,05 54062,128 10005,111 108726,2 183714,48 47335,85

1 [O43175_CHAIN_0]6845,9081 15374,388 4674,2273 983,10999 7013,3806 16018,59 4084,848
1 [O43175_CHAIN_0]27878,104 55155,551 17094,933 3162,4542 28718,933 57244,72 15026,938
1 [O43175_CHAIN_0]15657,905 31280,514 9772,7609 1569,0596 16123,785 32472,503 8615,5944
1 [O43175_CHAIN_0]40130,746 81860,203 25104,469 3854,9597 41288,533 85048,63 22048,313
1 [O43175_CHAIN_0]17286,18 29549,502 9854,2434 1518,367 17906,966 30496,549 8812,6948
1 [O43175_CHAIN_0]50202,019 72511,563 22699,056 4308,5819 52286,887 74388,197 20010,802

1 [O75694_ISOFORM_2]16607,875 21461,25 7119,2509 1318,3102 17351,628 21892,31 6356,1936
1 [O75694_ISOFORM_2]5868,1564 6806,2212 2026,8269 345,63653 6147,323 6912,1299 1770,3805
1 [O75694_ISOFORM_2]28266,77 39759,297 12663,043 2726,2312 29463,565 40734,22 11191,67

1 [P60953_CHAIN_0]116950,8 135331,94 25091,82
1 [P60953_CHAIN_0]14255,02 32606,297 7684,3884 1979,4883 14589,69 34061,552 6260,8441
1 [P60953_CHAIN_0]11508,644 28992,236 6161,8232 1353,9222 11721,501 30382,098 4858,4381
1 [P60953_CHAIN_0]8974,5606 24288,629 5922,4831 1224,2779 9105,1756 25470,838 4886,3744
1 [P60953_CHAIN_0]5944,8819 13416,68 3617,6013 1126,4783 6088,6133 13995,731 3054,8461
1 [P60953_CHAIN_0]109433,52 332351,13 67501,004 12001,249 110245,95 349816,64 52429,836

1 [P33993_CHAIN_0]14030,984 26110,371 5920,7155 1572,0856 14487,871 27116,719 4766,4533
1 [P33993_CHAIN_0]9878,4867 19650,898 4275,0758 1195,5678 10172,988 20457,526 3390,4459
1 [P33993_CHAIN_0]7341,3311 11496,277 2822,0422 938,09325 7626,7194 11858,374 2322,0184
1 [P33993_CHAIN_0]21228,553 37448,68 7074,8159 1894,4225 21962,76 38867,554 5323,4087
1 [P33993_CHAIN_0]11935,108 21140,975 5551,1401 1768,3641 12347,044 21894,778 4656,3944



1 [Q15233] 100902,73 130824,91 35762,829 8843,8223 105407,29 133721,67 30467,091
1 [Q15233] 226562,16 279478,47 77754,94 16479,52 236981,38 284921,68 66669,453
1 [Q15233] 11229,558 25128,781 3980,6365 1168,2904 11503,834 26297,65 2744,4564

1 [Q15286] 82500,889 141584,25 43163,82 7937,039 85449,268 146274,1 37821,143
1 [Q15286] 160537,73 337016,25 110682,77 16852,287 164970,86 350203,5 98636,211
1 [Q15286] 127991,53 191676,92 55432,544 10887,652 133159,18 197085,63 47976,939
5 [Q9H0U4, P61026, P61106_CHAIN_0, P61006_CHAIN_0, Q15286]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97
1 [Q15286] 15687,773 31950,809 6743,0855 1630,6885 16139,458 33292,792 5301,1528

1 [P52292_CHAIN_0]31050,996 16240,841 6570,3504 1586,6504 32950,283 15352,203 6087,8459
1 [P52292_CHAIN_0]55882,418 31351,852 13494,926 1904,018 59256,032 29868,275 12672,46
1 [P52292_CHAIN_0]27641,082 16641,113 6462,5544 965,38962 29285,283 16004,968 5969,2524

1 [P30041_CHAIN_0]11360,509 18768,953 5332,6815 2170,401 11781,734 19376,533 4545,7561
1 [P30041_CHAIN_0]36172,106 92665,039 28146,481 4316,1734 36813,673 96872,314 24654,311
1 [P30041_CHAIN_0]68812,25 186228,16 39294,665 5481,0068 69809,907 195489,75 31031,292

1 [P36542_CHAIN_0]382447,97 535741,31 152364,87 35314,135 398675,58 549370,16 131145,46
1 [P36542_CHAIN_0]223940,7 330240,66 96636,654 23905,902 233092,18 339305,8 83664,443
1 [P36542_CHAIN_0]32004,998 42683,684 13539,267 2625,0727 33409,685 43626,416 11970,617
1 [P36542_CHAIN_0]74162,028 100056,72 38564,774 8749,9325 77396,892 102100,8 35318,901
1 [P36542_CHAIN_0]218055,36 258093,17 81448,573 17544,361 228321,6 262245,73 71892,542

1 [A1L0T0] 50168,739 72633,742 19514,407 5389,8673 52246,52 74625,737 16518,095
1 [A1L0T0] 24125,172 44083,781 11092,2 1518,8543 24928,766 45719,354 9280,3707
1 [A1L0T0] 1724,6604 3385,1191 593,51159 159,98318 1776,9597 3527,2318 431,73879

1 [P05023_CHAIN_0]54539,278 98169,406 32349,327 8154,346 56392,62 101512,86 28719,912
1 [P05023_CHAIN_0]133773,81 250530,77 80251,443 17969,281 138111,02 259481,95 70920,172
1 [P05023_CHAIN_0]117044,46 217966,14 57183,326 16752,721 120857,37 226121,72 48009,774

1 [P29590_ISOFORM_PML-9]23245,847 32724,445 11196,812 3023,6406 24229,971 33503,183 10013,873
1 [P29590_ISOFORM_PML-9]102894,26 154089,16 54272,061 17073,898 107054,89 158124,18 48694,003
1 [P29590_ISOFORM_PML-9]1049,7653 3493,6604 710,69184 190,08655 1051,0363 3683,6384 549,45522

1 [P30086_CHAIN_0]48123,13 95133,82 26038,214 10705,667 49573,931 98847,726 21969,898
1 [P30086_CHAIN_0]64790,389 128724,89 40027,798 15794,812 66733,08 133615,66 34848,55
1 [P30086_CHAIN_0]232108,44 521455,94 137549,78 34142,625 237768,93 543991,31 115851,35
1 [P30086_CHAIN_0]29326,927 60153,164 15588,451 4637,047 30164,124 62599,497 13036,635

1 [P06748_ISOFORM_2]190027,65 235360,81 75698,142 27413,373 198753,01 239665,55 66592,603
1 [P06748_ISOFORM_2]44532,922 34284,829 27385,689 21465,511 47032,218 33312,663 26634,118
1 [P06748_ISOFORM_2]40327,629 30207,221 24283,3 20002,105 42608,624 29276,437 23587,995
1 [P06748_ISOFORM_2]4576943,5 3272604,4 1647632,2 656031,58 4838460,5 3190069,4 1559350,9

1 [P02768_ISOFORM_2]49455,274 109717,38 28920,717 27274,351 50690,856 114424,61 23487,971
1 [P02768_ISOFORM_2]348101,97 767241,75 217414,08 271209,51 356915,5 799540,15 177165,71
1 [P02768_ISOFORM_2]68463,116 154932,38 36665,139 50417,749 70105,931 161804,73 28145,319

4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]161857,69 327951,88 117754,95 25383,247 166585,44 340101,77 106454,3
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17331,97 42488,875 13986,94 3246,2065 17680,765 44335,72 12418,334



4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]374942,26 985718,38 313352,7 67796,007 381064,95 1030651,9 276359,6
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]79175,538 162033,38 56059,267 13864,788 81452,618 168155,96 50248,542
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]40150,962 105845,82 34122,592 7792,3713 40800,761 110662,48 30165,92
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]181306,25 305822,41 113912,04 20782,076 187912,4 315085,45 103868,47
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]5050,6447 11932,093 4021,4808 976,54269 5161,9051 12436,051 3585,8903
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]10281,669 22831,688 7389,229 1685,6517 10538,985 23766,561 6540,1139
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]206607,44 445348,88 121146,37 22938,286 212049,43 463941,63 103187,82
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]19130,251 29969,615 11579,75 3823,6273 19876,379 30777,486 10553,591
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]17825,365 29065,428 11240,433 3030,8269 18496,401 29894,78 10274,228
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]143322,17 313643,19 111752,39 25221,599 147013,94 326021,62 100818,88
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]48798,28 83598,586 26060,965 6321,984 50545,699 86343,99 22881,8
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]28937,502 67741,461 22231,776 4448,0805 29587,833 70604,95 19758,674
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]42474,388 95235,047 35559,846 10193,587 43520,942 99007,931 32258,941
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]25250,18 45418,703 14748,901 4816,5985 26108,741 46971,76 13007,364
4 [P63104, P62258_ISOFORM_SV, P27348, P31947_ISOFORM_2]270648,98 438252,41 204835,35 63037,342 280925,22 449496,03 192341,01
1 [P31947_ISOFORM_2]109813,35 273588,97 116957,69 23522,263 111947,35 284723,64 108886,79
1 [P31947_ISOFORM_2]55793,807 130941,3 56791,218 11616,593 57049,564 136038,06 52982,488

1 [Q13247_ISOFORM_SRP55-3]345363,82 326768,4 106166,1 52779,55 363370,69 327522,99 93089,353
2 [Q13247_ISOFORM_SRP55-3, Q13243_ISOFORM_SRP40-4]381935,69 393521 149404,96 74351,121 401179,31 395896,69 134862,51
2 [Q13247_ISOFORM_SRP55-3, Q13243_ISOFORM_SRP40-4]210235,88 225681,17 85063,435 37487,733 220635,54 227622,85 76883,896
1 [Q13247_ISOFORM_SRP55-3]132101,28 133952,91 53490,948 29580,139 138804,59 134543,95 48569,562

1 [P62910] 9812,3837 18066,441 3855,4548 634,00557 10135,876 18763,861 3057,2678
1 [P62910] 29024,406 45045,207 13377,664 2859,0648 30162,864 46372,104 11639,082
1 [P62910] 125486,24 234251,86 61142,309 19330,887 129561,91 243046,56 51200,694

1 [P17813_CHAIN_0]231598,28 470262,72 155254,68 60501,319 238332,9 488162,45 136925,43
1 [P17813_CHAIN_0]86948,594 217655,28 44750,085 12162,905 88585,282 228103,87 34759,329
1 [P17813_CHAIN_0]76041,736 200152,48 46582,575 13197,953 77267,39 209834,47 37736,045
1 [P17813_CHAIN_0]21050,003 64938,863 13325,685 5746,0345 21184,792 68368,968 10244,625

1 [P36871_CHAIN_0]32651,863 121007,12 26144,162 5512,2036 32428,912 127773,51 20722,446
1 [P36871_CHAIN_0]8560,3709 24338,064 5469,3858 1198,5894 8659,7002 25565,281 4394,6772
1 [P36871_CHAIN_0]28710,21 73873,492 18179,366 2999,4492 29209,784 77373,589 15074,538

1 [Q9NYL9] 221972,59 311498,56 131700,79 95763,289 231406,75 318067,02 119556,12
1 [Q9NYL9] 94897,642 102341,86 51558,161 33885,685 99590,169 102833,21 48155,507
1 [Q9NYL9] 70779,97 98008,313 40602,488 7826,8989 73815,746 100037,4 37678,012

1 [Q13263_ISOFORM_2]11659,507 48702,063 12212,373 2750,3528 11463,766 51465,032 10140,047
1 [Q13263_ISOFORM_2]34773,878 102561,44 33128,175 7671,0639 35105,009 107489,57 29288,404
1 [Q13263_ISOFORM_2]244231,26 518414,19 222582,73 95215,318 250887,7 537191,3 205232,93

1 [P46977] 63807,192 107842,71 34465,643 8531,8781 66123,856 111302,37 30417,008
1 [P46977] 86735,17 144948,22 40571,319 7774,1265 89915,61 149721,92 34831,508
1 [P46977] 299885,53 630320,94 122030,1 26593,83 308095,46 657761,78 92933,833

1 [Q15185] 30087,123 32234,204 14530,188 4721,0621 31578,313 32430,486 13579,153
1 [Q15185] 59241,172 97307,977 37258,714 11163,606 61455,958 100124,64 33949,745
1 [Q15185] 40728,257 73585,164 22136,028 6194,7889 42105,059 76169,542 19243,287



1 [P51114_ISOFORM_3]2967,1239 4199,2998 1328,4326 314,60722 3092,1945 4303,7359 1171,1341
1 [P51114_ISOFORM_3]107450,19 164411,89 63980,12 27479,685 111724,53 168671,2 58109,912

1 [P08729_CHAIN_0]196026,93 349824,5 229115,34 58922,012 202825,75 357948,7 223975,5
3 [P35908, P13647, P08729_CHAIN_0]405655,88 235232,8 129998,88 55128,792 430001,48 224046,3 124339,86
2 [P08670_CHAIN_0, P08729_CHAIN_0]35412,555 21975,646 12709,714 7563,6802 37507,775 21070,942 12118,523
2 [P08670_CHAIN_0, P08729_CHAIN_0]24991,252 44469,391 20353,672 14232,334 25855,066 45783,276 18710,065

3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]63120,929 155536,11 26952,613 5595,8545 64358,647 163102,01 19547,319
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]19788,925 52391,961 14130,841 3935,9814 20102,633 54871 11948,765
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]142576,77 429154,75 97791,13 13774,63 143724,37 451281,78 79253,983
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]41677,782 120816,21 31551,238 4549,5003 42114,689 126817,26 26626,522
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]9442,5612 29747,816 7529,5711 1195,1567 9490,7619 31285,352 6293,5344
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]21035,489 62385,207 15662,19 2819,6452 21225,603 65535,353 13048,042
3 [P15311_CHAIN_0, P26038_CHAIN_0, P35241]439528,52 455300,94 119534,64 21026,759 461588 459914,72 101256,12

1 [Q9UNX3_CHAIN_0]85302,088 193497,69 47249,598 8402,5583 87340,356 202034,53 39078,412
1 [Q9UNX3_CHAIN_0]98093,641 201843,06 44879,28 10041,699 100875,5 210311,14 35961,865
1 [Q9UNX3_CHAIN_0]170112,57 347755,41 138562,01 22608,216 175024,89 360290,81 127854,97
1 [Q9UNX3_CHAIN_0]116217,18 193159,52 57571,996 8411,6821 120503,48 199366,64 50287,616

1 [P50402] 224464,57 226024,61 105610,29 59443,446 235898,25 226426,77 98121,772
1 [P50402] 179551,75 194260,64 90414,7 36582,199 188412,39 195465,63 84557,238
1 [P50402] 127729,9 156089,5 63019,096 23161,644 133647,94 158421,49 57790,114
1 [P50402] 160923,5 127228,46 56968,862 31245,832 169856,36 125333,76 52700,072

1 [P43304_ISOFORM_2]40656,168 51607,164 14841,392 3310,1168 42495,189 52671,768 12819,783
1 [P43304_ISOFORM_2]35049,712 58493,219 20874,28 5491,7618 36339,534 60271,154 18815,567
1 [P43304_ISOFORM_2]31033,041 64487,465 15717,758 2565,5395 31900,518 67167,673 13005,986
1 [P43304_ISOFORM_2]13673,262 27496,135 6527,3845 881,74411 14074,923 28616,425 5367,0065
1 [P43304_ISOFORM_2]23119,755 45101,41 11376,856 2065,7145 23829,013 46873,38 9501,2113

1 [Q13283_CHAIN_0]58896,926 89614,539 26463,814 9468,6896 61245,15 92186,489 22831,6
1 [Q13283_CHAIN_0]96627,016 123982,33 36006,992 15142,107 100969,7 126596,73 30866,71

1 [P18085_CHAIN_0]12956,971 44550,492 8361,4949 2069,4692 12941,694 47023,042 6264,2038
1 [P18085_CHAIN_0]221251,98 518352,22 116771,06 29995,836 226181,21 542002,73 93766,637
1 [P18085_CHAIN_0]81806,956 245440,63 58417,601 10824,914 82484,025 257998,52 47887,702
1 [P18085_CHAIN_0]37376,313 100327,63 25769,584 4178,5876 37938,768 105148,93 21632,261
1 [P18085_CHAIN_0]36245,696 96437,188 30572,553 4886,3684 36813,111 100863,37 27021,352

1 [P14923] 11979,654 36465,012 10283,668 1815,0198 12068,678 38289,87 8838,0557
1 [P14923] 13741,779 39818,48 8349,9186 2325,9865 13884,859 41862,522 6527,801
1 [P14923] 3041,4946 2755,6849 817,21249 336,80311 3202,621 2756,3449 705,55766

1 [P49411_CHAIN_0]242933,09 174718,5 84730,239 29667,579 256790,22 170506,27 79988,174
1 [P49411_CHAIN_0]58661,904 113842,53 35638,183 10861,82 60478,6 118072,76 31212,637

1 [Q92688_ISOFORM_2]81133,016 262749 72524,008 37901,138 81398,552 276284,63 60904,105
1 [Q92688_ISOFORM_2]88161,561 208768,72 48888,424 11067,825 90079,474 218294,01 39813,859
2 [Q92688_ISOFORM_2, P39687]57120,541 95549,539 34421,3 11107,917 59218,023 98452,331 30991,753



1 [P63092_ISOFORM_3]81491,867 181279,7 39541,836 10139,761 83512,269 189330,79 31414,227
2 [P04899_CHAIN_0, P63092_ISOFORM_3]87286,601 244996,64 51514,799 13852,042 88364,738 257394,54 40338,362
2 [P04899_CHAIN_0, P63092_ISOFORM_3]129117,43 410965,47 132249,33 34135,535 129705,22 431380,11 116662,84
2 [P04899_CHAIN_0, P63092_ISOFORM_3]127461,61 187987,69 67415,211 24081,68 132677,88 192749,13 60568,494
1 [P63092_ISOFORM_3]18686,688 43669,723 12446,816 2030,2155 19107,029 45574,554 10738,346
1 [P63092_ISOFORM_3]16075,687 35454,621 10063,323 1734,8614 16482,279 36944,929 8670,4364

1 [P31942_ISOFORM_6]88413,622 149730,14 99197,738 36665,884 91650,304 152886 96600,835
1 [P31942_ISOFORM_6]214862,45 307889,6 135682,41 42181,417 223863,1 314481 126374,42
1 [P31942_ISOFORM_6]45120,708 64508,889 38882,515 17663,968 47020,653 65546,429 37385,57

1 [P23528_CHAIN_0]9225,38 19875,814 5995,2925 1946,7911 9468,9581 20686,439 5200,942
1 [P23528_CHAIN_0]2860,4749 5286,8398 1872,909 720,62359 2954,8257 5467,6043 1675,6303
1 [P23528_CHAIN_0]6910,4136 14949,553 4965,4064 2016,4163 7091,857 15546,41 4380,4563
1 [P23528_CHAIN_0]19110,048 40348,098 14046,733 7491,9047 19633,345 41909,28 12431,694
1 [P23528_CHAIN_0]35751,054 61705,863 19888,382 8595,9905 37021,898 63729,073 17423,933

1 [P14866] 144791,13 290252,85 66836,352 20415,874 149062,57 302119,28 53943,9
1 [P14866] 68768,71 139616,64 34161,404 9935,6963 70761,173 145315,33 28114,166
1 [P14866] 20589,426 41834,16 11136,217 3547,8116 21185,851 43513,664 9371,4073

1 [P55010] 68968,232 108442,45 32781,197 6551,7342 71643,904 111675,75 28654,631
1 [P55010] 35474,609 61711,18 18414,675 6839,2016 36724,419 63799,8 15907,752
1 [P55010] 25497,345 35746,469 11861,929 2456,0416 26579,69 36602,223 10577
1 [P55010] 18206,924 23640,89 7982,8551 1921,0187 19019,966 24116,857 7133,1674

1 [Q9Y4L1_CHAIN_0]21855,274 49642,621 14906,926 5815,5693 22377,86 51745,178 12874,789
1 [Q9Y4L1_CHAIN_0]52278,941 124489,89 33528,181 8166,6424 53404,296 130046,99 28397,967
1 [Q9Y4L1_CHAIN_0]1070229,7 1299879,3 685003,5 264026,38 1120088,2 1313707,4 651174,74
1 [Q9Y4L1_CHAIN_0]651932,14 757837,94 375766,76 147127,47 683006,91 764881,83 354495,33

2 [P34932, Q92598_ISOFORM_Beta]56258,644 79074,867 22043,665 5885,0558 58639,782 81113,162 18846,91
1 [P34932] 23263,021 56148,695 15142,885 1856,8518 23747,75 58674,189 12908,985
1 [P34932] 35144,763 68991,625 26374,938 4018,4063 36219,485 71425,698 24183,964

5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]4815,985 9767,1973 3636,2349 502,92132 4956,5462 10125,096 3320,887
5 [P68363, Q9BQE3, P68366, Q9NY65, Q9H853]21966,947 41645,738 15138,724 1972,3411 22669,553 43092,386 13774,41
1 [Q9H853] 59621,132 80387,5 21936,591 3292,2784 62217,009 82319,773 18768,503
1 [Q9H853] 442962,46 578032,5 161938,25 21413,039 462660,98 590882,69 139610,5
1 [Q9H853] 101665,65 144591,16 42640,658 7197,605 105934,06 148318,58 37133,344

1 [O75390_CHAIN_0]60826,192 137980,58 32588,198 5942,5249 62278,828 144103,99 26675,44
1 [O75390_CHAIN_0]38716,621 82007,477 23292,2 4233,3641 39767,88 85356,544 20064,295
1 [O75390_CHAIN_0]40139,132 90458,766 22981,019 4170,2734 41111,445 94404,196 19222,128
1 [O75390_CHAIN_0]89330,906 168560,23 52413,851 8682,1538 92199,341 174676,08 46155,647
1 [O75390_CHAIN_0]55399,255 103352,44 29952,652 4745,2124 57201,875 107133,19 25967,016

1 [O15400_ISOFORM_2]68130,329 79876,055 28673,061 13522,327 71356,417 81009,537 25643,908
1 [O15400_ISOFORM_2]23298,82 30730,012 12556,491 6497,6605 24330,477 31302,328 11452,801
1 [O15400_ISOFORM_2]20586,373 24423,869 9983,1797 4535,8547 21555,827 24746,797 9136,2656
1 [O15400_ISOFORM_2]24965,27 33512,816 15364,448 3190,2491 26059,401 34110,187 14461,473



1 [Q03252_CHAIN_0]365539,47 333303,25 135150,25 67953,68 384882,59 332360,65 123364,01
1 [Q03252_CHAIN_0]313452,69 290246,19 159668,53 93463,194 329972,32 288381,92 151267,07
1 [Q03252_CHAIN_0]1796583,5 1600603,8 762305,89 544388,45 1892521,4 1589831,6 705393,29

1 [P20591_CHAIN_1]3091,263 18279,82 3149,103 9274,8745 2923,9702 19446,962 1899,5466
1 [P20591_CHAIN_1]27312,386 52778,105 15164,667 5724,2879 28162,148 54776,002 12975,157
1 [P20591_CHAIN_1]62463,049 204034,41 47947,17 87155,202 62624,596 214863,49 35765,943

1 [P17931_CHAIN_0]112513,93 325392,84 62676,464 16635,857 113695,31 342262,36 47445,6
1 [P17931_CHAIN_0]153964,77 447493,25 69109,605 15223,293 155522,9 471293,96 47129,938
1 [P17931_CHAIN_0]34943,75 84368,922 15051,315 4427,1457 35666,318 88414,445 11009,744

1 [O95470] 10124,253 21863,85 5249,0161 1113,4465 10389,606 22800,478 4312,1742
1 [O95470] 2066,2751 4918,8486 701,8665 48,761385 2110,3852 5158,5113 461,29726

1 [P55084_CHAIN_0]17295,013 27867,516 6135,5101 1200,2287 17950,172 28799,758 4912,788
1 [P55084_CHAIN_0]39593,908 69181,648 17048,728 3404,0655 40980,061 71649,858 14135,218
1 [P55084_CHAIN_0]54074,921 73640,852 25415,06 6696,825 56417,151 75273,863 22777,598

1 [Q16531] 16828,752 41038,719 9981,6419 1822,2367 17169,757 42930,972 8241,9668
1 [Q16531] 17541,892 43915,742 12713,646 2115,5959 17874,39 45904,525 11006,291
1 [Q16531] 42369,972 98424,805 25867,483 3719,2981 43334,24 102772,55 21879,832

1 [Q15005_CHAIN_0]283924,92 460396,13 148029,36 30697,662 294648,4 474402,26 131079,35
1 [Q15005_CHAIN_0]478289,64 862529,38 266737,69 51175,704 494497,14 892525,08 234336,02
1 [Q15005_CHAIN_0]53127,197 100142,34 29148,816 9281,5443 54834,044 103837,67 25094,277
1 [Q15005_CHAIN_0]132878,88 236209,47 69116,728 20582,294 137451,87 244432,13 59649,197

1 [Q96FQ6] 96345,806 135461,16 40590,352 9526,6599 100424,57 138863 35363,5
1 [Q96FQ6] 68999,744 76055,477 25980,735 5082,0212 72369,034 76913,067 23333,068
1 [Q96FQ6] 65613,226 69097,477 21111,096 4401,4268 68884,117 69771,09 18520,262
1 [Q96FQ6] 6003,7859 11176,915 3284,1504 814,44429 6199,6737 11583,579 2843,7385
1 [Q96FQ6] 64547,628 111944,45 31324,491 8952,6971 66827,663 115787,38 26760,272

1 [Q02952_ISOFORM_3]4120,5713 2788,5806 2787,1461 1413,7214 4360,2369 2659,5635 2785,6847
1 [Q02952_ISOFORM_3]19757,827 20377,039 14212,569 6735,5279 20757,054 20292,001 13851,566
1 [Q02952_ISOFORM_3]14655,363 14098,172 13045,856 6075,0017 15419,984 13872,769 12992,676

1 [P16070_ISOFORM_15]143751,64 285284,5 65366,808 39781,521 148053,66 296871,02 51820,799
1 [P16070_ISOFORM_15]237061,91 494661,81 137216,58 88816,119 243655,49 514758,58 114760,24
1 [P16070_ISOFORM_15]65435,702 144087,67 46996,952 10246,52 67099,53 149940,65 41685,029
1 [P16070_ISOFORM_15]15308,319 21918,707 6485,9027 4914,3295 15947,907 22490,441 5487,7553
1 [P16070_ISOFORM_15]116385,89 169396,5 46936,701 30364,651 121187,9 174039,21 39294,026

1 [P54727] 301208,79 378565,5 225463,81 92869,281 314988,8 382421,3 216979,19
1 [P54727] 160639,28 202319,44 109180,14 47189,956 167972,13 204767,88 103848,02
1 [P54727] 21301,545 30553,557 18450,192 10486,006 22196,44 31048,723 17652,39
1 [P54727] 64646,632 86617,914 59377,199 33181,339 67495,851 87522,173 57536,492
1 [P54727] 63537,386 83360,328 56141,074 32459,981 66374,339 84179,042 54268,748
1 [P54727] 1662,8138 2023,9509 1193,8012 353,19019 1740,2696 2041,5724 1153,7685
1 [P54727] 2244,0736 3027,1838 1863,3975 646,13576 2342,4143 3066,5093 1804,3046



1 [Q8NBJ5_CHAIN_0]162663,44 251239,78 66720,716 9982,5631 169064,47 258845,46 56652,566
1 [Q8NBJ5_CHAIN_0]168595,92 308019,69 104137,13 18108,216 174230,04 318584,1 93278,58
1 [Q8NBJ5_CHAIN_0]13397,855 26316,736 7103,819 1222,523 13805,319 27341,494 6045,6251

1 [Q0ZGT2_ISOFORM_2]400670,11 591892,37 385540,67 185153,76 417158,03 601332,87 373086,75
1 [Q0ZGT2_ISOFORM_2]255695,97 234974,6 153750,12 69643,167 269225,35 232547,23 149163,95
1 [Q0ZGT2_ISOFORM_2]15030,591 13167,709 4753,7756 5269,3307 15836,974 13112,492 4130,7904

1 [P14868] 108085,1 125772,34 36352,833 7175,5718 113217,62 127787,74 31491,642
1 [P14868] 47297,698 68724,086 20234,367 15284,572 49252,406 70564,541 17101,023
1 [P14868] 32296,086 48623,668 12898,714 7272,6271 33593,777 50045,359 10719,858
1 [P14868] 27233,179 42556,332 11152,45 1769,875 28294,227 43869,818 9431,3092

1 [P56134_ISOFORM_2]21371,805 35962,402 9126,2284 1706,7269 22149,615 37186,592 7636,5745
1 [P56134_ISOFORM_2]27614,88 52251,031 11916,835 1951,2542 28495,748 54291,912 9663,3143
1 [P56134_ISOFORM_2]26107,601 46089,574 12540,721 2201,7828 27012,301 47712,782 10696,499
1 [P56134_ISOFORM_2]40523,437 68247,5 19340,599 2689,4844 41998,311 70507,282 16698,473
1 [P56134_ISOFORM_2]5270,6179 8978,6045 2396,6439 452,59617 5460,1748 9284,5712 2032,9148
1 [P56134_ISOFORM_2]25728,085 38592,293 14325,685 5095,6215 26767,549 39581,99 12951,698
1 [P56134_ISOFORM_2]99043,541 166115,39 58053,533 10577,783 102670,02 171234,74 52324,821

1 [P40227_CHAIN_0]36054,733 53796,5 14741,723 5688,5234 37514,122 55333,118 12470,763
1 [P40227_CHAIN_0]136467,71 177551,39 68585,729 11039,777 142559,81 180862,92 63038,419
1 [P40227_CHAIN_0]20629,6 28562,215 10624,241 1935,858 21513,705 29192,482 9690,4841
1 [P40227_CHAIN_0]181075,03 197562,19 65968,226 16970,273 189959,16 199722,75 58809,468
1 [P40227_CHAIN_0]213583,3 241495,86 74719,626 16286,285 223878,56 244821,69 65678,228

1 [Q9BWM7] 10146,68 17179,4 4746,135 1100,1478 10513,958 17755,729 4052,9722
1 [Q9BWM7]15395,781 34361,922 7021,2064 811,12369 15774,754 35906,403 5490,637

1 [Q14566] 28907,129 48592,848 12142,711 2897,7511 29960,107 50251,37 10089,343
1 [Q14566] 29946,721 70658,992 19379,034 8234,1226 30605,456 73785,177 16340,175
1 [Q14566] 23435,677 38942,477 9498,4772 3941,5639 24298,849 40262,366 7764,8787

1 [Q07021_CHAIN_0]202710,06 102580,8 55475,429 17219,507 215191,24 96097,341 53241,263
1 [Q07021_CHAIN_0]214070,78 113825,83 70325,985 18885,95 227140,96 107038,76 68540,552
1 [Q07021_CHAIN_0]223076,75 120650,17 89910,628 27653,381 236663,74 113203,43 88909,151
1 [Q07021_CHAIN_0]56281,686 69704,836 27956,898 9353,1796 58869,568 70800,324 25648,633

1 [P35268_CHAIN_0]241050,16 382313,19 170364,81 32462,303 250366,97 392071,67 159779,93
1 [P35268_CHAIN_0]126597,38 189241,63 82363,462 15150,17 131733,93 193672,07 77017,128
1 [P35268_CHAIN_0]174049,14 275031,19 94498,497 47658,769 180779,65 282925,27 83598,582
1 [P35268_CHAIN_0]166459,73 271081,47 68891,443 13678,171 172710,27 279965 57642,913

1 [Q15758] 32674,501 81872,203 15642,256 3091,041 33287,1 85842,786 11853,178
1 [Q15758] 19716,519 47690,332 11241,639 2068,8602 20124,137 49890,678 9193,7821
1 [Q15758] 9051,3112 20765,748 5069,8637 966,19106 9262,6006 21688,51 4189,9566

1 [Q01813] 13129,91 21465,883 5824,2563 1450,2805 13621,389 22160,725 4947,0518
1 [Q01813] 10598,089 15968,277 5052,8781 944,99525 11024,203 16408,897 4464,7202
1 [Q01813] 12170,007 24041,047 8135,8932 1885,3868 12538,287 24928,405 7267,2632
1 [Q01813] 6075,1838 6301,0474 2751,7009 1026,3542 6380,6277 6329,9706 2554,537



1 [P07996_CHAIN_0]22618,812 135851,52 22298,734 5671,1901 21349,453 144570,15 15651,991
1 [P07996_CHAIN_0]44401,765 155498,27 48057,548 16458,286 44301,094 163571,09 41842,919
1 [P07996_CHAIN_0]35079,608 86308,117 27221,166 9437,1692 35778,161 90106,928 23817,077

1 [P30533_CHAIN_0]244293,14 224758,97 106961,86 58546,241 257187,81 223753,48 99724,243
1 [P30533_CHAIN_0]245813,92 212824,85 106506,33 62573,374 259074,55 210782,4 99782,259
1 [P30533_CHAIN_0]414012,28 301242,07 166504,17 102160,47 437567,13 293637,11 157749,56
1 [P30533_CHAIN_0]112612,07 191129,75 55261,944 12984,221 116679,94 197479,68 47713,744

1 [P50991_CHAIN_0]90125,919 144479,5 37382,608 7128,3928 93559,413 149103,02 31449,439
1 [P50991_CHAIN_0]455690,06 531412,88 367057,62 194840,18 477441,29 533108,27 356445,3
1 [P50991_CHAIN_0]337540,86 430759,75 172418,86 107170,5 352790,99 438205,18 155982,78
1 [P50991_CHAIN_0]88059,614 147974,97 37759,535 6974,5568 91268,94 152997,73 31648,849
1 [P50991_CHAIN_0]167038,33 296224,49 73642,78 10262,785 172793,65 306930,1 61401,383

1 [P34897_CHAIN_0]145839,2 155458,95 54377,951 11557,59 153073,96 156865,17 49023,878
1 [P34897_CHAIN_0]237368,68 327698 85815,382 12638,115 247538,24 336052,98 72638,705
1 [P34897_CHAIN_0]101806,96 177643,69 53180,386 10049,297 105382,36 183668,24 46392,801

1 [Q16555] 60352,71 161873,63 40809,539 11672,955 61263,148 169675,49 33860,286
1 [Q16555] 35355,108 109561,08 26269,055 8248,2504 35573,455 115235,24 21435,026

1 [P61769_CHAIN_1]20867,785 25690,17 14218,066 9630,2953 21833,081 25960,438 13413,027
1 [P61769_CHAIN_1]19128,263 24795,785 12815,135 6473,7084 19986,173 25149,952 12085,968
1 [P61769_CHAIN_1]273002,09 409365,13 222914,66 121983,26 284080,32 417572,18 211069,48

1 [Q9UBQ0] 6724,701 11676,129 3383,1649 754,17572 6962,0269 12073,657 2924,0855
1 [Q9UBQ0] 128339,97 296148,75 77665,088 22492,92 131302,87 309184,12 65167,13
1 [Q9UBQ0] 61707,568 138431,48 40496,893 8113,1477 63219,3 144279,03 35095,252

1 [P49755_CHAIN_0]95602,421 160829,2 40122,704 9735,0673 99082,22 166325,25 33314,99
1 [P49755_CHAIN_0]402325,82 838156,81 166584,17 44648,646 413502,75 874281,25 127842,79
1 [P49755_CHAIN_0]62020,639 116728,56 33516,048 9440,97 64016,7 121044,58 28812,795

1 [P22087] 25991,847 31160,914 7187,0951 1633,1662 27205,422 31769,284 5842,7165
1 [P22087] 49441,833 69259,734 18063,131 3543,9975 51538,634 71074,426 15233,625
1 [P22087] 261849,66 288832,13 93184,174 33063,855 274627,92 292281,52 82098,172

1 [Q8N556] 97470,132 142142,22 37753,285 11665,984 101484,79 146099,98 31805,6
1 [Q8N556] 12132,624 31360,178 7360,5258 1800,5007 12340,477 32861,204 5991,2146
1 [Q8N556] 9081,1668 17901,459 4715,6946 1306,3863 9355,913 18604,478 3966,0603

1 [Q14554_CHAIN_0]11846,943 26551,113 6025,1998 1075,4565 12136,6 27728,302 4870,9736
1 [Q14554_CHAIN_0]19755,905 47028,094 11980,273 2972,7426 20181,067 49149,15 9992,4305
1 [Q14554_CHAIN_0]22240,101 55632,488 14370,81 9253,9374 22661,466 58208,385 11786,066

1 [P12270_CHAIN_0]7721,7441 6780,737 1596,7072 710,42618 8135,131 6780,6248 1294,3724
1 [P12270_CHAIN_0]7492,0974 9094,0645 2700,6533 1006,4462 7839,9054 9258,1241 2333,4291
1 [P12270_CHAIN_0]266956,06 236915,91 73861,408 51469,748 281206,04 236512,64 63586,076

1 [Q9HDC9_ISOFORM_2]30450,334 82517,82 21780,032 2961,1096 30892,289 86482,733 18443,914



1 [Q9HDC9_ISOFORM_2]40922,56 99876,219 24039,094 6113,5247 41749,861 104492,13 19712,582
1 [Q9HDC9_ISOFORM_2]47415,06 126420,01 40900,959 8760,8609 48152,21 132202,48 36209,606

1 [P24539_CHAIN_0]112089,5 197036,3 42425,568 7348,6685 115984,47 204307,38 33738,878
1 [P24539_CHAIN_0]288502,23 401007,06 127615,14 28870,171 300819,1 410626,73 112712,42
1 [P24539_CHAIN_0]113081,7 144498,98 44542,863 8628,1597 118178,31 147430,94 39147,195

1 [P38159_CHAIN_1]227295,97 303846,47 227036,49 92665,168 237340,67 306372,46 223098,96
1 [P38159_CHAIN_1]188700,92 264216,94 184600,87 77858,195 196780,51 267398,29 180258,88
1 [P38159_CHAIN_1]106001,72 116550,53 38862,854 16825,738 111183,36 117880,73 34340,178
1 [P38159_CHAIN_1]55278,941 100026,83 29942,025 13603,586 57144,26 103551,16 25774,35
1 [P38159_CHAIN_1]81434,864 98190,961 83115,269 36963,326 85263,984 98184,749 82328,678
1 [P38159_CHAIN_1]133137,34 122786,53 43974,572 20487,3 140149,29 122723,81 39362,864

1 [P20618_CHAIN_0]26585,542 74842,969 20212,537 3593,7858 26912,057 78490,194 17182,633
1 [P20618_CHAIN_0]60122,648 79774,281 23376,152 3236,5905 62768,869 81578,844 20363,053

1 [P07099] 38512,245 77855,211 22358,987 4148,6258 39637,331 80914,972 19311,031
1 [P07099] 197392,91 339571,72 75586,632 11769,342 204411,92 351753,87 60857,605
1 [P07099] 35407,915 77617,648 23550,947 3728,2342 36314,536 80817,281 20626,179

1 [Q9UKV3] 140175,95 107535,55 63070,75 24551,481 148036,46 105185,26 60738,604
1 [Q9UKV3] 11898,928 16514,848 5378,0821 1920,6605 12407,514 16906,1 4742,5699
1 [Q9UKV3] 141172,4 147486,89 42787,471 20837,913 148233,65 148929,41 36584,104
1 [Q9UKV3] 73788,102 70500,593 20673,058 12837,976 77619,3 70782,188 17610,105

1 [P37108_CHAIN_0]344299,99 537086 188893,49 54852,36 357765,37 552071,31 169609,75
1 [P37108_CHAIN_0]74088,286 131578,73 40264,293 7343,8584 76641,785 136096,66 35308,959
1 [P37108_CHAIN_0]64343,583 96066,875 29931,114 6657,1958 66949,057 98695,853 26314,303

2 [Q70UQ0, Q70UQ0_ISOFORM_4]100059,95 188119,17 66301,828 15052,938 103292,5 194669,68 59709,215
1 [Q70UQ0] 139735,99 295592,28 104454,54 34576,135 143551,61 306991,92 93621,689
1 [Q70UQ0] 63988,025 84542,531 37275,56 5779,6739 66820,102 86032,94 34978,51
1 [Q70UQ0] 69691,095 143468,28 51315,281 15197,974 71678,512 148861,86 46177,64
2 [Q70UQ0, Q70UQ0_ISOFORM_4]37475,813 71100,383 12745,739 3446,7413 38664,909 73996,578 9368,2359

1 [Q9NVD7] 13224,559 46297,266 12742,247 2152,6627 13193,921 48750,704 10885,534
1 [Q9NVD7] 5988,0946 15833,557 4018,5413 582,57312 6083,2916 16590,307 3365,1789

1 [P13987_CHAIN_0]9840,3458 35913,297 7105,4529 2483,8167 9784,5706 37933,317 5407,8601
1 [P13987_CHAIN_0]63436,837 188122,88 45845,518 16899,108 64009,506 197668,56 37490,043
1 [P13987_CHAIN_0]15662,168 85491,875 14569,219 4367,7889 14966,898 90870,418 10396,743
1 [P13987_CHAIN_0]150305,72 746186,13 133401,47 40633,788 145224,42 792063,16 97391,904
1 [P13987_CHAIN_0]36028,226 129837,17 25785,572 7419,9345 35859,349 137107,85 19723,94
1 [P13987_CHAIN_0]30525,483 92885,758 19375,508 5623,4401 30748,589 97754,747 15106,144

1 [Q99439_CHAIN_0]88449,979 170500,05 35057,727 6585,1049 91201,904 177389,43 27387,237
1 [Q99439_CHAIN_0]75175,094 160962,78 40628,131 14527,265 77176,125 167754,6 33617,223
1 [Q99439_CHAIN_0]56056,846 106701,18 31456,153 16842,668 57835,97 110662,15 26867,157

1 [Q9Y5X1] 28976,591 53289,121 11918,095 4128,0148 29933,556 55326,884 9509,9546
1 [Q9Y5X1] 18004,231 26297,928 5935,8474 3339,1902 18744,223 27066,25 4700,83



1 [O75380_CHAIN_0]336047,78 257834,8 163589,2 84253,795 354899,08 251807,29 157888,73
1 [O75380_CHAIN_0]140432,64 115583,78 71156,838 34058,8 148143,98 113601,68 68573,381
1 [O75380_CHAIN_0]53723,241 55873,449 32782,923 13526,071 56426,445 55868,56 31512,103
1 [O75380_CHAIN_0]259335,25 250403,7 150629,4 61915,35 272794,21 249079,81 145200,06

1 [P09669_CHAIN_0]398376,7 472911,19 147288,88 40794,908 417101,81 480659,77 129248,82
1 [P09669_CHAIN_0]100247,08 125799,93 31177,539 6824,1204 104809,26 128484,18 25906,057
1 [P09669_CHAIN_0]419527,06 469370,6 114442,61 43311,558 439835,49 476554,36 93918,169
1 [P09669_CHAIN_0]447013,94 374729,42 124895,05 29467,357 471348,56 372241,94 111561,19

1 [Q9Y2D5] 82845,211 78183,361 32957,87 11718,426 87173,818 78105,253 30471,282
1 [Q9Y2D5] 13527,279 12346,225 6915,9426 2581,5471 14244,076 12250,255 6628,8674

1 [Q13641_CHAIN_0]148464,34 267135,16 112632,12 26063,024 153527,33 275433,17 104551,18
1 [Q13641_CHAIN_0]11272,755 20526,438 9696,4547 2677,2275 11652,695 21139,027 9129,3344
1 [Q13641_CHAIN_0]6451,7372 12209,614 5056,1059 2155,889 6658,9495 12613,325 4637,3613

1 [P09525_CHAIN_0]194897,21 294492,66 61732,04 23715,336 202695,25 303675,03 48104,395
1 [P09525_CHAIN_0]4361,3698 15634,694 1711,8494 344,38221 4341,7957 16553,79 894,52384

1 [P09661_CHAIN_0]228076,55 390262,22 108277,62 22131,924 236245,07 403493,39 92687,777
1 [P09661_CHAIN_0]87877,052 92913,859 38919,269 30595,693 92256,621 93506,022 35210,561

1 [Q6IAA8_CHAIN_0]420960,06 471686,38 151093,76 51678,165 441345,89 477778,23 132993,59
1 [Q6IAA8_CHAIN_0]197838 213702,69 72365,299 25927,257 207590,89 215883,36 64378,298
1 [Q6IAA8_CHAIN_0]40356,994 67416,75 17043,282 3579,2663 41836,201 69695,248 14229,545

1 [P62888_CHAIN_0]54327,046 93989,688 35439,203 6351,0682 56256,837 96911,367 32386,364
1 [P62888_CHAIN_0]19493,643 41543,66 14673,431 2438,2311 20019,404 43154,767 13254,604
1 [P62888_CHAIN_0]360835,53 545307 205932,89 66204,875 375330,21 559348,22 187044,79
1 [P62888_CHAIN_0]30455,219 39597,524 24816,393 13390,12 31821,428 40028,563 23867,231

1 [P07093_CHAIN_0]20656,776 49741,25 19088,187 6394,7233 21093,325 51792,604 17356,896
1 [P07093_CHAIN_0]9243,4945 40599,277 13920,92 2113,6545 9048,3208 42811,599 12498,742

1 [O75534_ISOFORM_Short]24035,377 56806,164 15241,515 3351,5277 24561,855 59332,271 12912,358
1 [O75534_ISOFORM_Short]66890,973 142582,55 46328,136 7230,1801 68691,882 148243,37 41186,001
1 [O75534_ISOFORM_Short]222732,18 446400,06 143089,19 21834,853 229331,01 463339,04 126887,41
1 [O75534_ISOFORM_Short]55279,341 106967,84 30541,689 5676,0191 56996,008 111026,89 26344,161

1 [Q10713_CHAIN_0]31009,298 74508,769 28046,048 4231,3749 31667,727 77593,847 25639,83
1 [Q10713_CHAIN_0]11282,414 27011,279 10679,113 1426,8834 11524,387 28110,492 9852,2874
1 [Q10713_CHAIN_0]9515,3308 24542,193 9323,812 975,39722 9681,772 25599,985 8555,1409

1 [Q92598_ISOFORM_Beta]65268,113 62891,656 25486,011 13990,782 68650,153 62950,501 23205,174
2 [P34932, Q92598_ISOFORM_Beta]56258,644 79074,867 22043,665 5885,0558 58639,782 81113,162 18846,91
1 [Q92598_ISOFORM_Beta]5511,7269 7912,917 3593,3643 415,79773 5742,3719 8079,3893 3391,4274

1 [O00231_CHAIN_0]35957,875 77762,969 26237,354 7561,2088 36902,833 80852,985 23353,512
1 [O00231_CHAIN_0]54217,924 103562,11 33108,707 13618,378 55932,666 107334,48 28977,746
1 [O00231_CHAIN_0]32572,642 61915,986 17892,58 3767,6443 33608,015 64222,007 15460,028



1 [P30049_CHAIN_0]527544,06 367226,43 206479,34 78646,525 557911,84 356377,78 198097,98
1 [P30049_CHAIN_0]355935,97 208702,89 188542,05 38746,357 377296,22 196655,78 189792,47
1 [P30049_CHAIN_0]101795,5 68483,044 44973,193 16166,375 107709,67 66033,191 43866,102
1 [P30049_CHAIN_0]196179,05 300266,56 82851,021 25323,641 203959,3 309145,59 70491,106
1 [P30049_CHAIN_0]480721,5 345622,28 224859,64 93085,272 508181,47 335431,5 218561,56

1 [P62913_CHAIN_0]38947,981 78900,047 23970,717 3397,4368 40083,153 81963,345 21021,154
1 [P62913_CHAIN_0]40291,346 87697,703 24811,503 4100,1483 41335,151 91352,969 21368,749
1 [P62913_CHAIN_0]223862,89 344241,63 99262,112 18810,106 232709,7 354346,83 85872,587
1 [P62913_CHAIN_0]190240,75 355324 112811,58 20647,503 196428,48 368018,4 99706,188
1 [P62913_CHAIN_0]33719,398 45779,868 15896,461 4554,9966 35182,979 46785,444 14247,814
1 [P62913_CHAIN_0]128143,73 151367,54 58532,733 10200,925 134190,28 153437,62 53790,966
1 [P62913_CHAIN_0]59291,684 94517,359 28064,422 7400,5745 61564,156 97404,51 24353,235
1 [P62913_CHAIN_0]131405,23 249986,89 68873,047 13827,225 135575,64 259413,21 58842,49

1 [Q15436] 76898,229 136251,88 37316,936 8761,8903 79552,5 141061,02 31786,835
1 [Q15436] 6402,38 14247,856 3310,8718 617,36823 6561,1227 14874,182 2696,0095

3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]230598,35 256942,5 69991,154 23367,878 241788,32 260577,03 59357,386
3 [P16188_CHAIN_0, P30504_CHAIN_0, P30443_CHAIN_0]51642,7 77292,813 28471,204 7456,6951 53732,68 79274,246 25820,521
1 [P30443_CHAIN_0]106146,97 130441,03 36273,019 7223,6649 111039,09 132956,31 31118,433
1 [P30443_CHAIN_0]97193,712 123111,69 34551,755 6911,6695 101595,15 125665,67 29703,816
1 [P30443_CHAIN_0]79212,113 106411,16 31266,716 5806,8537 82670,733 108878,58 27188,697

1 [Q53GQ0] 2285,8361 5633,2002 1096,4313 230,70454 2330,7213 5903,3472 836,60865
1 [Q53GQ0] 25519,916 53488,041 16051,987 2773,2194 26225,478 55627,505 14015,085
1 [Q53GQ0] 10957,935 22405,031 7008,5146 1146,5366 11273,043 23274,907 6179,0313

1 [Q53FA7] 3378,0952 10074,016 2500,9645 318,70493 3407,4237 10584,78 2082,4482
1 [Q53FA7] 879416,92 1225652 253378,91 136528,67 916802,97 1259645 194843,77

1 [P04632] 21079,062 39639,738 11999,958 3591,1239 21758,566 41084,338 10435,512
1 [P04632] 14530,186 33130,969 9797,6196 2915,0513 14874,83 34542,434 8470,9342
1 [P04632] 86926,41 169363,72 46064,709 14992,426 89599,701 175904,14 38976,017

1 [P41250] 7895,9015 24629,844 6322,3383 869,5531 7941,4955 25895,011 5311,2742
1 [P41250] 5030,2663 18288,313 3419,0419 519,00069 5003,127 19322,053 2570,8678

1 [Q8IVL6_CHAIN_0]3625,8328 10251,112 2015,1899 516,32587 3668,946 10776,077 1539,0505
1 [Q8IVL6_CHAIN_0]36441,127 82311,211 18028,265 4066,3359 37318,028 86000,043 14366,179

1 [P02533_CHAIN_0]35670,355 33425,675 11939,638 6755,3834 37537,75 33446,355 10630,087
1 [P02533_CHAIN_0]64216,16 70216,617 30688,782 9892,0258 67368,2 70759,551 28555,383
1 [P02533_CHAIN_0]36164,867 43887,48 15036,445 5845,0467 37845,264 44613,974 13381,407
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]451944,03 446936,27 141966,96 75470,67 475094,64 449374,46 123652,5
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]91560,734 80761,94 29345,135 15175,245 96461,444 80453,357 26277,709

1 [Q8N4C6_ISOFORM_6]252078,05 353546,41 147227,63 49875,572 262794,76 361052,67 135800,94
2 [Q9P2E9_ISOFORM_2, Q8N4C6_ISOFORM_6]37120,498 62898,477 17503,497 8131,1211 38463,152 65007,22 14798,726
1 [Q8N4C6_ISOFORM_6]38788,047 3314,9671 2462,3836 158,98968 41521,485 1031,4177 2506,0976



1 [Q96I24_CHAIN_0]73573,658 115324,47 32457,964 10917,169 76434,084 118827,18 27707,792
1 [Q96I24_CHAIN_0]26604,455 40967,338 14828,618 4831,6012 27656,557 42075,099 13363,787

2 [Q70UQ0, Q70UQ0_ISOFORM_4]100059,95 188119,17 66301,828 15052,938 103292,5 194669,68 59709,215
2 [Q70UQ0, Q70UQ0_ISOFORM_4]37475,813 71100,383 12745,739 3446,7413 38664,909 73996,578 9368,2359
1 [Q70UQ0_ISOFORM_4]223246,13 212693,29 85266,856 53134,916 234865,04 212763,35 77232,123

1 [Q00688_CHAIN_0]123447,76 181198,33 74436,461 26207,124 128524,32 185444,43 68462,827
1 [Q00688_CHAIN_0]386242,88 464130,91 217441,08 99616,603 404324,7 469687,67 202972,72
1 [Q00688_CHAIN_0]106318,32 91625,657 35297,286 17184,425 112055,96 91055,166 31981,955

1 [Q15393] 80800,48 146730,31 44263,481 8714,6943 83516,138 151905,07 38661,489
1 [Q15393] 3734,6163 9097,4208 1482,2023 289,24434 3810,0313 9540,2896 1043,2438

1 [Q16630_ISOFORM_3]62447,907 71802,728 61199,78 20513,358 65457,713 71598,622 60943,301
1 [Q16630_ISOFORM_3]14637,472 17095,573 15043,747 5091,0409 15337,704 17046,396 15011,124
1 [Q16630_ISOFORM_3]86281,938 84942,284 56520,802 19554,018 90728,868 84424,667 55171,765

1 [P49748_CHAIN_0]12632,406 39384,207 10780,132
1 [P49748_CHAIN_0]19071,782 58007,898 11978,068 1515,9343 19211,648 61051,614 9388,1748

1 [Q9BUJ2_ISOFORM_3]4295,8798 10958,448 2029,4039 281,11705 4372,2303 11496,895 1522,7261
1 [Q9BUJ2_ISOFORM_3]9409,1444 19329,749 3954,2779 786,6461 9676,422 20150,845 3080,4532

1 [P21281] 96235,054 118208,66 36560,923 7139,3667 100673,84 120365,92 32158,449
1 [P21281] 22448,652 32298,668 9929,2609 1210,9418 23383,503 33134,748 8748,0281
1 [P21281] 18815,411 29310,286 10351,074 2919,8486 19552,161 30125,023 9305,3167

1 [Q969X5_ISOFORM_2]8168,5829 17148,178 3854,4535 552,14055 8393,0099 17876,715 3112,9146
1 [Q969X5_ISOFORM_2]18678,134 35678,48 9897,2472 2482,7142 19267,875 37026,589 8448,9905

1 [P08779_CHAIN_0]29722,731 39585,859 15179,68 10702,892 31030,056 40374,362 13577,521
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]451944,03 446936,27 141966,96 75470,67 475094,64 449374,46 123652,5
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]91560,734 80761,94 29345,135 15175,245 96461,444 80453,357 26277,709

1 [Q9UQ80_CHAIN_0]26483,082 32347,852 10598,869 3131,063 27708,853 32909,749 9390,9299
1 [Q9UQ80_CHAIN_0]42346,42 55873,344 19488,784 3352,9755 44218,941 57021,392 17580,46
1 [Q9UQ80_CHAIN_0]52561,075 65931,164 22243,209 4178,3766 54957,486 67145,356 19925,327

1 [P60033] 9346,9129 20878,352 5156,7232 772,53861 9577,2023 21788,456 4285,7047
1 [P60033] 16181,812 34146,121 10000,401 2296,9314 16624,138 35527,039 8657,5044
1 [P60033] 9336,6143 22698,09 4990,5344 1133,3533 9526,9602 23760,054 3980,6797

1 [Q15459] 30984,42 32843,793 11708,672 6575,1246 32525,532 33123,627 10417,057
1 [Q15459] 44911,613 64122,086 15332,443 7494,7321 46789,619 65903,072 12418,962

1 [Q9Y230_CHAIN_0]104499,84 146266,5 57326,049 21803,303 108946,49 149474,85 52262,731
1 [Q9Y230_CHAIN_0]3485,5192 4187,0786 1809,3127 238,00677 3648,6251 4241,9316 1695,1385

1 [P62826_CHAIN_0]170801,97 351085,13 114267,81 20917,462 175676,93 364630,38 101495,81
1 [P62826_CHAIN_0]75813,732 132676,56 38150,899 7867,5557 78466,975 137241,18 32940,489
1 [P62826_CHAIN_0]65424,845 147720,73 41692,434 8393,1387 67006,434 154036,9 35817,75



1 [P09874_CHAIN_0]34279,488 32437,281 8970,2846 2170,5858 36065,708 32562,598 7679,448
1 [P09874_CHAIN_0]11429,776 9303,8428 2060,2426 585,30145 12057,228 9254,6952 1652,9661
1 [P09874_CHAIN_0]11722,601 11330,987 2828,3553 743,67564 12328,162 11400,686 2353,3771

1 [Q92791] 12803,341 32868,719 7739,5331 2527,8467 13027,5 34435,736 6278,8298
1 [Q92791] 8526,9249 23906,736 4891,9615 997,49365 8632,7313 25120,21 3805,9013
1 [Q92791] 5597,2717 15350,402 3315,4043 802,93037 5674,1502 16116,176 2625,117

1 [P62917_CHAIN_0]84980,473 180691,38 49148,389 9333,6511 87271,818 188161,72 41862,186
1 [P62917_CHAIN_0]149836,8 302798,13 79200,555 16629,364 154211,37 314946,5 66706,236
1 [P62917_CHAIN_0]85846,06 172015,16 47454,407 10584,444 88385,237 178790,71 40504,862
1 [P62917_CHAIN_0]68629,202 73229,711 24248,589 8130,1225 72031,286 73941,383 21501,611

1 [P20674_CHAIN_0]251086,3 267951,91 135136,4 43379,618 263562,27 269056,71 128198,45
1 [P20674_CHAIN_0]76764,164 53954,988 29554,922 10404,854 81171,59 52433,611 28309,667
1 [P20674_CHAIN_0]370819,4 310599,99 148012,6 49045,977 391040,15 307082,03 139447,54

1 [P24534_CHAIN_0]255257,92 350525,88 112459,11 41455,476 266246,94 358712,91 98809,7
1 [P24534_CHAIN_0]54262,059 37548,649 19231,696 7436,3481 57389,134 36479,77 18251,27
1 [P24534_CHAIN_0]241404,73 157694,5 92122,856 36433,814 255521,84 151978 88705,53
1 [P24534_CHAIN_0]643552,06 467359,55 200972,61 51607,378 680148,86 457317,88 187428,32

1 [Q93008_ISOFORM_2]27765,699 48545,512 15420,333 2588,0123 28739,321 50166,604 13642,984
1 [Q93008_ISOFORM_2]5644,6095 11053,436 3545,8319 569,53129 5817,3634 11464,54 3143,8124

1 [Q14019_CHAIN_0]6371,8189 21903,059 4245,8529 1146,0207 6364,5088 23114,23 3219,9492
1 [Q14019_CHAIN_0]20022,853 62207,352 14028,917 3367,2175 20142,554 65460,775 11270,22
1 [Q14019_CHAIN_0]10861,858 33004,369 9380,0338 2654,8108 10943,857 34652,701 8033,7596

1 [O76094_CHAIN_0]65390,693 94866,688 20048,637 3527,2992 68091,263 97652,522 15852,674
1 [O76094_CHAIN_0]39746,307 63258,141 16709,166 3767,0324 41270,499 65253,331 14111,217

1 [Q13423_CHAIN_0]331058,8 461655,25 94833,094 26035,032 345127,15 474484,87 73831,762
1 [Q13423_CHAIN_0]77176,265 144279,22 39248,557 7079,2762 79679,443 149650,59 33460,21

1 [O14602_CHAIN_0]31730,108 43309,488 22373,852 9397,9168 33107,153 44034,956 21179,47
1 [O14602_CHAIN_0]14479,12 14970,392 9019,1427 2195,4871 15209,69 14955,739 8759,1629

1 [P46063_CHAIN_0]106646,86 165851,36 35651,474 6347,7517 110814,04 171190,72 28345,199
1 [P46063_CHAIN_0]3476,0544 4411,1665 933,09624 131,58574 3633,0982 4512,9461 740,07014
1 [P46063_CHAIN_0]9803,6011 13171,838 3967,6742 931,87989 10231,673 13474,244 3461,4625

1 [P54136_ISOFORM_Monomeric]74607,044 98344,188 30778,7 7914,9799 77905,839 100474,97 27052,016
1 [P54136_ISOFORM_Monomeric]77530,362 95011,539 36029,536 16165,531 81115,354 96520,915 32571,361

1 [Q6NYC8] 42643,063 23786,671 17779,326 6624,4143 45225,172 22402,19 17533,665
1 [Q6NYC8] 20001,57 5981,6761 5475,2458 1740,807 21322,033 5010,3407 5503,3847

1 [Q9Y4P3] 86833,551 166366,4 39131,833 7211,126 89560,083 172895,71 32006,881
1 [Q9Y4P3] 53247,385 90079,922 26580,219 5991,9293 55177,431 93044,27 23071,159



1 [O94874_ISOFORM_3]104286,05 207645,09 58199,306 15762,072 107399,34 215753,13 49755,477
1 [O94874_ISOFORM_3]23027,144 41033,047 10805,681 2662,0924 23816,733 42503,727 9104,5687

1 [P28066] 35249,651 97862,469 30835,348 5552,4542 35714,635 102457,84 27188,818
1 [P28066] 35106,337 97458,555 31462,473 5858,902 35570,044 102010,44 27876,957
1 [P28066] 24971,383 70964 26104,735 4691,1317 25268,368 74212,582 23729,649
1 [P28066] 30933,624 92221,094 31962,543 6156,2069 31208,614 96603,009 28714,826

2 [P11940_ISOFORM_2, Q4VXU2]31153,08 41044,496 14949,826 3105,5064 32532,321 41864,567 13570,845
2 [P11940_ISOFORM_2, Q4VXU2]24115,382 36876,711 12656,687 2935,569 25074,09 37885,304 11344,193
2 [P11940_ISOFORM_2, Q4VXU2]48739,783 66785,047 17917,559 3271,822 50838,917 68450,898 15236,792
2 [P11940_ISOFORM_2, Q4VXU2]80280,151 85366,773 29856,668 16393,919 84267,062 86128,793 26483,237

1 [P54920] 12912,855 22750,273 7141,333 1978,6276 13361,903 23519,223 6268,4352
1 [P54920] 6375,5567 10238,938 2633,436 591,5313 6618,0416 10567,857 2207,9659

1 [P11177_CHAIN_0]11110,044 17045,244 4127,7145 645,90598 11549,425 17569,446 3414,2867
1 [P11177_CHAIN_0]21922,468 32414,301 8273,1386 1991,9482 22815,739 33346,987 6918,4076
1 [P11177_CHAIN_0]51603,139 56867,129 18476,181 8475,8515 54122,585 57539,411 16219,098

1 [Q16795_CHAIN_0]17436,494 31936,689 9584,5311 1500,6159 18016,688 33074,091 8378,1404
1 [Q16795_CHAIN_0]13586,833 29855,436 6815,6776 1213,843 13931,752 31160,908 5521,2246

1 [Q9Y3B3_CHAIN_0]13529,38 27330,359 6209,3087 1855,2744 13923,995 28457,053 4991,3936
1 [Q9Y3B3_CHAIN_0]54391,059 77554,789 19471,944 4729,8134 56668,235 79673,34 16209,171
1 [Q9Y3B3_CHAIN_0]206320,25 348817,69 84563,455 17601,137 213791,56 360882,31 69752,477

1 [P09622_CHAIN_0]99777,684 128728,46 43106,719 14443,178 104250,69 131292,13 38280,34
1 [P09622_CHAIN_0]112598,3 124092,61 45423,081 16406,145 118098,87 125394,18 40995,063
1 [P09622_CHAIN_0]11195,761 17446,242 4047,3733 843,75836 11632,671 17999,75 3294,8844

1 [P04181_CHAIN_1]1214,1677 10402,725 2109,8636 415,9379 1079,804 11090,269 1633,0459
1 [P04181_CHAIN_1]80061,214 216637,61 48626,939 15279,262 81224,524 227318,17 38862,799

1 [Q15043_CHAIN_0]71816,665 147790,68 28869,18 10167,4 73850,39 154121,56 21900,028
1 [Q15043_CHAIN_0]1176,5011 2341,585 278,39005 181,41614 1211,4004 2445,2375 152,87216

1 [O75131_CHAIN_0]11807,501 25071,609 5057,0382 1141,6283 12125,465 26164,213 3912,1253
1 [O75131_CHAIN_0]39257,734 86971,734 13401,947 2786,928 40235,09 91004,186 9148,3008
1 [O75131_CHAIN_0]38005,526 76269,398 12785,7 3086,7431 39121,892 79544,476 9115,182
1 [O75131_CHAIN_0]21479,703 37250,516 7223,4005 1911,9851 22236,412 38632,718 5495,4188

1 [O14776_ISOFORM_2]29736,891 29898,604 14618,86 4637,3586 31253 29927,235 13819,205
1 [O14776_ISOFORM_2]87752,336 60916,099 38088,904 18111,959 92809,768 58977,774 36786,52

1 [P98179] 10731,755 14303,661 6877,942 2655,3958 11204,456 14543,671 6462,388
1 [P98179] 62618,936 176846,05 33166,17 20608,529 63366,551 185952,43 24320,023

1 [P18621_CHAIN_0]163703,5 290382 106628,01 33405,904 169364,49 299767,87 96367,67
1 [P18621_CHAIN_0]43747,089 63492,301 18855,654 5648,7316 45556,748 65182,387 16339,214
1 [P18621_CHAIN_0]96235,109 142393,5 35676,85 7974,6174 100153,8 146516,51 29705,839



1 [Q08431_ISOFORM_2]13590,338 34178,18 7086,7394 1636,487 13842,825 35820,935 5534,3659
1 [Q08431_ISOFORM_2]4410,2004 13279,635 2963,7967 609,05518 4445,551 13966,488 2377,3391

1 [Q04837_CHAIN_0]115148,75 195041,97 77692,753 30654,124 119330,28 200820,52 70938,481
1 [Q04837_CHAIN_0]48416,988 92959,266 37118,459 9429,9312 49942,887 96120,895 34120,732
1 [Q04837_CHAIN_0]19025,739 33924,672 12455,894 2129,0046 19679,926 35027,184 11333,465

1 [Q16881_ISOFORM_5]81168,036 300339,25 70023,454 14846,413 80627,098 316959,24 56926,136
1 [Q16881_ISOFORM_5]4160,4433 12623,834 2380,6727 376,61403 4191,4575 13292,916 1797,0261

1 [P24752_CHAIN_0]40450,359 72461,773 15672,303 2871,6359 41827,059 75182,658 12474,898
1 [P24752_CHAIN_0]1344,4875 3633,062 712,10307 84,375295 1364,0637 3815,3737 547,526
1 [P24752_CHAIN_0]3632,8298 8026,0801 1850,9586 411,68929 3724,1402 8377,7013 1500,7498

1 [Q14676_ISOFORM_4]11636,1 18357,852 5675,7832 1161,556 12086,297 18903,624 4984,9723
1 [Q14676_ISOFORM_4]4455,7203 4838,9707 1331,0024 453,56322 4674,626 4899,819 1131,3414

1 [P61221] 31063,004 50903,695 14770,441 3508,4428 32223,829 52525,006 12763,647
1 [P61221] 85856,575 128974,88 38289,277 9172,6528 89315,176 132599,5 33271,517
1 [P61221] 25160,277 31474,254 8987,7237 2224,4707 26308,185 32102,422 7741,3384

1 [Q6UVK1_CHAIN_0]6224,296 15642,477 4801,4781 1289,687 6341,1687 16343,663 4191,9441
1 [Q6UVK1_CHAIN_0]17771,055 32011,893 10644,902 2752,9619 18374,489 33099,921 9464,992

1 [P08574_CHAIN_0]27100,456 33898,607 9788,6534 1832,6773 28337,013 34571,379 8479,2185
1 [P08574_CHAIN_0]66711,516 85991,188 31290,206 4980,2903 69705,434 87618,065 28466,534

1 [P59190_ISOFORM_2]432318,58 838045,13 159830,87 31220,876 445661,07 872467,25 121178,97
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]82500,889 141584,25 43163,82 7937,039 85449,268 146274,1 37821,143
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]160537,73 337016,25 110682,77 16852,287 164970,86 350203,5 98636,211
4 [Q9H0U4, P61026, P61006_CHAIN_0, P59190_ISOFORM_2]127991,53 191676,92 55432,544 10887,652 133159,18 197085,63 47976,939

1 [Q9UJZ1] 166825,27 79249,165 52710,276 13123,185 177212,62 73270,294 51792,183
1 [Q9UJZ1] 90507,164 49569,613 29290,468 7728,3276 96001,788 46830,128 28423,999
1 [Q9UJZ1] 99202,438 61372,432 43365,438 14804,534 105080,94 58569,995 42615,054

2 [Q13247_ISOFORM_SRP55-3, Q13243_ISOFORM_SRP40-4]381935,69 393521 149404,96 74351,121 401179,31 395896,69 134862,51
2 [Q13247_ISOFORM_SRP55-3, Q13243_ISOFORM_SRP40-4]210235,88 225681,17 85063,435 37487,733 220635,54 227622,85 76883,896
1 [Q13243_ISOFORM_SRP40-4]43858,152 35504,458 14462,571 6737,5524 46274,219 35088,607 13240,859
1 [Q13243_ISOFORM_SRP40-4]465605,81 292881,33 147413,72 64722,767 493056,58 281932,97 139329,25

3 [P16188_CHAIN_0, P30504_CHAIN_0, P10321_CHAIN_0]37369,557 75994,523 20574,852 3407,3359 38450,888 79035,677 17527,447
1 [P10321_CHAIN_0]193126,53 274154,59 109775,41 32241,863 201264,43 280265,5 100838,66

1 [Q03135_ISOFORM_Beta]120562,39 337392,88 84010,54 27351,917 122081,33 354021,91 69304,89
1 [Q03135_ISOFORM_Beta]377160,11 1182822,8 276999,13 86971,386 379185,48 1244583,2 224367,56
1 [Q03135_ISOFORM_Beta]39242,266 83328,867 19937,63 6430,0971 40300,955 86859,505 16268,298

1 [Q9NX63] 28341,393 17612,425 8760,0612 5874,41 30016,797 16936,084 8180,5391
1 [Q9NX63] 102949,55 66294,704 30512,832 19888,058 108984,8 64065,624 28225,861

1 [P42766_CHAIN_0]42743,676 86153,406 33287,552 19500,483 44003,273 89257,48 29953,393



1 [P42766_CHAIN_0]105299,79 212595,81 57178,062 32111,805 108379,26 221072,45 47649,774
1 [P42766_CHAIN_0]144018,33 289428,97 103874,62 14930,266 148275,53 300076,93 94221,438
1 [P42766_CHAIN_0]537799,31 904169,75 232734,04 38949,426 557390,99 934811,43 195714,27
1 [P42766_CHAIN_0]330741,85 504699,25 140410,21 24388,788 343892,03 519518,75 120512,35

1 [Q15008_CHAIN_0]195383,79 278264,63 83109,257 32932,053 203579,33 285425,46 71770,714
1 [Q15008_CHAIN_0]8938,2666 14935,204 5031,8 1206,594 9266,6095 15399,491 4490,7932

1 [Q9Y265] 43978,362 60254,191 24141,571 7309,6534 45877,693 61499,251 22171,145
1 [Q9Y265] 20747,916 23516,492 8270,0038 1524,4843 21747,444 23811,342 7471,4154
1 [Q9Y265] 31015,873 34860,578 13129,433 2362,823 32516,869 35252,968 12010,932

1 [O75531] 15293,178 14905,884 6150,2736 1778,3485 16082,114 14927,138 5684,525
1 [O75531] 384980,53 359660,66 147395,95 40387,128 405170,4 359188,48 136209,31
1 [O75531] 2424,795 3483,8623 922,08667 309,11492 2525,7803 3578,6947 775,10319

1 [P49257_CHAIN_0]67378,518 157754,88 42504,494 14447,494 68886,241 164725,27 35829,625
1 [P49257_CHAIN_0]295209,02 558597,81 125731,95 30268,868 304624,08 580473 101101,59
1 [P49257_CHAIN_0]107213,24 204143,19 47099,544 11449,835 110606,16 212143,26 38172,259
1 [P49257_CHAIN_0]100777,23 159717,94 40709,583 9938,962 104655,24 164776,58 34014,341

1 [O75368] 96210,444 123809,92 54235,827 19894,054 100538,46 125847,22 50354,26
1 [O75368] 49342,993 71708,195 31249,973 11566,939 51388,52 73299,591 28977,997
1 [O75368] 39528,037 79902,586 45468,062 20696,19 40697,375 82316,212 43427,127
1 [O75368] 18346,639 31653,262 14757,092 6135,442 19002,009 32543,372 13781,751

1 [P49773_CHAIN_0]246418,58 411452,88 137777,04 39426,184 255476,35 424261,1 122538,82
1 [P49773_CHAIN_0]220344 291674,31 99613,863 34066,917 230065,89 297785,42 88767,178

1 [P33176_CHAIN_0]106163,26 132575,54 39405,633 14924,222 111012,69 135160,87 34039,753
1 [P33176_CHAIN_0]

1 [Q15293_CHAIN_0]400958,9 601163,06 405433,24 256293,38 417281,06 610698,27 390937,59
1 [Q15293_CHAIN_0]175278,87 342152,28 251480,52 120908,73 180757,27 350271,37 245885,53

1 [P30084_CHAIN_0]112390,63 486380,09 156139,96 26218,237 110165,07 513123,32 138217,87
1 [P30084_CHAIN_0]38013,783 70479,656 21143,493 4434,305 39260,499 73019,914 18431,435
1 [P30084_CHAIN_0]20214,566 50082,227 14606,127 2855,278 20608,961 52333,548 12648,793

1 [P17301_CHAIN_0]36150,156 76916,867 28306,827 5958,6448 37128,526 79859,457 25708,571
1 [P17301_CHAIN_0]17946,853 37327,32 14739,782 2875,7738 18451,448 38697,161 13560,082

1 [O14737_CHAIN_0]58972,672 45211,997 21447,17 7752,5429 62276,972 44385,241 20173,17
1 [O14737_CHAIN_0]21844,588 14438,455 7180,3099 3616,4254 23117,666 13972,22 6754,9107
1 [O14737_CHAIN_0]88178,313 69451,479 30614,812 15802,436 93078,368 68411,372 28300,571

1 [Q14344] 87286,601 244996,64 51514,799 13852,042 88364,738 257394,54 40338,362
1 [Q14344] 129117,43 410965,47 132249,33 34135,535 129705,22 431380,11 116662,84
1 [Q14344] 127461,61 187987,69 67415,211 24081,68 132677,88 192749,13 60568,494
1 [Q14344] 23596,96 43425,023 12316,744 2737,7375 24377,317 45002,037 10589,087

1 [O14653] 8815,1928 14101,675 4838,9219 1478,9087 9152,4216 14513,352 4321,0022



1 [O14653] 192812,31 169570,55 65305,823 18602,46 203145,51 168763,94 59732,485

1 [P22102] 26806,239 26680,554 9777,6458 1489,0297 28176,582 26794,259 8918,0808
1 [P22102] 124549,3 168552,53 67955,021 13128,794 129972,99 171922,98 62794,533

1 [Q13895] 16275,51 17822,127 5334,4742 1101,3801 17072,268 18040,697 4657,9511
1 [Q13895] 10444,306 11650,468 4869,5166 2084,4183 10951,937 11761,261 4478,3923

1 [Q16666_ISOFORM_4]45456,96 93269,866 26527,627 7045,3026 46755,46 96987,565 22765,141
1 [Q16666_ISOFORM_4]11617,792 35603,445 9396,8899 5603,7859 11698,586 37411,901 7768,7178

1 [Q10567_ISOFORM_C]12445,198 29506,883 5684,5752 754,11432 12714,376 30893,679 4339,2039
2 [P63010, Q10567_ISOFORM_C]6727,1165 12593,108 3629,837 544,27396 6945,0789 13055,882 3144,0546
2 [P63010, Q10567_ISOFORM_C]53595,617 95128,797 27875,586 4867,582 55443,212 98433,102 24213,608
2 [P63010, Q10567_ISOFORM_C]51515,546 87203,797 25741,471 4308,3625 53381,688 90074,873 22409,556

1 [P14927_CHAIN_0]117735,11 89166,507 36806,331 11936,29 124351,62 87622,223 34002,428
1 [P14927_CHAIN_0]72299,555 69049,747 25404,878 7217,6204 76057,422 69155,321 23047,324
1 [P14927_CHAIN_0]237603,03 243843,25 98647,467 29345,706 249599,05 245055,24 90843,065

1 [Q13177_CHAIN_1]78717,973 99684,328 33649,997 10188,09 82286,903 101568,17 29979,044
1 [Q13177_CHAIN_1]41030,371 47914,129 21656,212 8062,7071 42980,138 48439,286 20196,912

1 [P62249_CHAIN_0]390557,04 798256,13 188641,38 31914,618 401754,87 831216,51 154603,86
1 [P62249_CHAIN_0]287594,48 561810,5 129107,54 32062,836 296392,42 584318,71 104464,1
1 [P62249_CHAIN_0]58805,188 116305,62 29737,617 4787,316 60575,551 120913,92 24954,772
1 [P62249_CHAIN_0]41884,13 84273,211 23393,631 4095,9901 43115,688 87598,775 20047,231
1 [P62249_CHAIN_0]131456,8 326211,81 87136,003 13581,474 134005,29 341147,56 73964,775

1 [O43294] 4204,3124 12391,142 2850,8983 813,33257 4243,7967 13023,648 2300,0469
1 [O43294] 9478,5232 20071,293 5154,3524 1872,4788 9735,654 20908,698 4284,6776

1 [A0FGR8_ISOFORM_4]22548,679 50041,004 11108,725 1546,9218 23110,387 52253,509 8934,6627
1 [A0FGR8_ISOFORM_4]29128,8 51474,977 14295,023 3828,5091 30137,268 53280,651 12199,251
1 [A0FGR8_ISOFORM_4]61669,27 107114,38 31495,765 7610,9517 63845,171 110747,87 27291,009

1 [Q9Y512] 75444,153 86842,789 24690,578 7266,586 79046,588 88196,351 21202,757
1 [Q9Y512] 14817,694 5334,3009 6715,5264 924,13522 15778,248 4600,7487 6909,6463

1 [Q8WUM4_CHAIN_0]7717,474 17465,984 5206,7197 1187,9322 7903,3431 18204,999 4525,7618
1 [Q8WUM4_CHAIN_0]19520,193 34990,629 11358,726 4276,5688 20186,497 36183,061 9992,4265

1 [P09496_ISOFORM_Non-brain]147101,45 124565,52 90914,719 47018,27 155114,46 122240,61 88814,527
1 [P09496_ISOFORM_Non-brain]107856,11 185445,64 86135,634 22302,401 111722,25 190644,43 80984,776

1 [P63000] 196960,73 355774,84 121266,15 20728,439 203629,85 367803,54 108813,76
1 [P63000] 182026,62 400616,09 79243,73 14742,957 186626,2 418547,5 60966,29

1 [P68402] 14124,08 40851,65 9243,6106 2208,5355 14273,17 42925,107 7435,916
1 [P68402] 4217,0498 11930,306 2777,3526 739,58573 4267,3069 12527,461 2251,6924

1 [O15145_CHAIN_0]117351,78 191404,34 59270,722 10304,167 121758,87 197344,02 52147,9



1 [O15145_CHAIN_0]14112,627 25055,082 7313,2396 2574,504 14598,977 25926,798 6290,7117
1 [O15145_CHAIN_0]112092,32 195052,42 55963,459 13612,055 116038,81 201726,99 48206,268

1 [P26368_ISOFORM_2]79092,512 132674,2 34729,383 10175,991 81980,534 137141,31 29151,285
1 [P26368_ISOFORM_2]108851,1 179650,34 37653,822 6818,4195 112882,44 185889,72 29655,879
1 [P26368_ISOFORM_2]68850,591 129554,26 35345,363 6683,2988 71065,902 134402,77 30141,224
1 [P26368_ISOFORM_2]36758,589 63414,824 14005,774 2515,8566 38061,767 65700,115 11232,506
1 [P26368_ISOFORM_2]21931,151 40982,473 9375,4133 2150,3879 22641,703 42565,121 7583,8155

1 [O43684_ISOFORM_2]72178,988 127895,48 40539,192 12939,783 74673,784 132232,27 35584,402
1 [O43684_ISOFORM_2]32990,506 66583,664 15489,618 3297,6344 33954,261 69314,693 12604,112

1 [P13073_CHAIN_0]137051,19 169264,72 44465,032 10432,221 143347,92 172657,12 37521,956
1 [P13073_CHAIN_0]104783,33 148845,31 42755,803 11803,342 109185,71 152712,24 36806,246

1 [P62995_ISOFORM_3]107907,36 122885,88 45618,093 14584,828 113094,99 124382,72 41350,528
1 [P62995_ISOFORM_3]329947,12 383332,63 117786,56 43614,722 345632,33 389220,14 102590,8

1 [P26373_CHAIN_0]158465,17 247763,06 58202,751 10874,181 164632,01 255633,84 47621,065
1 [P26373_CHAIN_0]10034,572 21275,939 5299,535 1455,1003 10306,105 22169,628 4387,4006
1 [P26373_CHAIN_0]203202,05 285691,28 72403,375 17393,724 211796,22 293292,83 60443,206
1 [P26373_CHAIN_0]42923,181 88971,188 27456,085 5665,7666 44131,52 92475,523 24083,442

1 [O75844] 178853,32 301353 89710,939 13885,038 185362,64 311197,18 78301,42
1 [O75844] 61834,59 71787,578 21558,527 4522,6928 64774,914 72902,71 18830,21

1 [Q9UKM7] 3201,7616 13602,355 3285,4755 601,74544 3143,058 14381,557 2703,7791
1 [Q9UKM7] 26714,225 95886,813 26317,449 4504,0092 26601,92 101013,53 22463,235

1 [P29992] 51597,252 100563,48 17402,717 3255,9284 53176,943 104769,35 12643,647
1 [P29992] 125515,01 226220,19 48763,236 17667,287 129757,32 234770,69 38391,651

1 [P62750_CHAIN_0]87347,665 152851,47 63043,547 13832,578 90417,056 157492,07 58357,795
1 [P62750_CHAIN_0]321159,81 408471,03 158326,03 47950,509 335696,1 415618,19 144644,46
1 [P62750_CHAIN_0]267155,88 427643,91 161294,13 56681,511 277379,53 439670,18 146237,7

1 [P42224_ISOFORM_Beta]7859,9831 24795,375 4881,7844 3843,694 7898,4842 26123,421 3617,4989
1 [P42224_ISOFORM_Beta]45504,88 159394,56 43057,151 42774,676 45396,892 167876,98 35074,716

1 [P30837_CHAIN_0]3056,6215 25343,82 6910,5294 1034,5109 2737,5407 26955,21 5889,2914
1 [P30837_CHAIN_0]5895,598 55793,934 16021,652 2313,175 5133,4354 59368,248 13835,164
1 [P30837_CHAIN_0]58840,168 231540,66 68273,114 12251,952 58162,455 244128,27 59275,641

1 [Q9H930_ISOFORM_2]17130,971 39321,09 8259,6281 4611,66 17529,592 41112,96 6366,5659
1 [Q9H930_ISOFORM_2]6105,6836 18372,852 3553,6634 2146,2736 6154,5243 19340,89 2642,4448
1 [Q9H930_ISOFORM_2]13573,096 36036,008 8673,3279 5287,29 13785,435 37778,015 6977,7013

1 [Q9UHX1_ISOFORM_4]6456,9887 8452,0127 2855,6475 545,1071 6743,8875 8625,4235 2558,0385
1 [Q9UHX1_ISOFORM_4]31488,739 45946,566 12607,36 2384,5175 32785,427 47213,636 10776,79

1 [Q9NP72_CHAIN_0]38102,585 69663,063 20619,498 7415,4272 39372,909 72149,897 17786,563
1 [Q9NP72_CHAIN_0]56119,463 107381,63 31773,66 5779,0182 57888,746 111380,43 27646,113



1 [Q9UJS0] 9858,1514 9556,7472 3062,3011 518,97335 10367,241 9595,411 2720,304
1 [Q9UJS0] 17011,416 21222,223 8809,8113 1675,1025 17790,554 21553,732 8181,2125

1 [Q9UL25_CHAIN_0]79258,21 122968,91 30210,168 7070,2351 82363,791 126794 24992,523
1 [Q9UL25_CHAIN_0]46032,064 71279,844 19470,741 3748,1465 47839,966 73427,81 16617,778
1 [Q9UL25_CHAIN_0]47548,477 77174,797 21091,2 4046,5059 49340,375 79645,884 18000,384

1 [O75915] 555539,3 826291,56 369153,38 109289,4 578173,55 845160,34 344712,69
1 [O75915] 237125,54 368522,34 124719,52 35010,276 246425,55 378906,21 111212,49
1 [O75915] 626421,22 893001,31 311028,41 91537,796 652707,42 914580,51 278784,68
1 [O75915] 25049,342 47372,113 12881,755 4224,1574 25850,226 49154,79 10898,488

1 [P62244_CHAIN_0]6793,8708 15078,646 3886,4066 534,97378 6963,4297 15727,913 3271,3279
1 [P62244_CHAIN_0]12522,483 26959,732 7169,3573 1174,9475 12852,918 28089,578 6078,3406
1 [P62244_CHAIN_0]21380,598 38043,117 17499,558 14411,008 22119,69 39164,737 16004,012
1 [P62244_CHAIN_0]75678,215 167407,17 44361,468 6884,6511 77579,609 174560,42 37589,07

1 [Q9P0L0_CHAIN_0]499187,83 500238,69 142863,54 56219,063 524608,21 503904,98 122295,17
1 [Q9P0L0_CHAIN_0]181834,69 174983,82 51212,51 17979,237 191249,21 175766,25 44199,363
1 [Q9P0L0_CHAIN_0]355598 334229,93 101998,95 39980,23 374181,53 335062,89 88705,22
1 [Q9P0L0_CHAIN_0]43980,359 28800,878 9870,1486 5844,8985 46546,303 27989,029 8726,0834

1 [P14314_CHAIN_0]17258,025 27603,344 9542,4001 4327,7471 17918,37 28407,035 8472,4209
1 [P14314_CHAIN_0]143531,15 205036,44 82125,196 39962,752 149551,88 209666,94 74758,712
1 [P14314_CHAIN_0]682772,2 910976,5 272036,09 114565,82 712719,3 931676,79 234682,03
1 [P14314_CHAIN_0]310972,95 443822,56 108762,92 50436,565 323981,72 456056,46 88869,864

1 [P62899] 152748,03 257748,7 104889,87 24794,3 158317,23 265272,94 96819,628
1 [P62899] 12486,198 27478,734 8368,9145 1500,3009 12803,633 28613,646 7328,11
1 [P62899] 182411,3 354200,31 93920,5 17496,489 188045,2 367914,77 79501,271
1 [P62899] 18900,968 26037,883 8947,9775 3044,937 19713,292 26630,598 7982,8637
1 [P62899] 23549,218 52600,297 16251,569 3011,8041 24131,563 54787,702 14271,187

1 [P46776_CHAIN_0]54364,878 93152,391 24027,987 5250,8638 56308,038 96374,231 20163,175
1 [P46776_CHAIN_0]147388,32 292210,53 78853,547 17604,25 151813,16 303678,3 66926,094
1 [P46776_CHAIN_0]244444,53 472614,06 123894,77 27734,974 252036,91 490893,67 104353,57
1 [P46776_CHAIN_0]89463,116 166949,88 44516,517 10038,695 92370,601 173184,6 37667,493

1 [P51572_CHAIN_0]266129,7 332872,81 94579,03 36457,036 278272,09 339532,4 80801,634
1 [P51572_CHAIN_0]35277,675 46331,648 17249,031 6751,3207 36842,876 47238,85 15582,367
1 [P51572_CHAIN_0]514248,03 716561,94 249156,13 102059,42 536178,15 733159,13 222032,16
1 [P51572_CHAIN_0]53884,456 72216,711 25259,419 9187,9807 56243,403 73753,375 22587,924

1 [O75340] 62778,477 128898,38 37575,858 6593,1441 64570,509 134008,6 32584,604
1 [O75340] 27712,552 59544,199 16296,863 2664,5524 28446,63 62021,145 13921,161

1 [Q969H8_CHAIN_0]150840,61 344458,94 94146,143 26873,212 154402,39 359397,74 79884,95
1 [Q969H8_CHAIN_0]15607,178 40222,578 12024,277 2892,9003 15878,749 42061,259 10448,951
1 [Q969H8_CHAIN_0]28005,376 60096,09 19311,215 3498,2719 28750,7 62501,072 17107,012

1 [Q01844_ISOFORM_EWS-B]673022,13 720738,31 612986,57 229328,55 706570,51 715797,3 609361,54



1 [Q01844_ISOFORM_EWS-B]214638,47 247750,25 118822,67 52945,788 224903,9 250088,26 111340,97
1 [Q01844_ISOFORM_EWS-B]268695,06 259350,53 101194,11 85670,991 282606,26 259754,78 90269,835
1 [Q01844_ISOFORM_EWS-B]286977,54 288983,22 198313,57 66782,928 301636,08 287444,87 194184,03

1 [Q9UJ70_CHAIN_0]1813,9397 3971,2732 1288,0551 124,9329 1860,5473 4132,1269 1147,8788
1 [Q9UJ70_CHAIN_0]32938,713 88968,539 27840,494 3949,7572 33425,826 93095,446 24558,632

1 [P12004] 194162,8 261434,81 104261,67 28485,311 202645,29 266638,94 95817,578
1 [P12004] 216848,33 306425,38 98922,466 28453,397 226000,32 313961,6 87366,109
1 [P12004] 341134,39 530028,13 152733,06 33648,202 354499,41 545817,16 131902,1
1 [P12004] 26004,657 42950,84 12750,326 2371,6383 26969,477 44322,469 11105,091

1 [P35221_CHAIN_0]8082,2123 23001,773 6237,1727 1558,741 8176,1857 24127,6 5288,2729
1 [P35221_CHAIN_0]135380,72 196112,94 60059,823 22972,375 140989,99 201259,15 52194,287
1 [P35221_CHAIN_0]299186,85 424855,75 122209,78 51114,836 311759,97 435885,24 104489,9

1 [P16152_CHAIN_0]74557,199 154985,05 45574,008 10254,07 76645,194 161176,22 39502,349
1 [P16152_CHAIN_0]36217,641 71853,836 26154,69 4491,2244 37308,268 74456,08 23754,243

1 [A2RRP1_ISOFORM_2]14378,8 28460,705 6685,9278 1356,1165 14810,828 29608,295 5460,4181
1 [A2RRP1_ISOFORM_2]3656,5605 8705,041 2033,7473 478,85105 3735,1182 9103,6181 1654,2094

1 [Q14498_ISOFORM_2]79738,201 94306,777 25512,046 7634,3542 83491,141 95958,209 21628,713
1 [Q14498_ISOFORM_2]157873,3 177493,17 48782,315 11614,286 165500,79 180079,35 41664,458
1 [Q14498_ISOFORM_2]74095,581 84795,289 23932,124 7625,5766 77644,053 86095,382 20490,206
1 [Q14498_ISOFORM_2]46312,998 57011,363 18292,602 5435,0133 48446,942 58037,261 16135,866

1 [Q99805_CHAIN_0]24078,496 50918,629 8206,6619 1425,2414 24730,036 53198,069 5755,4949
1 [Q99805_CHAIN_0]266671,75 303882,38 85438,385 17588,53 279470,26 308477,85 73499,048

1 [Q9Y2W2] 12888,531 13916,882 10054,686 2403,9963 13527,452 13885,594 9929,7501
1 [Q9Y2W2] 19807,471 16010,617 6493,5454 2473,4287 20899,124 15821,989 5964,7653

1 [P35613_ISOFORM_2]134651,45 215460,06 74002,901 16887,95 139801,43 221748,93 66341,222
1 [P35613_ISOFORM_2]1048157,3 760286,19 379320,3 127050,84 1107815,5 742182,8 359607,7
1 [P35613_ISOFORM_2]400203,97 343693,89 166086,42 52863,698 421848,96 340370,72 156838,95

1 [O75489_CHAIN_0]46588,981 84273,281 21971,168 4213,9372 48159,621 87345,469 18512,849
1 [O75489_CHAIN_0]27817,001 45605,445 14199,506 2637,1761 28856,7 47027,388 12500,473

1 [Q9BXP5_ISOFORM_5]15182,851 27072,264 6983,6924 1254,52 15703,003 28047,797 5871,377
1 [Q9BXP5_ISOFORM_5]40235,766 53521,07 14171,788 3867,4223 42002,859 54787,542 11956,449

1 [Q8N163] 5331,4852 14402,182 2614,0344 678,61068 5409,0738 15131,64 1930,1188
1 [Q8N163] 29099,782 50375,578 10279,497 3575,9526 30127,183 52225,15 7940,782

1 [O94905] 95320,081 127297,69 28962,094 7941,4698 99492,594 130487,59 23368,256
1 [O94905] 11016,86 14765,01 4348,3244 891,08426 11498,632 15105,427 3779,6287

1 [O43747_CHAIN_0]11434,768 27715,807 8869,0336 1505,1612 11671,451 28920,43 7852,0954
1 [O43747_CHAIN_0]20685,91 48718,258 11656,59 1798,2115 21141,77 50925,708 9592,7251



1 [P84103] 46629,643 70287,047 20586,101 7849,6231 48502,757 72282,196 17706,053
2 [Q16629_ISOFORM_3, P84103]90890,683 124275,56 40253,194 13591,062 94815,274 127140,66 35492,663
2 [Q16629_ISOFORM_3, P84103]172771,56 233493,28 82496,915 16593,579 180294,43 238524,28 74488,875

1 [O00629_CHAIN_0]261401,42 423776,13 154484,24 19463,693 271288,07 436071,64 140715,59
1 [O00629_CHAIN_0]7141,0204 9709,1035 2670,8772 546,70016 7450,2282 9945,6358 2283,4331

1 [O94826_CHAIN_0]20993,799 30413,145 8771,2274 2029,9488 21863,267 31228,545 7574,2479
1 [O94826_CHAIN_0]115977,35 179827,92 61355,939 14038,321 120535,11 184861,18 54936,244

1 [P60903_CHAIN_0]287064,03 704300,25 189106,73 57752,999 292801,32 736314,8 159526,04
1 [P60903_CHAIN_0]410365,51 1140155,6 304248,92 94163,372 415724,59 1195503,4 256106,46
1 [P60903_CHAIN_0]611306,7 1518103,3 281481,97 68502,709 623053,61 1591660,5 210065,81
1 [P60903_CHAIN_0]671513,36 1563805,5 387830,15 109447,61 686697,8 1633752,1 320451,74
1 [P60903_CHAIN_0]29992,979 80153,766 41936,396 11308,338 30465,624 83306,952 39990,09
1 [P60903_CHAIN_0]106831,61 211993,19 73160,437 27008,097 110045,04 219804,92 65165,52

1 [P10301_CHAIN_0]18103,278 69933,641 13228,398 2542,2369 17917,774 73953,817 9971,672
1 [P10301_CHAIN_0]25335,407 85100,594 15464,167 2948,6076 25348,174 89802,683 11461,541

1 [P11387_CHAIN_0]37379,96 48792,895 14460,557 4649,7929 39042,425 49853,307 12516,311
1 [P11387_CHAIN_0]35419,371 41248,141 10809,688 2405,2788 37099,88 41946,968 9124,4066

1 [Q96CW1] 40475,403 82889,156 23288,88 3780,5878 41634,823 86196,881 20029,414
1 [Q96CW1] 42346,242 80898,023 20467,884 3090,822 43681,817 84018,47 17136,18
1 [Q96CW1] 44714,168 72340,141 21099,642 3628,272 46405,105 74604,099 18315,81

1 [Q9HBR0_ISOFORM_3]103008,68 184308,9 113980,71 37229,087 106566,82 188825,95 110468,73
1 [Q9HBR0_ISOFORM_3]23506,454 31906,443 16671,23 7701,4296 24530,492 32426,652 15772,965

1 [Q16698_CHAIN_0]27615,118 88776,516 18495,988 2783,3335 27715,621 93529,571 14523,286
1 [Q16698_CHAIN_0]65132,5 116839 34869,866 7666,887 67351,95 120921,5 30348,804

2 [P35637_ISOFORM_Short, Q92804]268922,37 332224,94 108109,06 43861,726 281289,19 338217,92 95134,472
1 [Q92804] 137571,08 178112,22 69719,478 42633,666 143731,47 181368,51 62867,603

1 [P23634_ISOFORM_ZK]12115,193 43171,602 8677,3356 2049,5879 12068,909 45577,065 6688,2628
1 [P23634_ISOFORM_ZK]11152,568 34984,824 7599,0785 1852,4441 11211,888 36830,812 6026,0592
1 [P23634_ISOFORM_ZK]19450,811 70939,82 16342,84 5163,5138 19343,07 74854,416 13162,521

1 [P26639] 20623,518 34349,355 10419,244 2165,4443 21382,734 35450,185 9109,3875
1 [P26639] 30221,84 59358,387 18478,43 2467,8324 31142,653 61589,957 16299,965

1 [O15144] 168525,28 181607,77 63411,814 27822,766 176843,52 183374,7 56527,912
1 [O15144] 40237,58 63116,176 20262,549 4369,4741 41802,612 64953,678 17931,289
1 [O15144] 35455,332 63982,445 18195,994 4365,9602 36654,829 66260,746 15640,972

1 [Q9P0K7_ISOFORM_3]38614,09 33195,618 17342,854 14618,955 40702,608 32837,044 16143,129
1 [Q9P0K7_ISOFORM_3]12826,297 17462,059 6028,5826 3449,2639 13381,966 17849,38 5323,0673

1 [P39687] 81133,016 262749 72524,008 37901,138 81398,552 276284,63 60904,105
2 [Q92688_ISOFORM_2, P39687]57120,541 95549,539 34421,3 11107,917 59218,023 98452,331 30991,753



1 [P63173] 52298,851 102784,35 21235,278 8763,0535 53883,983 107000,4 16411,084
1 [P63173] 36677,439 65470,609 13317,553 4508,6997 37930,139 67948,448 10279,056
1 [P63173] 42318,134 82871,297 17536,858 6349,2252 43607,386 86247,275 13711,531
1 [P63173] 38490,938 73655,023 18088,802 7182,8288 39701,944 76518,819 14823,292

1 [Q9H0S4_CHAIN_0]9768,7936 11310,945 2966,4303 403,9232 10233,682 11498,871 2515,58
1 [Q9H0S4_CHAIN_0]18054,056 24774,164 8220,7072 2093,7391 18831,859 25342,952 7313,8169

1 [Q9Y3I0] 29108,9 52151,918 15130,083 4811,1279 30101,923 53986,221 13017,581
1 [Q9Y3I0] 25479,632 56742,234 20217,024 4720,937 26115,055 59010,308 18231,521

1 [P63167] 96783,344 101365,27 30902,002 8071,4338 101619,92 102322,3 27026,981
1 [P63167] 80331,732 95513,156 27647,014 5247,6382 84103,036 97153,704 23964,801
1 [P63167] 176869,03 180859,63 46713,059 9480,6154 185795,62 182572,75 39345,417

1 [Q12797] 41982,52 78669,211 19145,86 3634,2869 43338,834 81677,278 15819,502
1 [Q12797] 19239,375 49858,969 14402,022 2112,7186 19567,964 52160,946 12472,56

1 [Q9Y3U8_CHAIN_0]87706,638 123904,22 37206,835 12323,313 91407,15 127040,74 32275,989
1 [Q9Y3U8_CHAIN_0]65732,008 136512 32862,261 9706,095 67570,876 142197,42 26904,72
1 [Q9Y3U8_CHAIN_0]121933,82 251596,95 62073,747 13683,829 125380,8 261975,52 51396,443

1 [Q8TAQ2_ISOFORM_2]7385,8535 16391,186 5005,1175 2049,0346 7570,7122 17071,954 4335,4482
1 [Q8TAQ2_ISOFORM_2]45754,944 49231,871 15613,179 5647,6229 48013,946 49757,142 13703,071

1 [P26196] 144868,7 199858,63 60004,472 15972,45 151083,17 204701,1 52223,345
1 [P26196] 37224,73 55129,242 15448,801 3053,0172 38740,508 56674,626 13268,982
1 [P26196] 25290,097 39438,23 13017,237 2472,0669 26278,905 40565,401 11600,295

1 [P16949] 207731,8 203728,18 113142,51 64564,629 218440,05 203166,85 107358,14
1 [P16949] 634041,88 631343,12 224492,16 99462,868 666443,76 634288,04 200833,27
1 [P16949] 187437,31 164687,58 106053,09 62614,098 197513,05 162520,88 102118,93

1 [P36957_CHAIN_0]102969,79 149192,2 39732,429 5011,1685 107231,75 153298,89 33811,168
1 [P36957_CHAIN_0]113108,18 148130,89 48566,819 17629,041 118131,24 151223,55 42884,357

1 [Q02880_ISOFORM_Beta-1]18867,079 41206,184 13224,908 4514,3135 19353,868 42877,549 11620,534
1 [Q02880_ISOFORM_Beta-1]44631,305 35009,44 9535,588 2413,2185 47110,72 34663,484 8138,4481

1 [P42892_ISOFORM_C]4370,2052 10512,925 3186,1939 797,6343 4462,2409 10973,577 2776,5348
1 [P42892_ISOFORM_C]23621,575 37343,848 13484,518 3663,6856 24535,093 38394,614 12177,709

1 [P05161_CHAIN_0]136827,55 266028,66 81209,738 26062,472 141053,11 275997,33 70673,268
1 [P05161_CHAIN_0]84322,32 262223,56 82875,669 30571,603 84836,325 275176,97 72433,729
1 [P05161_CHAIN_0]58633,398 162898,92 49578,414 16744,792 59403,194 170609,23 43045,37

1 [Q15417] 47770,555 111530,77 43006,82 5749,6594 48854,607 116029,26 39513,864
1 [Q15417] 23753,938 54358,082 18387,366 2906,4945 24314,694 56603,983 16475,892
1 [Q15417] 79129,637 132179,73 40397,861 8624,7262 82034,625 136420,81 35368,698
1 [Q15417] 9278,0866 27146,977 11011,357 1448,7757 9372,5144 28373,889 10199,062
1 [Q15417] 17885,718 47671,066 19762,718 3253,266 18166,933 49710,487 18341,96



1 [P49821_CHAIN_0]19491,013 36938,363 11826,809 2802,1393 20113,676 38273,153 10443,649
1 [P49821_CHAIN_0]23574,154 53408,145 14703,71 2966,4828 24139,95 55708,821 12553,034

1 [P25786] 45146,982 120558,62 37093,73 7052,0168 45843,69 126139,08 32523,572
1 [P25786] 84375,635 175366,03 48293,014 14858,629 86737,091 182477,3 41021,373

1 [O95816] 88141,363 96137,07 28854,288 11314,793 92464,388 97292,605 24979,958
1 [O95816] 122194,34 124031,2 41941,374 16132,744 128387,46 124829,76 37264,681

1 [Q7L014] 68194,122 81422,195 23081,435 4816,3437 71388,04 82854,798 19888,435
1 [Q7L014] 85806,531 52032,144 30337,613 11869,991 90909,217 49756,078 29220,552
1 [Q7L014] 40573,75 28048,064 16046,872 5626,758 42913,665 27192,54 15445,551

1 [P46939] 4784,6618 12024,07 2607,2489 748,22121 4873,8141 12598,116 2062,7802
1 [P46939] 11352,262 20741,101 4373,316 959,91038 11729,912 21537,985 3442,8547

1 [Q13425] 10959,792 23191,293 5868,9117 1592,1398 11257,408 24161,054 4881,7934
1 [Q13425] 19266,256 41505,719 9953,4913 2573,5013 19773,357 43281,276 8154,3683
1 [Q13425] 38251,093 75596,516 17509,308 3720,7217 39402,702 78649,104 14229,198

1 [P28370_ISOFORM_2]23103,612 30341,793 8318,533 2054,7324 24126,789 31031,846 7091,6623
1 [P28370_ISOFORM_2]36435,104 49872,172 14657,051 3927,8422 38006,234 51072,646 12693,041

1 [Q8WUJ3_CHAIN_0]3056,1603 46036,52 5161,0317 1697,9712 2291,4071 49362,026 2720,7484
1 [Q8WUJ3_CHAIN_0]16388,176 85710,414 13383,247 3403,2066 15739,917 91098,473 9145,5979

1 [Q9H3N1_CHAIN_0]45707,937 46916,078 14796,919 2619,7962 48012,776 47284,676 13092,227
1 [Q9H3N1_CHAIN_0]199764,54 284412,34 89715,669 26892,645 208148,89 291571,22 78799,021

1 [P62318] 60267,665 91981,32 25418,593 4110,5958 62663,454 94688,279 21792,965
1 [P62318] 112345,68 204326,22 64734,012 12215,613 116116,92 211442,81 57176,283
1 [P62318] 47799,301 108948,51 28935,101 5800,5374 48931,83 113694,46 24473,811

2 [P08727, P05783_CHAIN_0]69830,796 120016,22 50761,353 10716,736 72331,754 123539,66 47190,712
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]451944,03 446936,27 141966,96 75470,67 475094,64 449374,46 123652,5
4 [P13645, P02533_CHAIN_0, P08779_CHAIN_0, P08727]91560,734 80761,94 29345,135 15175,245 96461,444 80453,357 26277,709

1 [P13473_CHAIN_0]40884,143 80000,953 20465,649 4885,9132 42133,319 83143,093 17108,517
1 [P13473_CHAIN_0]27828,088 53179,035 24150,309 7498,5648 28712,29 54885,35 22577,409

1 [Q99733_CHAIN_0]148126,52 70422,565 26707,012 9125,1915 157335,44 65769,121 24394,745
1 [Q99733_CHAIN_0]146909,56 72835,758 25236,838 7223,4867 155977,77 68500,294 22741,744

1 [P46783] 47223,719 79559,403 22974,584 5018,955 48942,133 82181,309 19847,425
1 [P46783] 5397,5611 11333,368 3321,4431 908,0292 5546,3022 11789,966 2869,6583
1 [P46783] 1153,0468 2326,4485 614,11777 172,85141 1186,7927 2419,4983 516,62705
1 [P46783] 7009,3688 14362,843 4150,3049 1236,1109 7210,0445 14932,663 3569,6078

1 [P02042_CHAIN_0]1040089,7 314421,84 559305,2 40103,779 1108859,1 255271,05 584638,9
1 [P02042_CHAIN_0]34821,578 14222,506 31407,09 3600,8173 37052,709 12127,605 32945,871



1 [Q13242] 46443,25 26231,493 8518,7298 2689,3702 49241,513 25100,198 7561,7683
1 [Q13242] 161984,14 142991,08 58344,86 19932,12 170655,98 142244,21 53722,391
1 [Q13242] 139789,09 123569,96 47105,056 21738,891 147266,92 123045,34 42651,038

1 [Q6P1M0] 2970,4137 4858,6709 1026,1376 204,11055 3081,3634 5025,4795 809,64025
1 [Q6P1M0] 167761,38 222124,59 95050,277 43695,52 175174,38 226163,03 87554,725

1 [P17655_CHAIN_0]177656,99 292223,34 97802,283 39234,526 184281,08 301155,73 86494,984
1 [P17655_CHAIN_0]25851,627 50026,563 13032,657 3310,5896 26653,569 51965,667 10941,492

1 [P23526_CHAIN_0]40952,05 79547,625 21662,545 3813,0939 42216,648 82610,11 18474,64
1 [P23526_CHAIN_0]35493,781 77161,516 18602,663 3045,7072 36413,218 80479,389 15340,379

1 [P61353] 28518,906 53557,02 15826,988 3295,1509 29439,564 55518,497 13749,68
1 [P61353] 567589,15 1066021,9 215222,39 51904,018 585845,47 1108300 166505,01

1 [P48735_CHAIN_0]18863,151 70780,945 17830,393 3767,6532 18717,321 74671,71 14837,692
1 [P48735_CHAIN_0]19360,391 60143,961 17824,264 2931,0569 19478,991 63151,193 15510,876

1 [Q8TCS8_CHAIN_0]106352,39 141679,08 41966,391 7811,619 111021,62 144896,91 36561,453
1 [Q8TCS8_CHAIN_0]15831,937 20018,889 6441,8022 1120,1074 16550,163 20405,744 5719,3646

1 [Q08945_CHAIN_0]94371,18 79181,842 16930,02 4548,7723 99500,974 78967,902 13430,225
1 [Q08945_CHAIN_0]139493,84 79386,444 29275,532 13706,481 147888 75918,199 26416,5

1 [O43854_CHAIN_0]50901,532 242399,69 44385,541 7017,4193 49401,481 257135,48 33041,081
1 [O43854_CHAIN_0]37547,708 169277,38 33667,229 4561,6022 36646,5 179353,93 25975,401
1 [O43854_CHAIN_0]70084,912 259371,33 58170,927 9430,6156 69615,471 273798,83 46822,868

1 [O00410_CHAIN_0]10689,539 23224,84 6999,4017 1042,7665 10967,635 24177,731 6123,731
1 [O00410_CHAIN_0]105651,49 148010,52 53551,88 20578,414 110141,47 151407,29 48136,578

1 [Q12841_CHAIN_0]55027,052 84561,563 56474,947 19874,293 57223,461 86004,707 55087,475
1 [Q12841_CHAIN_0]13213,803 33210,512 19238,054 6394,5815 13467,679 34406,915 18507,552

1 [Q00325_CHAIN_0]18588,953 25233,045 8435,1482 1327,6774 19395,695 25797,416 7551,4133
1 [Q00325_CHAIN_0]96937,425 156596,05 44093,156 8923,788 100607,2 161539,22 37894,871
1 [Q00325_CHAIN_0]87734,245 131698,22 37255,279 6487,4893 91269,382 135454,35 32108,876

1 [Q86UX6] 108281,29 132483,31 57569,613 12575,538 113297,48 134337,17 53762,243
1 [Q86UX6] 1072,0028 3332,4197 726,86993 263,22512 1078,3547 3507,5601 573,54763

1 [P41223] 53572,213 100247,81 26082,123 4393,8905 55306,998 104021,61 21988,055
1 [P41223] 11382,679 16670,588 4487,8053 866,61413 11850,043 17135,805 3816,6094

1 [P20908_CHAIN_0]21353,995 102779,02 34309,011 13613,47 20711,385 108541,9 30275,086
1 [P20908_CHAIN_0]78733,082 133046,11 44871,117 11407,368 81593,673 137237,43 40025,77

1 [P52943] 85585,144 150289,13 45894,82 13284,21 88571,155 155392,43 40017,45
1 [P52943] 57106,422 162068,06 34492,088 17037,512 57773,991 170298,08 26791,297

1 [Q9BVK6_CHAIN_0]165737,23 323331,78 72393,786 15168,875 170815,39 336332,74 58200,676



1 [Q9BVK6_CHAIN_0]203772,14 386949,44 83228,477 20168,755 210239,31 402274 65891,59
1 [Q9BVK6_CHAIN_0]224581,99 404894,5 78423,86 18573,959 232164,43 420486,87 59717,047
1 [Q9BVK6_CHAIN_0]180427 331816,91 70796,035 17516,04 186383,42 344614,56 55881,998
1 [Q9BVK6_CHAIN_0]239586,13 495440,94 128201,76 45097,254 246339,76 515722,15 106868,47

1 [Q12904] 323310,16 297047,51 143106,74 62198,744 340385,51 295630,46 134335,56
1 [Q12904] 269778,56 248228,44 127903,03 51299,621 284024,34 246799,84 121265,21
1 [Q12904] 69667,176 101335,09 27018,458 5577,9712 72542,324 104141,26 22904,918

1 [P07942] 33707,218 42571,773 19969,64 2602,7053 35241,467 43188,751 18923,965
1 [P07942] 60519,982 73579,852 31558,769 6073,561 63333,244 74598,416 29450,932

1 [Q07666_ISOFORM_2]80740,212 145172,98 47844,756 10362,981 83487,269 150111,14 42551,354
1 [Q07666_ISOFORM_2]280443,2 292039,28 80924,729 26650,244 294488,37 294957,83 68969,886

2 [P08727, P05783_CHAIN_0]69830,796 120016,22 50761,353 10716,736 72331,754 123539,66 47190,712
1 [P05783_CHAIN_0]46687,727 71971,336 28937,679 7028,2562 48534,246 73826,806 26657,396

1 [P37235_CHAIN_0]645562,25 1214494,8 271427,72 88503,463 666300,05 1261886,1 216748,78
1 [P37235_CHAIN_0]32970,06 79667,391 20162,592 7758,2525 33654,274 83297,074 16666,434
1 [P37235_CHAIN_0]30537,914 73772,922 16965,162 7437,1621 31170,928 77188,927 13580,749

1 [P55265_ISOFORM_5]49913,445 35802,629 19271,392 4702,1802 52763,808 34868,871 18511,487
1 [P55265_ISOFORM_5]30269,52 55332,914 18248,221 6715,3858 31280,086 57247,437 16111,612

1 [Q9Y2H6_ISOFORM_2]83601,775 94876,188 44308,401 8292,367 87633,803 95718,173 41866,795
1 [Q9Y2H6_ISOFORM_2]59652,041 71327,539 22864,407 4296,029 62445,366 72502,394 20274,755

1 [Q9P035] 199599,54 255089,98 67905,858 14427,545 208587,84 260615,2 57559,741
1 [Q9P035] 22729,997 28913,109 8335,1519 1868,266 23756,876 29511,947 7203,4889

1 [Q9NSK0_ISOFORM_3]22571,318 47380,594 12489,715 1852,2312 23192,701 49333,896 10573,482
1 [Q9NSK0_ISOFORM_3]20164,164 59232,746 21695,919 6008,6926 20362,907 61991,009 19614,79

1 [Q04637_ISOFORM_E]143372,94 221280,88 74094,644 20803,021 149028,2 227478,58 65931,823
1 [Q04637_ISOFORM_E]92510,453 131165,72 44283,21 8900,7478 96406,706 134347,88 39632,144

1 [P36776_CHAIN_0]50308,107 81960,75 31214,323 7727,8299 52203,134 84312,138 28486,662
1 [P36776_CHAIN_0]63157,493 112337,21 46052,013 10830,538 65338,117 115823,14 42555,688
1 [P36776_CHAIN_0]31140,611 53541,609 15842,55 4146,2956 32251,067 55334,634 13734,395

1 [Q13561_CHAIN_0]126400,89 181939,34 55958,895 20930,853 131663,06 186654,56 48698,518
1 [Q13561_CHAIN_0]85463,109 84419,394 30888,329 11557,183 89845,61 84741,104 27870,349

1 [P11413_CHAIN_0]14447,94 33239,129 12527,39 2084,6027 14786,08 34575,834 11447,579
1 [P11413_CHAIN_0]75444,107 185686,16 57829,077 20288,777 76944,549 193884,62 50447,347
1 [P11413_CHAIN_0]25718,825 62853,957 20262,124 6502,9698 26240,267 65595,204 17834,235

1 [Q9Y6M1_ISOFORM_2]49412,479 68968,883 28962,038 9748,8201 51520,405 70410,233 26751,696
1 [Q9Y6M1_ISOFORM_2]57012,075 75375,391 25163,334 6084,6276 59529,141 76968,365 22431,477

1 [O95573] 200115,62 389896,88 114685,07 23912,156 206275,49 404671,49 99512,214



1 [O95573] 7177,0209 14714,197 5360,5446 1984,9034 7383,0415 15262,419 4823,0703

1 [Q06323] 19746,87 49824,535 17003,076 5402,2856 20114,535 52007,853 15141,977
1 [Q06323] 36253,979 89447,109 27437,365 8170,6961 36970,115 93415,273 23917,038
1 [Q06323] 53251,351 139715,28 41356,791 11209,197 54124,949 146176,76 35800,693

1 [Q13557_CHAIN_0]200662,24 485253,78 94782,042 18641,7 204800,4 508274,52 72485,467
1 [Q13557_CHAIN_0]53024,79 95587,342 28183,977 7976,4841 54821,468 98955,388 24383,986

1 [Q9BS26_CHAIN_0]111677,7 245587,48 73367,989 17469,783 114519,86 255772,42 63777,012
1 [Q9BS26_CHAIN_0]103042,32 186468,73 52388,103 9471,8288 106516,9 193146,97 45030,489

1 [Q96AC1_ISOFORM_2]22875,221 47823,594 15597,564 4884,7773 23511,039 49692,952 13772,051
1 [Q96AC1_ISOFORM_2]5813,5109 12051,14 3776,8337 996,40426 5977,1856 12524,002 3314,7518

1 [O15042_ISOFORM_2]46891,114 48646,008 23965,05 12150,497 49250,164 48782,733 22477,589
1 [O15042_ISOFORM_2]106548,75 66256,205 33248,527 14157,729 112846,71 63705,004 31434,279

1 [Q6NUQ4] 31760,188 101803,87 19641,412 4033,7449 31881,126 107299,53 14924,445
1 [Q6NUQ4] 65268,94 143462,13 35962,021 8386,0393 66927,049 149632,89 29887,838

1 [P56385_CHAIN_0]138696,48 186389,25 62816,756 13052,88 144756,07 190454,12 56191,397
1 [P56385_CHAIN_0]11930,388 13929,83 5295,4469 1114,0179 12496,728 14114,554 4844,4464

1 [Q14534] 1881,0293 6205,5991 869,02117 256,65725 1884,218 6554,7351 554,77041
1 [Q14534] 79325,507 193970 72299,426 27248,772 80937,793 202117,29 65276,28

1 [P78357_CHAIN_0]593169,69 84195,722 5623,3933
1 [P78357_CHAIN_0]7954,3388 18199,834 4615,2919 1131,221 8141,1801 19001,7 3845,5822

1 [Q16851_ISOFORM_2]47900,791 83657,445 32432,754 5870,4595 49586,196 86258,075 29776,42
1 [Q16851_ISOFORM_2]5467,1912 13668,895 4044,0618 508,48499 5571,2614 14284,599 3526,0537

1 [Q12849] 47649,602 65477,723 33644,968 7767,1009 49708,155 66599,484 32102,146
1 [Q12849] 59895,093 96211,492 44699,352 13729,868 62185,475 98658,101 41940,329

1 [Q8TF01] 95123,446 196753,47 65482,303 19278,846 97813,234 204337,22 58113,167
1 [Q8TF01] 127474,37 145260,5 49488,722 17014,449 133597,88 147178,7 44100,027

1 [Q07157_ISOFORM_Short]33192,871 50610,234 12395,471 6893,9027 34512,372 52150,166 10073,986
1 [Q07157_ISOFORM_Short]9545,0114 31853,197 7248,0081 1345,8731 9555,207 33561,986 5855,8864

1 [O60762_CHAIN_0]166967,51 219536,8 68283,173 15713,418 174361,59 224280,04 60015,006
1 [O60762_CHAIN_0]7499,7081 11938,302 4604,7258 1642,3126 7788,1925 12268,089 4190,0079

1 [Q99459] 61578,763 72427,219 24650,547 5863,6367 64488,847 73509,935 22071,97
1 [Q99459] 66886,211 43163,476 17274,772 8709,2714 70803,703 41804,323 15761,712



i117 i(116/114) i(117/115) N116 N114 N(116/114) N117 N115 N(117/115)
6902,5896 0,3185235 0,0992131 30822,67 40312,22 0,7645987 99198,351 69573,396 1,4258087
18019,486 0,3797616 0,0893591 113663,04 124685,57 0,9115974 258961,26 201652,55 1,2841953
9660,2279 0,4217094 0,0786384 68149,498 67322,041 1,012291 138828,86 122843,6 1,1301269
34836,741 0,2567364 0,1151469 158595,93 257343,07 0,6162821 500645,04 302541,75 1,6547965
57889,74 0,2803585 0,1100778 305524,94 453984,31 0,6729857 831943,82 525898,4 1,5819478

1637,7836 0,4440934 0,037894 15291,284 14344,241 1,0660226 23536,882 43220,118 0,5445816
56,553625 0,0728594 0,1410283 713,33361 4078,6381 0,174895 812,74227 401,00912 2,0267426
234,06469 0,3382798 0,1441254 980,42956 1207,3921 0,8120225 3363,7855 1624,0353 2,0712515
15422,938 0,4334964 0,135197 85648,688 82308,2 1,0405851 221645,81 114077,55 1,9429398
45776,947 0,3954209 0,1358807 224274,96 236281,18 0,9491867 657868,7 336890,72 1,9527659
21857,898 0,370705 0,1197184 117011,41 131494,53 0,8898576 314123,77 182577,6 1,7204946
29687,69 0,3921019 0,0564724 329371,8 349941,45 0,9412197 426647,11 525702,93 0,8115745

449386,55 0,4349097 0,1368247 2549043,5 2441665 1,0439776 6458214,5 3284397,5 1,9663316
62877,3 0,3707371 0,0771828 483228,45 542993,24 0,8899346 903620,94 814654,28 1,1092079

47560,028 0,4092093 0,109767 283227,96 288335,81 0,9822851 683493,68 433281,7 1,577481
19705,952 0,3830486 0,2115634 77717,442 84522,535 0,9194878 283197,77 93144,414 3,040416
17902,031 0,3700617 0,2168283 62635,316 70510,381 0,8883134 257273,3 82563,157 3,1160788
19695,268 0,3633992 0,2036447 71587,702 82065,834 0,8723204 283044,22 96713,882 2,9266142
412,15805 0,2398539 0,1797172 1739,4451 3021,147 0,5757565 5923,1971 2293,3699 2,5827483
450,61349 0,4768713 0,2175659 1795,8279 1568,814 1,1447042 6475,8471 2071,1582 3,1266791
7888,4024 0,5067982 0,0636627 63534,241 52225,271 1,2165421 113365,64 123909,33 0,914908
9625,4204 0,4887689 0,0758341 64684,931 55132,476 1,1732637 138328,64 126927,35 1,0898253
8687,5556 0,4524288 0,1029357 60771,905 55957,793 1,0860311 124850,42 84397,901 1,4793071
23280,743 0,4061454 0,0610228 199317,17 204442,46 0,9749304 334571,73 381508,89 0,8769697
68270,747 0,4767501 0,1099626 482875,19 421941,32 1,1444131 981131,13 620853,98 1,5802929
68018,687 0,5428377 0,0843827 545117,43 418338,62 1,3030531 977508,73 806073,63 1,2126792
55598,158 0,3995783 0,200759 224320,61 233870,4 0,9591663 799011,09 276939,82 2,8851433
58115,972 0,4250873 0,1965575 271265,01 265841,99 1,0203994 835195,04 295669,03 2,8247634
63395,784 0,2699056 0,0945561 300784,33 464249,27 0,647894 911072,16 670456,97 1,3588824
132582,85 0,2847037 0,0889393 692307,05 1013009,6 0,6834161 1905371,9 1490711 1,2781632
9320,7431 0,2194705 0,0806766 57699,727 109523,06 0,5268272 133950,07 115532,11 1,1594186
41557,214 0,4388865 0,186432 141742,66 134541,52 1,0535235 597226,17 222908,19 2,6792473
44707,706 0,321186 0,0994297 226663,03 293989,63 0,7709899 642502,45 449641,34 1,4289221
11589,503 0,398666 0,1226772 58754,409 61395,87 0,9569766 166554,82 94471,526 1,7630161
49512,864 0,6026377 0,0482717 538972,09 372578,59 1,4465997 711558,24 1025711,3 0,6937218
61833,359
48358,145 0,3000845 0,122438 174671,16 242485,4 0,7203368 694963,57 394960,17 1,7595789

44972 0,3334691 0,1045487 197983,21 247332,2 0,8004749 646300,67 430153,7 1,5024877
66253,551 0,494095 0,1275172 349605,5 294764,87 1,1860487 952141,64 519565,46 1,832573
32120,615 0,3929211 0,1599459 120485,36 127742,92 0,9431862 461611,1 200821,79 2,2986107
26724,617 0,6294292 0,1913714 171972,43 113820,34 1,5109112 384064,25 139647,88 2,7502333
39505,331 0,3513304 0,3612316 113907,96 135066,06 0,8433499 567738,18 109362,88 5,1913245
34876,761 0,3173894 0,395895 86672,342 113761,71 0,7618763 501220,18 88095,978 5,6894786
84870,953 0,3877253 0,1454928 436117,77 468584,12 0,9307139 1219695,7 583334,32 2,0909033
162544,41 0,2976745 0,1544545 623980,23 873246,93 0,7145519 2335954,8 1052377,5 2,2196927
113362,17 0,3213798 0,1027808 723713,9 938115,33 0,7714551 1629148 1102950,4 1,4770819
56275,318 0,3310927 0,1130509 332135,35 417901,04 0,7947703 808742,67 497787,5 1,6246745
42747,335 0,3739493 0,0885198 326124,11 363310,61 0,8976454 614329,61 482912,56 1,2721343
37077,497 0,4166602 0,3069689 105236,43 105218,48 1,0001706 532847,35 120785,83 4,4115054
22743,666 0,2665133 0,1186563 133768,57 209094,77 0,6397509 326853,29 191676,91 1,7052304
24198,094 0,4062034 0,102008 183126,77 187808,94 0,9750695 347755,14 237217,63 1,4659751



100021,13 0,2792717 0,0669088 642810,77 958879,75 0,6703768 1437421,6 1494886,6 0,9615589
78522,006 0,2606172 0,0565473 554350,33 886113,22 0,6255976 1128453,8 1388606,8 0,8126518
53377,043 0,2868819 0,0678712 380463,26 552481,2 0,6886447 767091,04 786445,56 0,9753899
76963,732 0,2913377 0,0691988 521798,38 746129,15 0,6993406 1106059,6 1112212,5 0,9944679
5901,9938
8300,5661 0,3303822 0,0727539 36823,456 46431,829 0,793065 119288,92 114091,08 1,0455587
7085,5615 0,3668767 0,0287236 75860,742 86140,015 0,8806678 101827,87 246680,68 0,4127922
64279,677 0,2880785 0,172024 229170,84 331402,96 0,6915172 923774,75 373666,88 2,4721879
45891,951 0,2972885 0,0694296 258246,84 361880,16 0,7136253 659521,44 660985,04 0,9977857
38241,925 0,3845238 0,0743157 248624,71 269357,44 0,9230289 549581,55 514587,39 1,0680043
92200,353 0,2562907 0,184936 348603,13 566638,98 0,6152121 1325027,8 498552,68 2,6577488
4324,6068 0,2819755 0,0792301 23741,288 35075,26 0,6768671 62149,698 54582,877 1,1386299
4212,0896 0,3403399 0,0797769 25563,015 31290,111 0,8169678 60532,694 52798,347 1,1464884
5237,2469 0,2501738 0,0680917 28999,752 48290,355 0,6005289 75265,413 76914,636 0,9785578
2871,4769 0,4916467 0,075567 23309,09 19750,591 1,1801718 41266,508 37999,092 1,0859867
6445,9728
128,86016
1885,0507
8930,7863

2618,43
590,5154 0,5204839 0,0439777 6038,903 4833,4658 1,2493939 8486,4025 13427,617 0,6320111

462,82489 0,4932043 0,0407014 4509,0275 3808,5877 1,1839106 6651,3394 11371,226 0,5849272
50,694461 0,4200206 0,0357412 527,18722 522,88018 1,0082372 728,53917 1418,3749 0,5136436
147,57495 0,4901039 0,0413838 1561,1473 1326,9777 1,1764684 2120,8261 3566,0111 0,5947334
15185,794 0,4483911 0,1107434 93868,701 87211,104 1,0763389 218237,77 137126,01 1,5915126
30180,256 0,2976629 0,1210265 126777,27 177429 0,7145239 433725,87 249368,94 1,7392938
35348,631 0,6118863 0,0846324 398868,72 271560,86 1,4688005 508001,51 417672,62 1,2162672
4512,9652 0,2341412 0,0924621 17260,092 30709,536 0,5620434 64856,631 48808,816 1,3287893
20777,098 0,2916809 0,120657 120283,08 171792,59 0,7001645 298591,4 172199,63 1,733984
49500,992 0,2030767 0,0685616 254866,08 522829,15 0,4874749 711387,62 721992,86 0,9853112
7055,4508 0,3574086 0,1071342 38110,539 44420,966 0,8579403 101395,15 65856,212 1,5396444
1798,0997 0,3608627 0,0345002 20598,246 23779,14 0,8662317 25840,813 52118,588 0,495808
1071,1279 0,4107642 0,0342155 9090,5073 9219,4176 0,9860175 15393,37 31305,328 0,4917173
87035,546 0,2894006 0,0606463 543857,19 782876,65 0,6946908 1250803,4 1435134 0,8715586
4413,4337 0,3781627 0,1591703 17497,743 19275,747 0,9077595 63426,246 27727,752 2,2874644
191964,12 0,4298101 0,1875713 840030,12 814190,74 1,0317363 2758750,7 1023419,3 2,6956212
16672,597 0,3423312 0,0591424 110335,9 134269,8 0,8217477 239604,88 281905,8 0,8499466
27465,425 0,3919365 0,1231724 115577,99 122847,79 0,9408227 394710,54 222983,54 1,7701331
8027,4689 0,2698474 0,0957191 38210,625 58989,389 0,6477542 115364,19 83864,843 1,3755966
22360,19 0,298321 0,1044358 100706,73 140631,51 0,7161036 321342,29 214104,59 1,500866

2095,4847 0,1416907 0,0406211 11782,746 34642,813 0,3401209 30114,586 51586,101 0,5837733
11982,66 0,2747811 0,0717022 73983,066 112163,98 0,6595974 172204,95 167117,05 1,0304451

3274,2858 0,3533788 0,0591016 27373,628 32270,06 0,848267 47055,347 55400,99 0,8493593
13422,703 0,4452545 0,0596684 105396,83 98611,402 1,0688098 192900,07 224954,93 0,8575054
5298,6672 0,4471722 0,0560786 43780,174 40785,95 1,0734131 76148,095 94486,519 0,8059149
1969,0663 0,2209771 0,0345163 13553,818 25551,849 0,5304437 28297,804 57047,413 0,4960401
3661,8756 0,2567881 0,0845451 19157,777 31079,794 0,6164062 52625,469 43312,712 1,2150121
25770,695 0,3575175 0,0992389 125318,23 146024,2 0,8582018 370355,27 259683,28 1,4261806
44774,033 0,370988 0,0975093 226621,22 254477,07 0,8905369 643455,65 459176,92 1,401324
16364,877 0,5417846 0,0728597 130720,58 100513,69 1,3005251 235182,58 224608,16 1,0470794
27046,219 0,2550092 0,1385113 98806,999 161413,46 0,6121361 388686,06 195263,61 1,9905709
29551,775 0,410005 0,1529409 165505,87 168163,68 0,9841951 424693,85 193223,5 2,197941



871425,55 0,5881848 0,3802344 2946239,1 2086710,2 1,4119062 12523413 2291811,4 5,4644167
485015,52 0,5636145 0,3920037 1668554,5 1233292,6 1,3529267 6970244,9 1237273 5,6335547
40756,77 0,382728 0,2368609 235827,84 256692,23 0,9187182 585722,83 172070,51 3,40397

252980,31 0,5911911 0,3512169 907240,93 639297,04 1,4191227 3635625,3 720296,4 5,0474017
175455,43 0,4338821 0,1224056 884876,22 849608,24 1,0415109 2521501,3 1433393,3 1,7591134
169731,73 0,4168014 0,1274963 933018,97 932543,7 1,0005097 2439245,1 1331267,7 1,8322724
78879,452 0,3768783 0,1143324 287429,51 317715,31 0,9046763 1133590,7 689913,56 1,643091
35672,946 0,2054263 0,1451336 180091,53 365212,19 0,4931148 512662,3 245793,82 2,0857412
1500,5362 0,2152799 0,1095925 6319,6344 12229,152 0,516768 21564,474 13691,955 1,5749741
32132,788 0,4030292 0,1245763 173854,96 179704,31 0,9674502 461786,06 257936,67 1,7903079
3915,4996 0,3073292 0,107776 19565,568 26521,405 0,7377274 56270,346 36329,974 1,5488683
5015,3278 0,2411027 0,1023003 23632,207 40832,887 0,5787542 72076,174 49025,524 1,4701765
71959,406 0,2615394 0,0979556 354636,96 564878,14 0,6278114 1034141,5 734612,37 1,4077377
56120,812 0,5074914 0,0887196 407059,92 334146,98 1,2182062 806522,24 632563,77 1,2750054
56509,672 0,5745998 0,0990089 402772,62 292013,17 1,3792961 812110,61 570753,43 1,4228747
19426,362 0,608062 0,0698402 265913,94 182180,21 1,4596203 279179,73 278154,41 1,0036862
72408,085 0,5368609 0,0581242 586302,6 454954,49 1,288706 1040589,6 1245746,8 0,8353138
84800,916 0,4720858 0,0484833 750705,13 662455,02 1,1332168 1218689,1 1749074,2 0,6967624
28303,202 0,5540489 0,0473155 306842,19 230714,51 1,3299649 406750,38 598180,08 0,6799798
29262,559 0,5508235 0,082447 232448,75 175801,55 1,3222225 420537,48 354925,54 1,1848611
63187,298 0,5392562 0,0560161 565098,89 436553,23 1,2944559 908075,97 1128019,9 0,8050177
3816,7925 0,3048926 0,046036 30213,69 41282,389 0,7318784 54851,808 82908,921 0,6615912
13298,361 0,438717 0,0444402 149754,54 142201,28 1,0531167 191113,12 299241,44 0,6386586
2506,846 0,3178584 0,0784059 11614,331 15221,887 0,763002 36026,332 31972,667 1,1267853

3814,0644 0,2754714 0,0790523 21285,925 32190,221 0,6612544 54812,602 48247,362 1,1360746
230859,26 0,5506653 0,2038482 1009772 763912,39 1,3218427 3317719,7 1132505,9 2,9295386
31563,499 0,3764611 0,1300302 135244,57 149660,67 0,9036748 453604,69 242739,75 1,8686873
186716,09 0,247514 0,1096283 859669,16 1446903,3 0,5941441 2683330,3 1703174,3 1,5754878
58227,627 0,2133106 0,0994678 261518,33 510737,3 0,5120408 836799,65 585391,77 1,4294694
68503,974 0,3178417 0,129627 321959,51 421986,32 0,762962 984482,88 528470,04 1,8628925
29368,039 0,2846064 0,0866402 159521,47 233497,63 0,6831824 422053,35 338965,5 1,2451219
10288,974 0,270425 0,0753381 67438,58 103889 0,6491407 147864,69 136570,71 1,0826969
27016,223 0,2512137 0,0907413 125095,17 207446,07 0,603025 388254,97 297727,94 1,3040596
13161,893 0,2771595 0,0975483 64201,652 96499,33 0,6653067 189151,92 134926,98 1,4018836
2675,315 0,2401824 0,0801314 13967,422 24226,077 0,5765449 38447,431 33386,608 1,1515824

8594,2003 0,2742295 0,0853978 44186,175 67124,359 0,6582733 123508,79 100637,24 1,2272672

81009,523 0,3413556 0,4487376 275807,21 336594,1 0,819406 1164202,4 180527,6 6,4488883
249257,95 0,2404424 0,5790271 889261,72 1540730 0,5771691 3582130,7 430477,16 8,3213025
57814,486 0,2810161 0,5005614 204434,61 303061,75 0,6745642 830862,32 115499,29 7,1936573
57256,794 0,2562299 0,2868056 234364,97 381040,23 0,6150662 822847,63 199636,26 4,1217344
20821,388 0,2750239 0,1100174 101197,77 153288,08 0,6601803 299227,89 189255,36 1,5810801
12388,888 0,2680765 0,1257515 49146,578 76373,456 0,6435034 178042,93 98518,815 1,8071972
12100,408 0,3182246 0,2877623 32865,985 43024,998 0,7638812 173897,12 42050,003 4,1354842
1764,3503 0,225597 0,0588247 11276,458 20823,193 0,5415336 25355,793 29993,367 0,84538
3589,6754 0,3924089 0,0572598 29291,171 31096,091 0,9419567 51587,868 62690,99 0,8228913
89045,832 0,3149624 0,37834 379479,32 501923,32 0,7560504 1279693,6 235359,28 5,437192
33424,317 0,2667814 0,3780702 95925,511 149791,26 0,6403946 480346,85 88407,707 5,4333142
6348,5852 0,2478677 0,0569462 37521,193 63061,542 0,5949933 91236,655 111484 0,8183834
27608,154 0,2950267 0,0838438 136462,76 192690,68 0,708196 396761,73 329280,73 1,2049345
70802,844 0,3214307 0,2462222 360721,22 467511,49 0,7715772 1017520,3 287556,67 3,5385038
43038,004 0,4009466 0,1215349 246508,94 256126,24 0,9624509 618506,86 354120,67 1,7465992



1759,9774 0,3336686 0,0546995 14593,407 18220,037 0,8009538 25292,95 32175,377 0,7860965
15139,641 0,4019006 0,0715179 106315,08 110200,63 0,9647411 217574,5 211690,2 1,0277967
64782,438 0,336518 0,0957825 348337,33 431220,77 0,8077935 931000,01 676349,65 1,376507
67713,947 0,2693967 0,4820697 219666,61 339687,58 0,6466725 973129,25 140465,06 6,9279095
37494,217 0,2832343 0,4818547 116329,93 171101,39 0,6798889 538836,11 77812,287 6,9248204
17917,016 0,2974661 0,3852118 63211,946 88525,764 0,7140514 257488,64 46512,118 5,5359475
23802,835 0,3467203 0,4320718 73955,735 88858,816 0,8322836 342074,81 55089,994 6,2093818
8681,702 0,2923783 0,0940752 32651,591 46522,935 0,7018386 124766,29 92284,705 1,3519715

4729,7973 0,6423501 0,0593948 67802,007 43972,249 1,5419272 67972,763 79633,186 0,8535733
20548,049 0,3435003 0,288342 76765,722 93099,673 0,8245542 295299,69 71262,775 4,1438141
30272,154 0,2943326 0,3666209 118217,04 167320,69 0,7065297 435046,55 82570,735 5,2687741
5062,1876 0,3213923 0,1162899 24740,397 32068,533 0,7714852 72749,604 43530,758 1,671223
7933,6786 0,2630504 0,0557269 60251,999 95420,236 0,6314384 114016,32 142367,23 0,8008607
5574,3907 0,2206546 0,0525573 47504,613 89687,235 0,5296697 80110,567 106063,05 0,7553108
9514,0193 0,3230366 0,0930279 62805,592 80994,317 0,7754321 136727,68 102270,59 1,3369208
4299,6253 0,2524824 0,0748684 27337,516 45106,164 0,6060705 61790,685 57429,093 1,0759474
1961,6712 0,2747198 0,0417931 17827,399 27033,733 0,6594502 28191,528 46937,681 0,6006161
3440,7422 0,3311647 0,0455571 33972,205 42735,379 0,7949433 49447,522 75525,886 0,6547096
16410,569 0,3272769 0,0836712 89791,872 114295,62 0,7856108 235839,23 196131,6 1,202454
47009,217 0,2856348 0,3778211 153332,44 223630,41 0,6856511 675577,88 124421,91 5,4297341
23313,493 0,285966 0,073366 167930,39 244637,39 0,6864461 335042,38 317769,63 1,0543562
13707,729 0,2443212 0,0700609 116322,12 198339,47 0,58648 196996,22 195654,48 1,0068577
2617,8293 0,2063252 0,0769553 12775,653 25795,193 0,4952726 37621,293 34017,551 1,1059377
22906,814 0,1666247 0,0594729 120705,56 301783,78 0,3999737 329197,92 385164,13 0,8546952
25416,694 0,1670338 0,0557508 149107,24 371879,64 0,4009556 365267,86 455897,89 0,8012054
5180,2501 0,3235241 0,3869919 22351,009 28780,506 0,7766023 74446,301 13385,94 5,5615296
14004,304 0,1622408 0,1914626 101125,54 259662,17 0,3894504 201258,35 73143,823 2,7515427
4878,6895 0,371872 0,0731611 27219,13 30492,197 0,8926589 70112,521 66684,242 1,0514106
1028,2774 0,4031885 0,0866563 8225,6489 8499,0426 0,9678324 14777,559 11866,157 1,2453534
864,8742 0,3540466 0,0348032 10350,375 12178,774 0,84987 12429,262 24850,387 0,5001637

1024,7714 0,3356813 0,0299696 13765,348 17083,153 0,805785 14727,173 34193,73 0,4306981
349,43255 0,3383423 0,0405217 3787,246 4663,1044 0,8121727 5021,7578 8623,3537 0,5823439
8192,8878 0,3223084 0,073722 46513,194 60119,104 0,7736841 117741,46 111132,24 1,0594716
145240,86 0,3416164 0,1738036 792947,17 966971,17 0,8200319 2087282,4 835660,94 2,4977623
287231,78 0,3421605 0,2946321 1615206,2 1966555 0,8213379 4127859,4 974882,77 4,234211
40972,098 0,3199694 0,2441574 197822,63 257558,21 0,7680696 588817,35 167810,2 3,5088293
5862,1444 0,2640073 0,0758245 28844,996 45515,838 0,6337354 84245,927 77312,031 1,0896872
2853,5499 0,2367266 0,0710476 10422,819 18341,974 0,5682496 41008,877 40163,925 1,0210376
4282,8542 0,2643337 0,0501272 33626,692 52995,562 0,634519 61549,665 85439,801 0,7203863
36314,422 0,3509851 0,0733904 272945,06 323962,28 0,8425211 521881,05 494811,37 1,0547071
25814,138 0,2190231 0,2471618 126529,37 240662,98 0,5257534 370979,6 104442,25 3,552007
11291,443 0,2258254 0,1200098 91120,666 168093,9 0,5420819 162271,35 94087,643 1,7246829
34894,869 0,4376388 0,1954455 217871,98 207392,71 1,0505286 501480,41 178540,16 2,8087821
86756,145 0,2347339 0,2607277 356957,64 633503,05 0,5634663 1246788,1 332746,21 3,7469641
125209,02 0,3378824 0,3080385 597387,47 736543,59 0,8110687 1799401,2 406472,02 4,426876
36673,021 0,3404144 0,3164735 187370,17 229298,14 0,8171465 527034,56 115880,22 4,5480978
31413,031 0,31039 0,2851904 129242,96 173463,13 0,7450746 451442,29 110147,58 4,0985223
441527,29 0,2806686 0,520188 1201108,5 1782774,3 0,67373 6345267,7 848784,08 7,4757148
162521,87 0,3070617 0,425329 420600,48 570626,68 0,7370852 2335630,9 382108,6 6,1124792
19775,513 0,2728634 0,090307 97399,099 148702,28 0,654994 284197,44 218981,07 1,2978174
9251,6849 0,3550396 0,166079 56185,931 65926,305 0,8522536 132957,62 55706,54 2,3867506
10292,622 0,2237001 0,4214774 28512,553 53097,954 0,5369803 147917,11 24420,343 6,0571268



70480,187 0,2864571 0,282152 307801,78 447630,31 0,687625 1012883,4 249795,13 4,0548564
35541,656 0,2523406 0,2225309 133934,41 221112,37 0,6057301 510775,51 159715,58 3,1980318
4655,2998 0,2255357 0,0451376 35004,638 64657,409 0,5413863 66902,147 103135,7 0,6486808
27663,949 0,2718412 0,0706516 211028,82 323395,82 0,6525404 397563,57 391554,71 1,0153461
17334,131 0,2929254 0,1802634 92799,303 131976,2 0,7031518 249111,9 96160,035 2,590597
54758,424 0,2662009 0,3150385 201523,14 315372,2 0,639001 786943,12 173815 4,5274752
4090,4377 0,3177837 0,0487522 43137,941 56550,414 0,7628227 58784,412 83902,593 0,7006269
10047,434 0,3993908 0,1531167 58306,337 60817,096 0,9587162 144393,47 65619,467 2,200467
1763,4212 0,4056739 0,0526922 15398,785 15813,11 0,9737987 25342,442 33466,475 0,7572486
2004,3663 0,3752771 0,0349453 26638,905 29571,424 0,9008327 28805,107 57357,245 0,5022052
11700,008 0,3065738 0,0822641 71469,853 97117,126 0,735914 168142,92 142224,91 1,1822325
9462,2155 0,7148809 0,1450687 69112,262 40274,423 1,7160336 135983,19 65225,776 2,0848076
26169,138 0,2564848 0,0653794 151268,83 245694,65 0,6156782 376081,37 400265,95 0,9395787
32922,793 0,4836035 0,0971707 251722,73 216840,76 1,1608644 473139,35 338814,13 1,396457
20553,779 0,2699265 0,0599209 140713,63 217169,36 0,6479442 295382,03 343014,93 0,8611346
34213,707 0,3546924 0,0794216 251338,84 295199,55 0,8514201 491691,3 430785,84 1,1413822

107752 0,3204699 0,4893217 379500,53 493324,88 0,769271 1548523,2 220206,87 7,0321294
15079,465 0,3776293 0,2555642 66057,648 72872,786 0,906479 216709,69 59004,609 3,6727587
14644,087 0,3660639 0,099572 99690,734 113450,33 0,878717 210452,8 147070,39 1,4309665

14139,815
20667,584
3043,4763
60253,591 0,2405909 0,2340089 129519,49 224266,21 0,5775257 865915,15 257484,15 3,3629843
52839,216 0,3417803 0,0360208 472774,43 576255,29 0,8204253 759361,83 1466909,7 0,5176609
29361,544 0,2331992 0,2055596 67325,453 120270,8 0,5597822 421960 142837,17 2,9541331
40323,218 0,2817008 0,1777964 109561,75 162023,82 0,6762077 579492,18 226794,3 2,5551444
22850,513 0,3829381 0,1282136 116091,7 126293,35 0,9192226 328388,81 178222,2 1,8425809
102344,03 0,4168032 0,161972 474723,76 474479,96 1,0005138 1470804,3 631862,41 2,3277288
20552,033 0,417185 0,1733839 96096,281 95959,029 1,0014303 295356,95 118534,85 2,4917308
248323,49 0,3100414 0,2054004 685681,64 921320,64 0,7442378 3568701,3 1208972,7 2,9518462
28984,891 0,3191532 0,1615361 103882,44 135597,25 0,7661102 416547,06 179432,91 2,3214641
39300,682 0,2679881 0,1758658 117501,7 182657,13 0,6432911 564797,14 223469,72 2,5273989
71546,623 0,2587128 0,2363446 203159,15 327134,6 0,6210262 1028209,3 302721,67 3,3965501
27725,536 0,3781793 0,2268057 95947,993 105692,97 0,9077992 398448,64 122243,54 3,2594658
122,11047 0,2531793 0,2120804 355,77083 585,39645 0,6077434 1754,8715 575,77458 3,0478447
118954,32 0,3393682 0,1888194 306576,77 376336,19 0,8146354 1709513,9 629990,07 2,7135569
142593,1 0,3408174 0,1968883 346899,67 424023,66 0,818114 2049231 724233,53 2,8295169

4857,9051
32554,516
77710,043 0,2878484 0,2374772 180542,97 261291,14 0,6909647 1116784,9 327231,54 3,4128279
56088,964 0,2768181 0,0346197 260681,34 392304,62 0,664487 806064,54 1620146,8 0,4975256
7448,3189 0,4276301 0,0282502 68534,266 66764,783 1,0265032 107041,12 263655,37 0,4059888
7732,4629 0,5088494 0,0552696 51894,746 42485,632 1,2214658 111124,61 139904,55 0,7942888
10079,695 0,4582685 0,03577 82273,978 74791,185 1,1000491 144857,11 281791,61 0,5140576
14508,343 0,6965898 0,1108329 107728,77 64426,204 1,6721266 208502 130902,91 1,5927989
207292,29 0,2351681 0,2283485 514578,56 911551,5 0,5645085 2979034,6 907789,07 3,2816374
117817,32 0,3387918 0,2871302 260111,54 319841,44 0,8132515 1693173,8 410327,2 4,126399
18459,591 0,2533551 0,2448946 41673,698 68523,616 0,6081655 265286,09 75377,699 3,5194241
50754,755
35638,008 0,2842812 0,2214187 93747,024 137378,01 0,682402 512160,19 160953,03 3,1820475
103813,78 0,340526 0,2337614 305711,62 373998,26 0,8174145 1491926,4 444101,51 3,3594266



9853,2824 0,2202806 0,1483814 26494,791 50106,288 0,5287718 141603,29 66405,108 2,1324156
14701,185 0,4385306 0,0911288 99819,499 94825,129 1,0526693 211273,36 161323,19 1,3096279
7404,9658 0,4259684 0,1257328 43034,181 42086,627 1,0225144 106418,09 58894,447 1,8069291
49974,638 0,2874959 0,2241127 118937,02 172342,87 0,6901186 718194,47 222988,9 3,2207633
97166,737 0,2966039 0,240982 213447,53 299793,51 0,7119818 1396400,6 403211,56 3,4631958
54276,039 0,2414552 0,2191303 126049,25 217476,12 0,5796004 780010,68 247688,42 3,1491609
350475,95 0,1994271 0,1592927 872196,37 1821956,5 0,4787142 5036752,7 2200200,5 2,2892244
282597,72 0,1807739 0,135624 828896,45 1910172,5 0,433938 4061262,4 2083684,9 1,949077
181577,8 0,2762703 0,2027938 555948,66 838317,28 0,6631721 2609487,1 895381,22 2,9143866

21727,045 0,5773066 0,0493649 227799,92 164382,27 1,3857938 312243,25 440131,32 0,709432
33843,162 0,4819833 0,0763586 188846,61 163224,42 1,1569752 486366,14 443213,64 1,0973628
16086,192 0,4515688 0,1097561 76298,246 70387,991 1,0839668 231177,55 146563,14 1,5773239
21498,274 0,4346463 0,1370606 86544,285 82948,84 1,0433453 308955,55 156852,29 1,969723
3848,1035 0,2834916 0,1509838 13856,099 20361,453 0,6805064 55301,784 25486,86 2,1698155
2785,5567 0,4654321 0,0251188 32405,382 29004,722 1,117245 40031,735 110895,45 0,3609863
3227,4367 0,3971101 0,0192877 44231,363 46401 0,9532416 46382,071 167331,75 0,2771863
5652,8437 0,4355876 0,0362428 59040,95 56465,832 1,0456049 81238,03 155971,33 0,5208523
4347,8933 0,4988885 0,0325249 53937,782 45039,913 1,1975552 62484,353 133678,78 0,4674216
410791,2 0,2652749 0,1828871 1146332,8 1800207 0,6367784 5903553,8 2246147 2,6283026

43273,043 0,3185049 0,1509026 177672,87 232387,62 0,764554 621884,65 286761,49 2,1686477
45073,059

241217
228522,84 0,2510012 0,1539436 762944,94 1266267 0,6025151 3284142,7 1484458,5 2,2123507
16272,518 0,2279156 0,135966 44256,158 80892,377 0,5470992 233855,27 119680,79 1,9539917
8234,9267 0,5275251 0,1172134 36849,238 29100,022 1,2662959 118345,61 70255,853 1,6844946
100027,87 0,1962588 0,1355127 317632,31 674222,69 0,4711089 1437518,4 738144,01 1,9474769
60077,401 0,1354742 0,0906534 202746,04 623452,82 0,3251987 863383,09 662715,39 1,3027962
73716,609 0,1619316 0,1309122 217010,64 558286,84 0,3887081 1059394,6 563099,41 1,8813633
195756,67 0,3126373 0,2112068 559198,75 745132,19 0,7504692 2813254,1 926848,36 3,0352906
50198,329 0,2590444 0,1386236 178219,42 286608,3 0,6218223 721409,17 362119,58 1,9921849
882,03647 0,3191375 0,0329341 5542,1037 7234,4382 0,7660724 12675,904 26781,873 0,4733016
940,93839 0,3003593 0,0312119 4584,8131 6358,9947 0,7209965 13522,394 30146,769 0,448552
8498,2945
53951,131
277367,74 0,2941711 0,2653863 645185,59 913676,93 0,7061419 3986101,5 1045147,3 3,8139134
31198,752 0,2107884 0,1256818 106530,59 210540,47 0,5059863 448362,85 248235,95 1,8061963
48147,712 0,2293479 0,1624579 110350,99 200442,27 0,5505375 691939,39 296370,31 2,3347122
27878,33 0,3780029 0,2439603 74556,799 82167,501 0,9073758 400644,48 114274,03 3,5059975

47341,389 0,1781509 0,1714994 119650,94 279792,56 0,4276416 680351,57 276044,01 2,4646489
131214,51 0,1417975 0,1451089 327413,51 961913,1 0,3403774 1885707,2 904248,83 2,0853853
14302,264 0,2683638 0,1518946 51321,599 79668,054 0,644193 205540,4 94159,107 2,1829051
719983,44 0,2487308 0,2254613 1533562,2 2568501,4 0,5970649 10347011 3193379,7 3,2401443
8726,4442 0,2722755 0,2100209 20603,012 31523,185 0,6535828 125409,29 41550,365 3,0182476
24191,178 0,3375191 0,1532503 86953,416 107323,84 0,8101967 347655,75 157854,05 2,2023872
158375,85 0,3052949 0,2988828 367014,67 500808,7 0,732844 2276047,7 529892,89 4,2952977
64489,578 0,3010001 0,322984 156508,12 216609,84 0,7225347 926791,27 199668,03 4,6416607
7866,4239 0,3787566 0,0621476 52198,744 57412,668 0,9091851 113049,79 126576,56 0,8931337
43726,289 0,5919777 0,0688029 268412,52 188888,45 1,4210108 628398,33 635529,49 0,9887792
36200,74 0,6496619 0,0656799 284819,69 182637,75 1,5594787 520247,32 551169,1 0,9438978

1965,7829 0,4450028 0,0582084 11730,479 10981,482 1,0682054 28250,618 33771,449 0,8365237
6059,0235 0,4923279 0,0547956 42038,18 35571,106 1,1818069 87075,312 110575,09 0,7874767
11094,423 0,4693941 0,0746099 90333,12 80171,003 1,1267555 159439,95 148699,1 1,0722321



11927,557 0,4445401 0,0510767 136197,43 127633,87 1,0670947 171413,06 233522,31 0,7340329
7075,2461 0,4190485 0,0622847 59430,273 59081,477 1,0059036 101679,63 113595,16 0,8951053
4942,314 0,3814382 0,066726 36684,392 40064,989 0,9156222 71026,879 74068,816 0,9589309

18375,762 0,5562027 0,238988 70639,304 52907,988 1,3351349 264081,37 76889,906 3,4345388
31570,366 0,4376265 0,0596424 221993,07 211321,52 1,0504991 453703,38 529327,4 0,8571319
153359,59 0,3161857 0,1673192 536158,48 706413,37 0,7589869 2203958,1 916569,15 2,4045738
187883,9 0,2531188 0,1591839 642349,86 1057195 0,6075983 2700113,2 1180294,7 2,2876601

27868,266 0,2542425 0,1859374 84174,319 137923,86 0,6102955 400499,85 149879,85 2,6721394
58129,126 0,2182701 0,2120849 138571,87 264477,47 0,5239458 835384,07 274084,22 3,0479102
26562,591 0,2434108 0,1719512 83067,953 142167,9 0,5842947 381735,75 154477,5 2,4711414
16111,952 0,2955196 0,1075602 81799,613 115311,55 0,7093792 231547,74 149794,76 1,5457666
5206,4672 0,2396365 0,2074646 14786,915 25705,882 0,5752347 74823,073 25095,689 2,981511
116749,01 0,185108 0,2408898 271503,55 611024,08 0,4443418 1677821 484657,28 3,461871
29775,92 0,3328284 0,167673 111239,71 139234,66 0,7989369 427915,08 177583,24 2,4096591

553,01814
584,79836
4204,3018
1694,0224
4506,4179
17183,827 0,3516164 0,0521165 152266,44 180402,7 0,8440364 246951,85 329719,76 0,748975
82895,635 0,2889759 0,184467 274328,57 395473,4 0,6936713 1191308 449379,17 2,6510085
72936,438 0,247879 0,190573 208963,4 351186,93 0,5950204 1048182,6 382721,84 2,7387583
8376,1866 0,3468239 0,1095007 25761,517 30943,568 0,8325322 120375,68 76494,35 1,5736545
28129,094 0,2854787 0,1410427 54665,893 79772,029 0,6852765 404248,25 199436,77 2,0269495
10160,997 0,3653039 0,1134744 43918,84 50084,631 0,8768926 146025,5 89544,399 1,6307609
19536,565 0,4295372 0,0370708 156705,63 151981,84 1,0310812 280763,47 527006,43 0,5327515
19222,674 0,3531166 0,0507885 152356,95 179743,01 0,8476377 276252,49 378485,14 0,7298899
4703,8312 0,3189522 0,1536634 20396,261 26639,915 0,7656279 67599,601 30611,272 2,2083238
9821,3303 0,4536483 0,121297 46311,329 42528,087 1,0889587 141144,1 80969,281 1,7431808
643,43236 0,326492 0,0190374 6393,4584 8157,7666 0,7837266 9246,8816 33798,406 0,2735893
268,68908 0,6413412 0,0171168 4651,3722 3021,3419 1,5395054 3861,3789 15697,358 0,2459891
2637,9504 0,6680757 0,0305442 32777,522 20438,941 1,60368 37910,457 86364,971 0,4389564
1183,6117 0,7247082 0,0460335 7322,0664 4208,9953 1,7396233 17009,895 25711,98 0,6615552
10967,959 0,5312231 0,0367146 103679,85 81306,524 1,2751726 157622,51 298735,65 0,5276321
66402,929 0,4501425 0,0213392 826354,27 764758,34 1,080543 954288,38 3111776,6 0,3066699
3752,5061 0,5130325 0,0377998 31721,236 25758,061 1,2315071 53927,938 99273,194 0,5432276
65530,591 0,4659676 0,0227211 775428,46 693256,49 1,1185304 941751,85 2884125,8 0,3265294
2533,0187 0,3306072 0,03116 28183,857 35513,712 0,7936049 36402,465 81290,731 0,4478058
4031,1552 0,4263271 0,0273605 47886,003 46792,212 1,0233755 57932,453 147334,74 0,3932029
9087,5791 0,4700147 0,0273171 99690,957 88359,294 1,1282453 130599,23 332670,25 0,3925786
2806,4626 0,4725493 0,0304316 28626,854 25236,807 1,1343294 40332,177 92221,894 0,4373384
18845,011 0,556922 0,0225387 273167,24 204334,73 1,3368615 270825,03 836117,6 0,3239078
8464,2121 0,4223866 0,1253022 46947,162 46302,793 1,0139164 121640,71 67550,372 1,8007408

90063,686 0,3194533 0,1568891 569334,53 742451,5 0,7668306 1294321,4 574059,57 2,2546813
11759,563 0,2336852 0,2469684 60060,535 107069,55 0,5609488 168998,78 47615,657 3,5492271
55471,981 0,2788331 0,359984 164987,97 246499,39 0,6693241 797197,77 154095,69 5,1733942
277,82826 0,3613697 0,2467597 1204,9523 1389,076 0,8674488 3992,7197 1125,9061 3,546228
132,17044 0,3348067 0,2567026 540,42613 672,43472 0,8036856 1899,445 514,87759 3,6891196
71,356498 0,3278832 0,2450709 340,01496 432,00304 0,7870661 1025,477 291,16676 3,5219577
321222,49 0,2722731 0,1750759 1579268,2 2416345,8 0,6535771 4616345,9 1834761,1 2,5160474
153009,18 0,2726705 0,1584611 712760,07 1088963 0,654531 2198922,3 965594,4 2,2772732



19,37371 0,3121864 0,2371865 94,544578 126,16259 0,7493868 278,42305 81,681345 3,4086492
3594,7384 0,3305617 0,2163068 16129,557 20327,214 0,7934957 51660,63 16618,701 3,108584
79007,705 0,405426 0,3003684 294198,67 302299,24 0,9732035 1135433,9 263036,03 4,3166477
62000,407 0,2811598 0,4477894 182732,34 270751,02 0,6749092 891018,96 138458,86 6,4352614
402713,03 0,316495 0,4391438 1220524,2 1606524,7 0,7597295 5787461,1 917041,41 6,3110139
165049,34 0,2611751 0,3223959 810212,6 1292335,4 0,6269368 2371953,7 511946,19 4,6332089
276357,95 0,2863272 0,3106617 1498649 2180445,5 0,6873132 3971589,5 889578,38 4,4645751
223858,52 0,2841032 0,316204 1186115,2 1739236,6 0,6819746 3217110,8 707955,91 4,5442248
85618,518 0,2793097 0,2667844 443007,95 660744,24 0,6704681 1230439 320927,69 3,8340071
182094,25 0,3296331 0,2092587 1013078,7 1280325,1 0,7912668 2616909,1 870187,42 3,0072937
99623,774 0,3351069 0,2632529 520784,81 647415,16 0,8044063 1431711,1 378433,78 3,783254
7918,8832 0,1641085 0,3727767 27883,207 70781,462 0,3939337 113803,69 21242,966 5,3572409
112185,22 0,1618768 0,3565855 357132,87 919079,57 0,3885767 1612233,8 314609,55 5,1245547
54717,838 0,1753822 0,3136054 188518,8 447792,81 0,4209956 786359,84 174479,89 4,5068796
94595,893 0,1663741 0,3348075 325938,81 816128,23 0,3993721 1359454,5 282538,16 4,8115785
82269,578 0,1786267 0,3179502 302716,68 705989 0,4287839 1182310,8 258749,9 4,569319
51374,455 0,1782451 0,3111574 169759,65 396757,1 0,427868 738311,49 165107,59 4,4716992
6143,1777 0,1843595 0,3906662 22659,487 51202,652 0,4425452 88284,707 15724,877 5,6143337
22384,046 0,2184501 0,2127019 99619,735 189976,99 0,5243779 321685,13 105236,7 3,056777
1292000,2 0,1771117 0,3143982 4623943,4 10876100 0,4251472 18567566 4109438,7 4,518273
3406484,5 0,1570355 0,3543358 11036888 29279037 0,3769553 48955199 9613719,3 5,0922226
216712,35 0,2969352 0,1363751 1288465 1807668,8 0,7127771 3114412 1589090,6 1,9598707
90963,148 0,2477207 0,2433647 377201,58 634335,56 0,5946405 1307247,7 373772,92 3,4974382
234,29935 0,3347413 0,2178533 1071,8276 1333,9008 0,8035288 3367,158 1075,4913 3,1308092
329949,51 0,2548215 0,3230777 1257545 2055869,1 0,6116853 4741763,5 1021270 4,6430068
103029,42 0,1851151 0,2160974 335741,24 755563,08 0,444359 1480654,2 476773,14 3,1055739
141,14764 0,3947577 0,2173368 713,35197 752,80276 0,9475948 2028,458 649,44199 3,123386
412,74727 0,3560057 0,2565063 2047,7681 2396,2482 0,8545726 5931,6649 1609,1115 3,6862983
263234,89 0,2674897 0,362003 1046560,4 1629915,6 0,6420948 3782995,8 727162,19 5,2024099
88759,298 0,2065334 0,2140874 377990,12 762426,64 0,4957724 1275575,8 414593,74 3,0766885
504,7806 0,3432972 0,3013492 2120,8443 2573,6324 0,8240665 7254,2925 1675,0687 4,3307432
247,7278 0,3754361 0,310076 959,68093 1064,8754 0,9012143 3560,1406 798,92601 4,4561581

703,89968 0,3192103 0,2454553 3138,3112 4095,6892 0,7662474 10115,868 2867,7304 3,5274824
130143,69 0,5698033 0,6990979 215486,16 157544,17 1,3677825 1870318,3 186159,46 10,046861
72487,399 0,4006441 0,311738 231961,92 241193,65 0,9617248 1041729,4 232526,66 4,4800428
32158,398 0,1788407 0,2959144 94115,553 219231,47 0,4292976 462154,09 108674,66 4,2526387
880112,35 0,2287722 0,4798478 2842689,3 5176473,6 0,5491556 12648252 1834149 6,8959785
454493,48 0,1887494 0,486688 1220872,4 2694589,5 0,4530829 6531607,1 933849,7 6,9942809
117682,09 0,2909119 0,4989689 371676,57 532245,01 0,6983186 1691230,4 235850,54 7,1707718
1439855,7 0,2843082 0,4590793 4694685,5 6878996,3 0,6824666 20692424 3136398,4 6,5975114
9360,0404 0,264206 0,4249671 33427,812 52707,591 0,6342125 134514,82 22025,328 6,1072787
137048,63 0,3062392 0,4776849 479986,33 652944,14 0,7351109 1969550,3 286901,73 6,8648953
79425,152 0,246144 0,466056 278814,57 471882,77 0,5908556 1141433,1 170419,78 6,6977736
41401,571 0,2606797 0,4884578 151435,17 242006,78 0,6257476 594989,38 84759,761 7,0197152
2500,6428 0,2626047 0,4408159 9423,3743 14948,993 0,6303685 35937,185 5672,7598 6,3350443
9941,3901 0,2380305 0,4717921 34752,579 60822,224 0,5713796 142869,5 21071,55 6,7802084
91253,246 0,2455547 0,4657592 339642,1 576210,64 0,5894409 1311416,7 195923,68 6,6935081
9687,1737 0,2827515 0,4682229 35304,805 52015,979 0,67873 139216,11 20689,237 6,7289146
24631,97 0,2444266 0,4758804 89524,687 152581,67 0,5867329 353990,46 51760,841 6,8389626

37554,902 0,3064444 0,4866085 139587,96 189759,8 0,7356034 539708,22 77176,834 6,9931376
4244,8908 0,2868711 0,4669612 15686,549 22779,724 0,6886189 61004,086 9090,4567 6,7107834
105583,48 0,275904 0,4916777 372966,3 563144,1 0,6622928 1517359,1 214741,23 7,0659888



201375,56 0,2470344 0,4453836 742603,46 1252297,4 0,5929929 2894004,3 452139,65 6,4006869
70060,923 0,2380463 0,3767429 269755,13 472080,72 0,5714174 1006858,1 185964,83 5,4142392
539525,93 0,2259574 0,4773377 1871529,7 3450468,3 0,5423987 7753623,8 1130281,4 6,8599055
13423,81 0,291131 0,2504353 61783,825 88408,537 0,6988446 192915,98 53601,918 3,5990499

21399,448 0,310865 0,4059009 80634,41 108057,89 0,7462149 307535,3 52720,876 5,8332738
13045,627 0,269711 0,340263 51587,73 79681,172 0,6474268 187481,03 38339,838 4,8899798
540,02707 0,2357196 0,3293137 1913,6628 3382,0309 0,5658325 7760,8258 1639,8559 4,7326265
372299,98 0,3104809 0,4064842 1406215,7 1886796,3 0,7452928 5350389,7 915902,71 5,8416572
7042,5841 0,3203945 0,1703167 38245,406 49728,131 0,76909 101210,24 41349,921 2,4476525
667,33894 0,2542052 0,332352 2553,4461 4184,5643 0,610206 9590,4474 2007,9282 4,77629
474,76587 0,2426328 0,3194769 1799,5216 3089,6945 0,582427 6822,9454 1486,0724 4,5912604
344812,85 0,2714285 0,4691847 1250860,1 1919823 0,6515497 4955367,1 734919,19 6,7427375
1203,0725 0,3575659 0,189439 5640,9368 6572,0831 0,8583179 17289,571 6350,7118 2,7224619
1562015,4 0,2746329 0,4774711 5519676,5 8372766,5 0,6592417 22448003 3271434,8 6,861822
260047,3 0,2363924 0,4624589 979154,12 1725541,9 0,5674473 3737186,3 562314,39 6,6460799

133,70752 0,2798696 0,2066772 672,89931 1001,6184 0,671812 1921,5347 646,93895 2,9701947
2088,9334 0,1426109 0,1443285 14292,021 41749,282 0,3423297 30020,435 14473,468 2,0741701
40125,446 0,2310878 0,4081026 146977,34 264960,63 0,5547139 576649,97 98321,947 5,8649161
30232,158 0,2798107 0,4212152 113153,88 168466,32 0,6716706 434471,75 71773,657 6,0533595
5109,8411 0,2638232 0,3424816 19143,947 30229,182 0,6332936 73434,442 14920,044 4,9218649
74402,819 0,2634131 0,3636184 333183,8 526931,84 0,6323091 1069256,2 204617,87 5,2256249
25312,296 0,2287304 0,3113214 112586,61 205055,2 0,5490552 363767,54 81306,001 4,4740553
290733,79 0,2695447 0,3401464 1357298,3 2097743,7 0,6470277 4178187,4 854731,36 4,8883047
79075,13 0,2311512 0,3456102 313530,24 565055,65 0,5548661 1136402,9 228798,63 4,9668255

47187,205 0,2615085 0,3461372 203207,08 323713,56 0,6277373 678135,77 136325,14 4,9744
130989,04 0,254086 0,3476742 548230,88 898857,3 0,6099198 1882467 376758,06 4,9964878
1011,2246 0,2321289 0,2676016 4909,5842 8810,9646 0,557213 14532,49 3778,8439 3,8457503
894,78839 0,2432985 0,2862852 3997,9431 6845,4988 0,5840251 12859,164 3125,514 4,1142559
883,60214 0,2117415 0,2918511 4768,813 9382,3619 0,5082743 12698,405 3027,5784 4,1942446
1604,647 0,1745527 0,3155636 5778,4963 13791,017 0,4190044 23060,669 5085,0198 4,5350206

2578,1737 0,3374864 0,2264786 13665,068 16867,997 0,810118 37051,397 11383,742 3,2547644
7579,1722
14439,705
52578,488 0,2768865 0,4202303 192131,29 289070,84 0,6646512 755614,86 125118,28 6,0392042
60758,606 0,2586715 0,3863316 220848,81 355675,92 0,6209271 873172,81 157270,6 5,5520409
2480594,5 0,2635997 0,388357 9309414,1 14712460 0,6327571 35649067 6387408,3 5,5811474
2354751,6 0,3046216 0,5416738 6306005,5 8623856,4 0,731228 33840557 4347176,1 7,7844918
2424275,1 0,28437 0,5424177 6332033,9 9276143,1 0,6826149 34839691 4469387,9 7,7951818
94882,727 0,1542957 0,2657498 244377,05 659803,29 0,3703786 1363576,7 357037,83 3,8191377
2549242,7 0,3515394 0,3869145 7860428,8 9314942,3 0,8438516 36635623 6588646,7 5,560417
51362,102 0,2351426 0,1946215 187954,34 332988,33 0,5644472 738133,96 263907,64 2,7969405
111281,48 0,257185 0,4311062 270913,88 438827,25 0,6173588 1599246 258130,09 6,195504
43408,16 0,2378106 0,4746031 118105,41 206893,35 0,5708516 623826,44 91462,017 6,8206066

28841,466 0,256202 0,4215757 78837,102 128190,56 0,6149993 414485,87 68413,49 6,0585401
21015,961 0,2899026 0,4274916 73356,454 105412,99 0,6958958 302024,14 49161,112 6,143558
174659,23 0,1689142 0,2384733 574673,12 1417302,5 0,4054696 2510059 732405,84 3,4271423
67785,954 0,1408391 0,1767929 245376,32 725800,41 0,3380769 974164,08 383420,12 2,5407224
111627,94 0,2104504 0,2692872 395794,4 783479,86 0,505175 1604225,2 414531,23 3,8699742
36638,514 0,3136627 0,3551653 107052,52 142181,1 0,7529307 526538,65 103159,04 5,1041446
21077,733 0,279347 0,3530495 67293,924 100355,18 0,6705576 302911,87 59701,916 5,0737379
219804,53 0,2890711 0,4333751 617316,62 889633,79 0,6938997 3158850,3 507192,29 6,2281118
225646,49 0,3064589 0,4342608 595993,38 810171,84 0,7356382 3242806,1 519610,6 6,2408391



68016,911 0,3826162 0,445726 201649,49 219554,19 0,9184498 977483,21 152598,02 6,4056087
348627,09 0,3807396 0,393516 1139844,9 1247169,8 0,9139452 5010182,3 885928,58 5,6552892
25625,531 0,363803 0,4638243 73058,771 83659,258 0,8732897 368269,1 55248,357 6,6657023
10142,095 0,4203003 0,1732847 66847,545 66257,287 1,0089086 145753,87 58528,526 2,4903048
247607,57 0,3981394 0,4128034 818017,04 855923,9 0,9557123 3558412,7 599819,56 5,9324719
59327,92 0,2929545 0,4629918 169086,28 240445,17 0,7032218 852612,17 128140,32 6,6537383

367693,23 0,3709691 0,3178156 1178351,7 1323259,6 0,8904917 5284185,3 1156939 4,5673846
36764,195 0,285842 0,3645404 126189,69 183910,18 0,6861485 528344,83 100850,8 5,2388759
43142,868 0,6958041 1,2618372 35190,041 21068,845 1,6702406 620013,88 34190,519 18,134088
97301,101 0,2423397 0,1913617 436859,53 750974,45 0,5817236 1398331,5 508467,07 2,7500926
16074,667 0,2572086 0,3409444 58356,375 94517,195 0,6174154 231011,92 47147,476 4,8997727
2314,7187 0,2950007 0,3060008 8759,3893 12369,688 0,7081334 33265,237 7564,4205 4,3975922
508,1995 0,2853715 0,2580726 2741,4727 4002,039 0,685019 7303,426 1969,2113 3,7088076

1866,2684 0,2901107 0,2805498 10284,538 14768,25 0,6963952 26820,478 6652,1817 4,0318318
15171,345 0,3083634 0,2942075 71538,465 96646,195 0,7402098 218030,12 51566,826 4,2281083
246644,56 0,2884132 0,1755106 1239731,5 1790690,3 0,6923204 3544573,1 1405297,1 2,5222944
82026,276 0,2887614 0,1280715 527342,78 760784,7 0,6931564 1178814,3 640472,28 1,8405392
24765,762 0,2639056 0,2477713 130798,54 206472,5 0,6334914 355913,2 99954,132 3,5607653
61963,127 0,235615 0,2940745 286367,32 506323,84 0,5655813 890483,19 210705,51 4,2261979
6886,0912 0,2737117 0,2964184 34899,653 53117,262 0,6570303 98961,25 23230,988 4,2598813
343324,23 0,2509125 0,2606261 1696803,2 2817195,9 0,6023022 4933974 1317305,7 3,7455043
2536,1287 0,3360772 0,2867597 10542,703 13068,353 0,8067354 36447,16 8844,0912 4,1210746
4459,4558 0,2842488 0,3820657 15595,392 22856,281 0,6823242 64087,638 11671,959 5,4907351
14158,639 0,2789623 0,3847503 49746,433 74288,973 0,6696341 203476,33 36799,554 5,5293152
14423,792 0,2429221 0,2745123 62591,997 107339,52 0,5831217 207286,9 52543,334 3,9450657
104464,67 0,2452697 0,2268898 507044,9 861212,73 0,5887569 1501280,5 460420,28 3,2606741
533422,73 0,2538316 0,3139011 2105775,8 3456005,3 0,6093092 7665913,5 1699333,8 4,5111287
211,10736 0,2295308 0,1343022 1436,3348 2606,8897 0,5509764 3033,8616 1571,8834 1,9300806
37736,772 0,294496 0,618917 103812,8 146851,84 0,706922 542321,9 60972,261 8,8945676
65480,424 0,2576212 0,6067149 175456,27 283723,45 0,618406 941030,9 107926,19 8,7192081
1830414,2 0,2755775 0,6326013 5131537,4 7757319,3 0,6615091 26305209 2893472 9,0912266
1376611,8 0,305184 0,5735616 4237526,4 5784404,3 0,7325778 19783534 2400111,3 8,2427569
114053,43 0,4108393 0,4180721 419454,95 425325,31 0,9861979 1639082,2 272808,05 6,0081886
127020,33 0,2859891 0,3564077 444583,2 647607,04 0,6865015 1825431,9 356390,5 5,1219993
13653,429 0,2147203 0,2551151 49330,182 95707,836 0,5154247 196215,88 53518,7 3,666305
241994,67 0,2960687 0,4140519 681602,78 959062,28 0,7106971 3477748,7 584454,91 5,950414
1033226,6 0,3580972 0,4645209 3362944,4 3912250,3 0,8595934 14848684 2224284,2 6,6757135
124132,82 0,2737607 0,5216777 315111,87 479514,29 0,657148 1783934,9 237949,24 7,4971238
25855,263 0,2938601 0,4706314 73547,376 104264,01 0,7053956 371570,61 54937,399 6,7635276
395167,01 0,262545 0,4085645 1096241,9 1739444,7 0,6302252 5679015,8 967208,33 5,8715538
1760537 0,2848459 0,371006 5987336,4 8756523 0,6837573 25300992 4745306,1 5,3317935

106435,19 0,4108286 0,2537682 569134,49 577114,68 0,9861723 1529599,2 419418,93 3,6469484
193683,41 0,6729128 0,3096464 702032,36 434616,54 1,6152914 2783458,9 625498,6 4,4499843
28338,793 0,3551278 0,1528173 231893,64 272027,06 0,8524653 407261,87 185442,26 2,1961653
30,21643 0,4926965 0,1991615 145,65271 123,15358 1,1826917 434,24572 151,71824 2,8621853

64822,731 0,6786231 0,3922356 218568,93 134173,81 1,6289985 931579,07 165264,79 5,6368877
124630,34 0,6206534 0,3198674 566778,71 380427,88 1,4898453 1791084,9 389631,23 4,596872
4230,8925 0,8213486 0,194207 18292,35 9277,9052 1,9716034 60802,913 21785,473 2,7909843
16529,307 0,6105498 0,1719991 71611,058 48861,514 1,4655923 237545,62 96101,136 2,4718295

6375,2 0,4946033 0,2477329 22871,997 19264,378 1,1872689 91619,141 25734,164 3,5602143
9695,117 0,9534911 0,1950348 40994,103 17910,706 2,2888045 139330,26 49709,668 2,8028806



43571,332 0,7754759 0,1629078 204825,66 110033,27 1,8614885 626171,42 267460,1 2,3411769
131330,59 0,8550169 0,3809113 544289,24 265193,55 2,0524226 1887375,5 344779,98 5,4741446
3392,9727 0,8246373 0,1249694 24592,258 12423,482 1,979498 48761,018 27150,43 1,7959575
32553,525 0,8596257 0,1378435 250193,25 121247,87 2,0634858 467832,53 236162,88 1,9809741
1513,4478 0,6942772 0,1261829 12078,907 7247,741 1,6665754 21750,029 11994,083 1,8133966
5967,2267 0,6218882 0,0974965 45851,735 30715,059 1,4928096 85756,083 61204,519 1,4011397
23075,349 0,2678227 0,0739878 135614,74 210944,15 0,6428941 331619,97 311880,25 1,0632926
38591,315 0,3379748 0,1042832 202086,03 249092,1 0,8112904 554602,7 370062,53 1,4986729
81680,463 0,6083478 0,2167421 308608,13 211331,07 1,4603065 1173844,6 376855,58 3,1148393
28270,37 0,5381741 0,2756355 98474,832 76227,268 1,2918583 406278,55 102564,33 3,961207

80744,687 0,4893693 0,2836068 263017,61 223900,99 1,174705 1160396,4 284706,46 4,0757641
68928,61 0,5512222 0,2891987 229581,13 173507,18 1,3231794 990585,4 238343,44 4,1561262

168544,15 0,6463665 0,3219992 596316,54 384331,46 1,5515684 2422178,1 523430,28 4,6275085
40457,192 0,486268 0,2528562 149972,87 128482,79 1,1672604 581417,55 160000,77 3,6338423
28073,152 0,4436179 0,1934897 106286,79 99810,942 1,0648812 403444,3 145088,59 2,7806756
28990,655 0,5632027 0,2507388 115207,16 85216,302 1,3519381 416629,89 115620,94 3,603412
34690,133 0,3806043 0,1972538 164581,97 180142,61 0,9136204 498538,11 175865,48 2,8347695
31440,898 0,589569 0,2661628 109893,02 77650,343 1,415229 451842,77 118126,55 3,8250737
17024,058 0,5750585 0,2641071 61131,323 44285,312 1,3803972 244655,79 64458,914 3,7955307
60882,401 0,516704 0,2833744 206352,76 166370,53 1,2403204 874951,89 214847,92 4,0724244
73412,612 0,5217562 0,1153408 435424,8 347659,01 1,2524479 1055025,8 636484,59 1,6575826
172120,6 0,4923515 0,2624279 626788,51 530339,19 1,1818635 2473576 655877,79 3,7713977

50223,566 0,4772417 0,1164765 236523,38 206463,66 1,1455933 721771,86 431190,52 1,6739048
9541,9233 0,3798783 0,0563164 60390,721 66226,777 0,9118777 137128,69 169434,33 0,8093324
309258,73 0,5649358 0,3939056 1100960 811858,53 1,3560984 4444412,5 785108,67 5,6608883
121586,59 0,5128281 0,3765401 421622,34 342499,34 1,2310165 1747342,6 322904,73 5,4113255
24748,692 0,559825 0,4534858 79950,597 59494,575 1,34383 355667,88 54574,345 6,5171259
1613844 0,6068922 0,4517748 5366934,6 3684025,8 1,4568124 23192841 3572231 6,4925368

22548,596 0,3678559 0,168922 123728,85 140120,35 0,8830184 324049,9 133485,25 2,4276083
23823,564 0,5846067 0,4545417 78172,827 55705,738 1,4033173 342372,71 52412,279 6,5322996
1642307,5 0,5912332 0,4526716 5478446,4 3860171,1 1,4192237 23601896 3628033,1 6,5054246
185171,51 0,5314141 0,3337686 687304,19 538795,36 1,2756312 2661132,9 554790,13 4,7966478
305583,47 0,5059702 0,4237807 949065,65 781410,5 1,2145545 4391594,7 721088,68 6,0902284
140384,56 0,5204475 0,3578169 406437,6 325330,56 1,2493065 2017491,7 392336,32 5,1422506
69844,026 0,4722754 0,2851689 220384,05 194398,43 1,133672 1003741 244921,62 4,0982131
2187594,5 0,5939499 0,3002162 7655351,5 5369369,4 1,425745 31438312 7286730,8 4,3144605

161946 0,6463763 0,364248 479040,66 308741,4 1,5515919 2327355 444603,68 5,2346732
258447,01 0,4856295 0,3637828 765969,14 657073,73 1,1657278 3714188,3 710443,2 5,2279877
23020,818 0,5436491 0,354009 64309,128 49278,999 1,3050007 330836,3 65028,905 5,0875269
475618,81 0,5105213 0,2872012 1667089,1 1360356,8 1,2254792 6835203,1 1656047,4 4,12742
423116,66 0,5594172 0,2883248 1553957,7 1157207,7 1,3428512 6080685,2 1467499,9 4,1435676
22993,024 0,5225247 0,2159618 92058,333 73394,613 1,2542928 330436,87 106468,04 3,1036251
48221,12 0,4876641 0,2642944 178367,82 152371,46 1,1706117 692994,35 182452,27 3,7982227

15860,745 0,9154996 0,5147659 51389,646 23384,356 2,1976079 227937,6 30811,567 7,3977932
424755,82 0,5195592 0,2614335 1698897,6 1362197,5 1,2471743 6104241,9 1624718,7 3,757107
6913,5226 0,5140487 0,2554629 26802,321 21720,815 1,2339464 99355,471 27062,724 3,6713034
4171301,2 0,4839784 0,2830191 14333230 12337468 1,1617643 59946517 14738584 4,0673187
706112,86 0,4749765 0,2993529 2398326,3 2103507,7 1,1401557 10147674 2358797,4 4,3020542
1792449,3 0,4862804 0,3067011 6036020,8 5170968,5 1,1672902 25759609 5844286,9 4,4076565
4235295 0,4785056 0,2947885 14554215 12670966 1,1486271 60866183 14367233 4,2364583

142913,24 0,4781662 0,2443962 579061,36 504491,23 1,1478125 2053831,7 584760,41 3,5122619
716333,13 0,4349823 0,282319 2384244,5 2283427,2 1,0441517 10294552 2537318,3 4,0572567



31914,495 0,5092311 0,256579 121591,78 99471,181 1,222382 458648,92 124384,69 3,6873423
26519,137 0,4578502 0,2852675 89840,755 81744,379 1,099045 381111,27 92962,335 4,099631
971324,74 0,5210766 0,2973479 3510502,9 2806568,9 1,2508166 13959082 3266626,7 4,2732405
24209,764 0,5603041 0,2937825 87945,629 65388,055 1,34498 347922,85 82407,097 4,2220011
3338228,8 0,537731 0,2943592 12123204 9392047,7 1,2907945 47974283 11340664 4,2302887
28671,11 0,4565887 0,2732577 101267,25 92395,708 1,0960169 412037,65 104923,35 3,927035

91817,383 0,5000496 0,2866922 321828,46 268113,89 1,2003423 1319524 320264,69 4,1201046
130876,16 0,6103214 0,3880543 394819,2 269493,07 1,465044 1880844,7 337262,52 5,5767974
231779,02 0,6158855 0,3910355 739248,44 500032,64 1,4784004 3330937,9 592731,47 5,6196407
318704,41 0,5636988 0,3802984 964631,21 712889,33 1,353129 4580158,1 838037,72 5,4653365
4966139,9 0,5971925 0,3547455 16682255 11637196 1,4335288 71369285 13999164 5,0981104
1195127,1 0,3847807 0,3269459 3791648,6 4105090,3 0,9236456 17175385 3655427,6 4,6985981
5806150,1 0,5467359 0,3762551 18174664 13848308 1,3124105 83441223 15431418 5,4072299
4795057,4 0,5841075 0,3851037 14860639 10598701 1,4021189 68910628 12451341 5,5343941
1498856,2 0,5419656 0,3540423 4388018,7 3372909,2 1,3009596 21540331 4233550,8 5,0880058
840988,85 0,358452 0,2950959 3020682,4 3510605,6 0,8604448 12086001 2849883,3 4,2408759
2351387,8 0,5952742 0,3310247 7757571,1 5428959,6 1,4289241 33792216 7103360,1 4,7572156
228578,26 0,7386997 0,4678954 754077,53 425261,43 1,7732093 3284939,1 488524,28 6,7242084
930948,65 0,9379159 0,2464033 4076419,5 1810601,6 2,2514171 13378830 3778149,7 3,5411063
286259,95 1,2231677 0,3201831 918246,61 312738,45 2,9361488 4113893 894050,72 4,601409
93,707614 0,371272 0,1130155 688,6538 772,71019 0,8912187 1346,6889 829,15686 1,6241666
31907,624 0,7521042 0,8723305 54949,481 30436,415 1,8053861 458550,18 36577,447 12,536419
147918,69 0,5450405 0,5535584 249582,8 190762,85 1,3083407 2125765,9 267214,25 7,9552865
52111,859 0,5538625 0,2793531 136357,96 102562 1,3295174 748908,85 186544,75 4,0146337
50442,074 0,5080334 0,3106767 149138,3 122293,92 1,2195071 724912,08 162361,94 4,4647908
81086,517 0,3312836 0,1544453 320870,14 403494,2 0,7952286 1165308,9 525017,65 2,2195613
112936,05 0,440189 0,2629353 392504,25 371460,89 1,0566503 1623024,1 429520,25 3,7786906
78830,733 0,4439652 0,2577655 278144,59 260993,44 1,0657149 1132890,6 305823,42 3,7043944
29830,187 0,4295656 0,3276197 87392,133 84752,156 1,0311494 428694,95 91051,274 4,7082807
16211,489 0,4053329 0,2784284 52561,686 54021,348 0,9729799 232978,22 58224,995 4,0013437
151032,82 0,4358345 0,3677185 549263,88 525009,78 1,0461974 2170519,7 410729,48 5,2845481
365276,04 1,0570012 0,430444 1077839,7 424802,08 2,537275 5249447,4 848602,9 6,185988
50495,857 0,6063234 0,2243684 213248,43 146517,47 1,4554471 725685 225057,8 3,2244383
84359,358 0,6121109 0,3039919 341758,87 232593,52 1,4693396 1212343,4 277505,29 4,3687219
222852,88 0,4165363 0,2894501 663337,14 663421,34 0,9998731 3202658,7 769918,04 4,1597398
229827,99 0,5318335 0,4039292 781315,98 612010,6 1,276638 3302899,1 568980,85 5,804939
39423,491 0,8526741 0,2262577 153724,23 75104,709 2,0467988 566562,04 174241,51 3,2515905
67991,634 0,492604 0,1657458 251360,23 212572,24 1,1824697 977119,94 410216,22 2,3819632
55792,511 0,6863036 0,3754595 178126 108123,22 1,6474353 801804,16 148597,93 5,3957963
168668,33 0,8171462 0,4035259 547845,44 279296,95 1,961516 2423962,7 417986,32 5,7991436
581872,85 0,7695188 0,3251489 2027354,7 1097535,1 1,8471889 8362198,9 1789558,1 4,672773
876896,31 0,4966603 0,2725642 2815508,9 2361594,9 1,1922065 12602034 3217210,2 3,9170688

4429,798 0,3734618 0,1826052 17487,548 19507,005 0,8964753 63661,42 24258,887 2,6242515
16520,662 0,2523392 0,1680451 88111,074 145463,4 0,6057268 237421,4 98310,895 2,415006
1169,1041 0,3040266 0,1643038 5804,0038 7952,8717 0,7297997 16801,404 7115,5016 2,3612396
135100,33 0,2695306 0,1850187 463887,92 716989,75 0,6469938 1941551,1 730198,19 2,6589371
14471,588 0,3514958 0,1743843 54275,999 64327,345 0,8437469 207973,78 82986,774 2,5061075
5774,7343 0,3044272 0,116188 26758,867 36617,791 0,7307614 82989,741 49701,648 1,6697583
14923,243 0,2690212 0,1657237 57016,713 88292,468 0,645771 214464,6 90048,95 2,3816446
1512,2761 0,3212146 0,0818603 10902,749 14139,976 0,7710586 21733,191 18473,868 1,1764289
3166,761 0,4752043 0,0710123 22245,136 19501,258 1,1407026 45510,089 44594,554 1,0205302



3498,9262 0,48263 0,1104798 20889,796 18031,333 1,1585275 50283,695 31670,285 1,5877247
19560,59 0,689895 0,1968885 117476,64 70937,589 1,6560562 281108,74 99348,566 2,8295198

6669,9739 0,4372205 0,0637701 60944,661 58068,837 1,0495244 95855,389 104594,03 0,9164518
30845,421 0,4458507 0,1355003 138080,53 129018,18 1,0702409 443285,07 227640,94 1,9472994
7715,0691 0,3380156 0,0826209 57668,524 71073,89 0,8113883 110874,64 93379,126 1,18736
14139,203 0,3407458 0,0866271 76427,749 93439,065 0,8179422 203197,02 163219,08 1,2449342
43404,103 0,3530943 0,1973366 178182,78 210224,34 0,847584 623768,14 219949,56 2,83596
17187,898 0,2825282 0,0906632 99577,236 146827,09 0,6781939 247010,36 189579,57 1,3029376
50772,307 0,3049626 0,1091033 293519,64 400957,64 0,7320465 729657,91 465359,89 1,5679433
18014,264 0,3935601 0,0887654 158833,2 168127,28 0,94472 258886,22 202942,38 1,2756636
32608,173 0,3646558 0,0798709 309670,25 353772,67 0,8753368 468617,89 408261,2 1,1478384
5468,707 0,3489364 0,1562106 21701,438 25908,97 0,8376033 78591,767 35008,553 2,2449305

13479,774 0,271923 0,1458698 55294,309 84711,511 0,6527367 193720,24 92409,635 2,0963208
73128,081 0,4400449 0,1348985 383582,97 363136,83 1,0563042 1050936,7 542096,99 1,9386508
3145,3167 0,2669029 0,1911609 10154,598 15849,567 0,6406862 45201,91 16453,77 2,7472068
7671,7173 0,3988322 0,1994971 33865,964 35373,755 0,9573754 110251,62 38455,281 2,8670086
12429,312 0,4222983 0,1929957 56048,695 55290,955 1,0137046 178623,87 64402,033 2,7735751
12303,535 0,317407 0,1318987 60302,448 79145,52 0,7619187 176816,31 93280,15 1,8955405
54336,834 0,3531571 0,133942 291308,03 343631,13 0,8477347 780884,36 405674,21 1,9249051
6285,522 0,413122 0,0597883 49178,286 49591,011 0,9916774 90330,362 105129,62 0,8592285

1351,6265 0,3258997 0,0811079 7981,885 10203,036 0,7823049 19424,466 16664,539 1,1656168
1417,426 0,3814022 0,0805754 9175,865 10022,4 0,9155357 20370,083 17591,297 1,1579637

5882,5732 0,3352791 0,0914081 28534,486 35454,517 0,8048195 84539,513 64355,041 1,3136424
1731,2129 0,3692759 0,0845429 9770,5449 11022,388 0,8864272 24879,571 20477,331 1,2149811
4821,224 0,3734401 0,1174515 24454,276 27279,835 0,8964232 69286,673 41048,654 1,6879158

95303,766 0,4747151 0,2915915 336238,23 295067,89 1,1395284 1369627,5 326839,98 4,1905139
16110,435 0,4662486 0,0633079 134010,69 119737,4 1,119205 231525,95 254477,47 0,9098092
43139,008 0,311336 0,213906 187790,15 251276,26 0,7473454 619958,41 201672,74 3,0740814
53370,817 0,4967172 0,1568977 252211,8 211526,17 1,1923432 767001,56 340163,05 2,2548056
7397,2018 0,5458567 0,15147 32573,536 24859,603 1,3102999 106306,51 48836,083 2,1768026
22461,328 0,2029615 0,1665946 78535,143 161197,49 0,4871983 322795,76 134826,25 2,3941612
80622,88 0,3465621 0,1525793 446721,85 536987,38 0,8319038 1158645,8 528399,74 2,1927449

53009,614 0,3921926 0,1764982 273759,42 290788,74 0,9414375 761810,65 300340,82 2,5364872
4370,1786 0,2842395 0,1365724 27399,76 40157,829 0,6823018 62804,619 31998,993 1,9627061
22605,629 0,4070078 0,1441144 103115,81 105543,25 0,9770005 324869,55 156858,88 2,0710944
27615,166 0,2604007 0,2052476 90837,267 145321,49 0,625078 396862,5 134545,64 2,9496497
12985,133 0,3173855 0,1903219 60428,225 79315,987 0,7618669 186611,66 68227,203 2,7351504
24089,392 0,303526 0,1514919 101796,68 139715,83 0,728598 346192,96 159014,38 2,1771173
100803,15 0,3584474 0,2265318 403405,5 468839,59 0,8604339 1448660,1 444984,52 3,2555291
30410,974 0,4587922 0,1952758 183130,9 166285,18 1,1013062 437041,55 155733,47 2,8063431

15245,24 0,2026216 0,1094256 76522,15 157329,22 0,4863823 219092,07 139320,58 1,5725751
13701,427 0,3622575 0,1182953 65299,022 75092,608 0,8695799 196905,66 115823,91 1,7000432
7599,695 0,327959 0,064443 51800,602 65799,585 0,7872482 109216,58 117928,95 0,9261218

61833,359
49687,9 0,3464852 0,1205974 232448,43 279479,43 0,8317193 714073,7 412014,51 1,7331275

27060,142 0,5001091 0,1107163 152286,67 126854,27 1,2004852 388886,15 244409,69 1,5911241
49132,043 0,3180096 0,1057979 208612,55 273280,21 0,763365 706085,39 464395,05 1,5204413
13121,392 0,5478068 0,2280257 57287,037 43564,913 1,3149811 188569,87 57543,471 3,2769986
31361,02

26089,833 0,4046078 0,1118912 116862,34 120322,9 0,9712394 374941,67 233171,37 1,608009
8967,1585 0,2936902 0,042984 61016,13 86549,22 0,7049876 128868,64 208616,14 0,6177309



9241,827 0,4723452 0,0566975 73791,852 65081,399 1,1338394 132815,95 163002,27 0,8148104
20417,175 0,3575066 0,1929419 75497,263 87974,139 0,8581756 293418,88 105820,34 2,7728023
817,49767 0,4220123 0,0273357 12140,497 11984,483 1,013018 11748,405 29905,901 0,3928457
3290,8091 0,5432222 0,5197936 7831,3316 6005,7327 1,303976 47292,807 6330,9924 7,4700464
6037,3358 0,3548323 0,0800092 35785,212 42013,449 0,8517561 86763,634 75457,981 1,1498271
6445,9728
128,86016
1885,0507
8930,7863

2618,43
306,87315
1803,4293
5027,7937 0,5834295 0,1576059 19304,827 13784,325 1,4004913 72255,323 31901,058 2,264982
15123,307 0,5389672 0,1401595 82531,89 63792,172 1,293762 217339,76 107900,66 2,0142579
16245,486 0,4219764 0,1238844 100765,83 99479,381 1,0129318 233466,79 131134,25 1,7803647
14110,869 0,3819973 0,0740584 122781,79 133900,32 0,9169641 202789,83 190536,94 1,0643071
14104,964 0,4540377 0,2286379 61462,526 56393,156 1,0898933 202704,97 61691,287 3,2857957
8756,2327 0,4399379 0,0553157 59484,236 56327,23 1,0560476 125837,39 158295,56 0,7949521
6452,167 0,447929 0,056315 44548,674 41431,772 1,0752297 92725,248 114572,89 0,8093123

15092,877 0,3931635 0,0617322 115470,43 122350,43 0,9437681 216902,44 244489,68 0,887164
9045,8624 0,2781218 0,0911257 72768,704 108997,75 0,6676166 129999,71 99268,009 1,3095831
76096,072 0,4113105 0,1625042 296421,69 300225,88 0,9873289 1093590,3 468271,38 2,3353771
11778,695 0,4602247 0,0977368 58730,825 53162,344 1,1047448 169273,74 120514,47 1,4045926
22972,423 0,4064848 0,1280941 119526,2 122497,35 0,9757451 330140,81 179340,24 1,8408629
1722,6097 0,3461181 0,0756078 7745,137 9322,0774 0,8308381 24755,933 22783,497 1,086573
10541,301 0,3515652 0,0788956 47241,643 55979,239 0,8439136 151490,93 133610,69 1,1338234
3754,0371 0,3250347 0,0675902 44012,715 56410,043 0,7802284 53949,939 55541,163 0,9713506
44126,247 0,4390465 0,0602123 331636,45 314673,16 1,0539076 634146,2 732844,28 0,8653219

11263,913 0,66458 0,0597857 88320,029 55363,03 1,5952889 161875,71 188404,8 0,859191
21615,647 0,4244144 0,058835 148704,81 145963,02 1,0187842 310642,34 367394,06 0,845529
10758,313 0,5892466 0,0751791 46747,02 33049,491 1,4144551 154609,64 143102,46 1,0804122
516,68178 0,8868916 0,0688806 3540,4317 1663,0052 2,128936 7425,3264 7501,123 0,9898953
769,89723 0,5911781 0,0881575 4743,4409 3342,5897 1,4190916 11064,331 8733,2044 1,2669268
654,26468 0,6756194 0,0533228 4609,031 2841,9437 1,6217883 9402,5549 12269,884 0,7663117
1167,0142 0,931229 0,0444541 10507,411 4700,5335 2,2353656 16771,37 26252,146 0,6388571
1663,1123 0,6227971 0,0604786 13959,204 9337,3152 1,4949912 23900,885 27499,197 0,8691484
7526,7653 0,6696869 0,0483963 77806,212 48400,559 1,6075478 108168,49 155523,47 0,6955124
7945,4617 0,5136678 0,0422428 82678,765 67053,206 1,2330322 114185,65 188090,11 0,6070795
4574,7044 0,4733417 0,03809 33769,313 29720,452 1,1362315 65743,897 120102,35 0,5473989
2602,064 0,510111 0,0315028 22528,884 18398,52 1,2244943 37394,727 82597,951 0,4527319

5178,3128 0,4558378 0,1011639 28927,698 26436,957 1,0942144 74418,461 51187,354 1,4538447
9017,5808 0,6644436 0,1474014 25032,851 15694,958 1,5949614 129593,27 61177,028 2,1183322
20368,656 0,5570799 0,1256391 88216,756 65969,249 1,3372406 292721,6 162120,37 1,8055819
22804,58 0,9451667 0,1050428 163781,43 72187,864 2,2688222 327728,7 217097,9 1,5095894

16161,205 0,7884069 0,089964 104899,04 55427,975 1,8925288 232255,58 179640,89 1,2928881
212,94903 0,5795692 0,0378519 2958,8521 2126,7964 1,3912249 3060,3287 5625,8478 0,5439764
13481,23 0,734403 0,1592205 48922,047 27750,965 1,7628954 193741,18 84670,172 2,2881869

32049,167 1,0081983 0,0533541 297528,38 122939,19 2,4201264 460584,32 600688,03 0,7667613
14423,243 0,4446787 0,0518929 133547,75 125111,77 1,0674276 207279,01 277942,56 0,745762
11001,794 0,3531808 0,0587347 90041,459 106207,06 0,8477916 158108,75 187313,38 0,8440868
14864,752 0,709711 0,0630877 132632,92 77853,423 1,7036234 213624,01 235620,56 0,9066442



14565,285 1,3543461 0,1116653 101916,13 31348,818 3,2510357 209320,32 130437 1,6047619
11810,11 0,7508098 0,0730825 73617,06 40846,651 1,802279 169725,2 161599,7 1,0502816

11720,736 0,8520618 0,1217082 58131,559 28421,618 2,045329 168440,8 96301,917 1,7490908
22341,922 0,7724674 0,1100644 127356,54 68682,963 1,8542669 321079,76 202989,46 1,5817558
13470,455 0,7479468 0,1035039 79572,434 44320,013 1,7954064 193586,32 130144,45 1,4874727
27074,98 0,9684635 0,0662789 230786,25 99273,792 2,324745 389099,39 408500,47 0,9525066

29053,017 0,5658501 0,0344265 581137,62 427844,09 1,358293 417526,1 843915,08 0,494749
62316,035 0,5713702 0,2123097 154787,92 112856,73 1,3715436 895554,89 293514,84 3,05114
7968,8159 0,7081773 0,0579167 58474,461 34397,918 1,6999418 114521,28 137590,98 0,8323313
11298,37 0,5691891 0,0721677 83627,793 61207,13 1,366308 162370,9 156557,16 1,0371349

2003,5946 0,7317234 0,163741 6259,221 3563,5372 1,7564629 28794,017 12236,365 2,3531513
4884,3606 0,5950543 0,0755325 22093,066 15467,045 1,428396 70194,02 64665,67 1,0854913
9659,2059 0,3826286 0,1531371 40034,21 43587,479 0,9184796 138814,18 63075,544 2,2007607
8597,5422 0,9908312 0,0735426 56431,118 23726,131 2,3784374 123556,82 116905,56 1,0568943
2178,4902 0,3571757 0,0546109 24845,859 28978,776 0,8573813 31307,472 39891,136 0,7848228
3005,4872 0,4164672 0,0622066 24636,756 24643,967 0,9997074 43192,395 48314,579 0,8939826
1701,7438 0,6705715 0,0735066 14322,078 8897,5184 1,6096711 24456,065 23150,913 1,0563758
3734,2563 0,9697661 0,0660715 28343,814 12175,849 2,3278717 53665,666 56518,452 0,9495247
851,29723 0,5522727 0,0590943 8671,2382 6540,8689 1,3257013 12234,145 14405,739 0,8492549
2441,055 1,0225612 0,0657985 18629,616 7589,6636 2,4546037 35080,838 37098,961 0,9456016
3410,061 0,9616666 0,0724526 22464,66 9731,5772 2,3084295 49006,597 47066,124 1,0412287

22670,907 1,177552 0,2969826 696498,06 246404,01 2,8266507 325807,67 76337,493 4,2679901
2955,0425 0,467623 0,0669406 58511,842 52126,175 1,122504 42467,445 44144,228 0,9620158
7915,8563 0,5452705 0,0848465 36472,529 27865,176 1,3088928 113760,19 93296,184 1,2193445

194111,84 0,3112943 0,2327254 551786,03 738426,78 0,7472454 2789616 834081,12 3,344538
32712,532 0,3712706 0,2000285 80344,623 90151,758 0,8912153 470117,65 163539,38 2,874645
234909,28 0,3946063 0,2200995 575533,54 607595,52 0,9472314 3375923,3 1067286,7 3,1630894
59321,556 0,2444347 0,3453096 103313,17 176076,28 0,5867524 852520,7 171792,36 4,9625065
40345,944 0,2817408 0,347528 72195,991 106750,82 0,6763039 579818,79 116094,09 4,9943867
67684,686 0,3827259 0,3980273 142542,77 155154,82 0,9187131 972708,74 170050,34 5,7201223
22228,006 0,3492147 0,2416743 51552,978 61499,159 0,8382713 319442,65 91975,038 3,4731451
60068,314 0,5141264 0,1747617 219788,35 178091,29 1,2341331 863252,5 343715,48 2,5115322
409936,66 0,195034 0,1723528 1029134,8 2198214 0,4681686 5891273,1 2378473,5 2,4769135
16535,98 0,2534755 0,3686204 27095,847 44532,252 0,6084544 237641,54 44859,106 5,2975094

1349657,8 0,2465508 0,322438 2893620,6 4889259,5 0,5918321 19396175 4185790,8 4,6338136
31073,262 0,3273781 0,2367119 82631,579 105148,82 0,7858536 446559,4 131270,38 3,4018291
47130,176 0,4608093 0,2174053 159340,14 144049,54 1,1061481 677316,2 216784,9 3,1243698

183266 0,3513171 0,2507171 368094,2 436483,26 0,843318 2633748,5 730967,33 3,6031001
270250,47 0,3618017 0,2582615 541008,19 622932,71 0,8684857 3883817,9 1046421,9 3,7115221

73575,7 0,2500606 0,2486362 172000,21 286544,26 0,600257 1057369,6 295917,12 3,5731949
26234,601 0,2918804 0,1872921 77433,703 110517,99 0,7006434 377022,15 140073,16 2,6916087
10963,828 0,6956904 0,0875583 85085,307 50950,273 1,6699676 157563,14 125217,45 1,2583161
14035,628 0,2737947 0,1237096 63804,175 97080,491 0,6572296 201708,53 113456,28 1,7778525
207780,08 0,2035211 0,1630345 561890,81 1150139,3 0,4885415 2986044,8 1274454,4 2,3429985
54862,431 0,3573898 0,4102074 85367,898 99508,554 0,8578951 788437,82 133743,16 5,8951638
72191,216 0,2352491 0,3483239 104267,78 184641,84 0,5647029 1037472,9 207253,14 5,0058246
7658,3311 0,4825621 0,0795762 63094,754 54468,821 1,1583646 110059,25 96238,912 1,1436044
428691,94 0,2773335 0,2549878 1065250,4 1600137,7 0,6657242 6160808,7 1681225 3,664476
57413,187 0,5598965 0,1364343 303254,85 225635,78 1,3440016 825095,2 420811,95 1,9607219
9672,7341 0,2203424 0,2141419 23407,195 44254,683 0,5289202 139008,59 45169,748 3,0774711
19317,725 0,421659 0,1984271 74461,655 73566,349 1,01217 277618,48 97354,26 2,8516316



491466,23 0,2637051 0,2991638 1036344,5 1637169,1 0,6330101 7062949,2 1642799,6 4,2993371
5746,6704 0,3052278 0,0832203 39774,467 54286,051 0,732683 82586,429 69053,712 1,1959738
77361,973 0,2709735 0,2028935 174832,96 268784,57 0,6504576 1111782,8 381293,41 2,9158195
95054,217 0,2808985 0,1971778 223405,27 331323,26 0,6742819 1366041,2 482073,73 2,8336768
20106,481 0,3552617 0,1814067 59060,505 69255,895 0,8527867 288953,84 110836,51 2,6070277
20650,833 0,3581629 0,1526093 77096,295 89672,818 0,859751 296776,82 135318,34 2,1931751
20829,898 0,3323357 0,1490276 71110,521 89138,385 0,7977542 299350,2 139772,04 2,141703
29941,674 0,4249354 0,1137565 181993,49 178418,89 1,0200348 430297,16 263208,52 1,6348147
16819,434 0,3045863 0,2798661 40591,626 55518,019 0,7311433 241715,1 60098,155 4,0220053
100326,9 0,2903082 0,2489992 264316,12 379290,71 0,6968695 1441815,9 402920,59 3,5784121

244535,67 0,3145391 0,3115268 497776,48 659276,5 0,7550345 3514265,8 784958,65 4,4770076
36589,4 0,2908598 0,0412605 365120,4 522950,28 0,6981933 525832,81 886790,05 0,592962

318,90042 0,3146935 0,0446033 3197,3822 4232,6727 0,755405 4582,975 7149,7113 0,6410014
5401,3615 0,3364269 0,0545336 49601,436 61420,24 0,8075748 77623,933 99046,449 0,7837124
2572,5372 0,3917323 0,0740057 20277,211 21563,875 0,9403324 36970,393 34761,335 1,0635493
21183,797 0,2329823 0,291539 37539,412 67123,176 0,5592616 304436,14 72661,965 4,1897592
191671,45 0,2664385 0,2671238 465812,2 728319,16 0,6395715 2754544,7 717537,98 3,8388834
116785,88 0,2366358 0,2635249 255383,7 449594,19 0,5680316 1678350,8 443168,32 3,7871633
104835,89 0,2651809 0,1327624 418333,43 657185,87 0,6365527 1506615,3 789650,58 1,9079519
187751,55 0,2630863 0,1190676 687706,37 1088962,1 0,6315246 2698211,2 1576848,9 1,7111413
89842,534 0,2164628 0,0784311 359689,79 692233,88 0,5196073 1291143,1 1145497 1,1271467
86201,048 0,3328306 0,3053905 211199,2 264348,53 0,7989422 1238810,7 282264,97 4,388822
12582,484 0,1932137 0,2773266 26912,678 58026,577 0,4637992 180825,13 45370,642 3,9855097
14755,476 0,2387081 0,2079258 39752,126 69374,692 0,5730062 212053,59 70965,11 2,9881387
940,23893 0,2325881 0,1390196 1584,9743 2838,8516 0,5583153 13512,342 6763,3548 1,9978757
2217,8378 0,3007302 0,1461222 4208,4328 5829,7685 0,7218868 31872,944 15177,968 2,0999481
3139,8566 0,3175338 0,1427557 6939,0155 9103,6548 0,762223 45123,441 21994,617 2,0515675
2105,3357 0,2703276 0,1414366 3903,083 6014,8577 0,648907 30256,157 14885,365 2,032611
1143,7529 0,357234 0,1304526 3410,057 3976,6446 0,8575212 16437,077 8767,5726 1,8747581
321,25276 0,3461329 0,1312872 867,6089 1044,2128 0,8308737 4616,7809 2446,9472 1,8867513

18950,759 0,3685997 0,0408314 187242,49 211620,32 0,8848039 272344,75 464121,93 0,5867957
4827,9985 0,3998344 0,0320121 60243,414 62767,868 0,9597811 69384,031 150817,79 0,460052
20983,42 0,3932391 0,0717964 153561,6 162679,89 0,9439495 301556,49 292262,69 1,0317995

14821,535 0,4520216 0,0383664 170832,78 157441,77 1,0850537 213002,94 386315,44 0,5513705
3754,9188 0,4279013 0,0231095 55156,856 53698,712 1,0271542 53962,611 162483,68 0,332111
247,73806 0,4604716 0,0461021 2908,268 2631,1129 1,1053376 3560,288 5373,6848 0,6625413
18813,304 0,3942662 0,0300995 300600,97 317620,67 0,946415 270369,36 625037,84 0,4325648
644,4408 0,4567571 0,0399333 7914,1097 7218,1297 1,0964211 9261,3741 16137,913 0,5738892

9878,7561 0,3350613 0,1088536 62290,235 77446,827 0,8042968 141969,37 90752,659 1,564355
13811,651 0,4736896 0,0527085 134036,07 117878,8 1,1370668 198489,72 262038,39 0,7574833
582,91886 0,5037874 0,0347489 9804,3742 8107,3792 1,2093149 8377,2312 16775,175 0,4993826
1935,0945 0,5135679 0,0545729 21438,13 17389,895 1,2327923 27809,59 35458,907 0,7842766
1007,1958 0,5087698 0,0408408 13950,452 11422,861 1,2212748 14474,591 24661,496 0,5869308
4795,5745 0,4681946 0,0387533 63894,88 56852,239 1,1238762 68918,06 123746,35 0,55693
8020,4642 0,5119758 0,0390935 107020,48 87081,394 1,2289706 115263,53 205160,86 0,5618202
32969,803 0,4942968 0,109619 211485,9 178238,51 1,1865331 473814,94 300767,13 1,5753548
1669,1809 0,5398744 0,0237101 36025,505 27798,75 1,2959397 23988,097 70399,445 0,3407427
5000,7937 0,4894585 0,0416363 62825,37 53472,081 1,1749191 71867,302 120106,64 0,5983625
26672,624 0,4810041 0,0340197 412767,81 357490,89 1,1546247 383317,06 784033,72 0,4889038
48779,745 0,5157311 0,0367925 737697,89 595885,97 1,237985 701022,45 1325807,4 0,5287514
21608,535 0,5101489 0,0426456 294406,98 240413,62 1,2245853 310540,13 506700,77 0,6128669



6845,3073 0,6005542 0,0507221 78739,826 54619,806 1,4415984 98375,137 134957,08 0,7289365
39103,803 0,5818268 0,1301215 160567,75 114966,83 1,3966442 561967,75 300517,55 1,8699998
2105,1405 0,5590974 0,0548247 22610,132 16847,037 1,3420836 30253,352 38397,664 0,7878956
1794,7318 0,481724 0,044604 19798,249 17121,29 1,1563527 25792,413 40236,99 0,6410125

537,617 0,4662501 0,01998 12905,964 11531,332 1,1192084 7726,1901 26907,769 0,287136
11187,68 0,4790988 0,0248252 227556,51 197866,42 1,1500512 160780,15 450657,67 0,3567678
9870,623 0,479326 0,0463158 110437,43 95982,753 1,1505966 141852,49 213115,87 0,6656121

10953,451 0,5092275 0,0495277 116254,56 95105,604 1,2223734 157414,01 221157,98 0,7117718
11731,825 0,3204328 0,0803053 79069,091 102796,36 0,7691818 168600,15 146090,31 1,1540817
4828,0645 0,510973 0,0601375 54892,922 44753,43 1,2265635 69384,98 80283,753 0,8642468
14031,506 0,529742 0,3178303 43752,328 34406,83 1,2716175 201649,28 44147,791 4,5675962
2665,1042 0,4518878 0,032953 38381,731 35383,587 1,0847326 38300,689 80875,922 0,4735734
390,97681 0,5047954 0,0215487 9061,3783 7478,023 1,2117345 5618,7978 18143,857 0,3096805
462,65316 0,5096829 0,0210168 10519,406 8598,0323 1,2234667 6648,8715 22013,442 0,3020369
715,72524 0,5076459 0,0504259 7620,073 6253,2554 1,218577 10285,816 14193,614 0,7246791
8759,2317 0,3235845 0,041878 77827,932 100197,22 0,7767474 125880,49 209160,75 0,6018361
219,42541 0,7124727 0,0808045 13162,885 7696,4564 1,7102526 3153,4019 2715,5113 1,1612553
1592,6481 0,7668873 0,2460702 21914,028 11904,155 1,8408722 22888,232 6472,3326 3,5363188

35891,303
8655,134

8613,8591
11048,516
6794,1812
40515,288
2569,7117 0,1708726 0,1689384 10931,752 26651,72 0,4101706 36929,786 15210,94 2,4278437
12502,366 0,2723697 0,1139872 75718,889 115811,96 0,6538089 179673,75 109682,2 1,6381304
5542,8718 0,2660588 0,093143 36496,653 57145,672 0,63866 79657,603 59509,26 1,3385749
187,99201 0,2466799 0,2173538 964,29159 1628,4803 0,592142 2701,6669 864,91261 3,1236299
1101,3686 0,0801205 0,3324365 1818,4216 9454,9402 0,192325 15827,966 3313,0196 4,7775045
17783,242
18785,054 0,2280361 0,1445569 91572,088 167289,05 0,5473884 269963,37 129949,18 2,0774534
15005,989 0,2056068 0,1651284 87651,14 177593,9 0,4935481 215653,75 90874,691 2,3730892
19015,717 0,2063724 0,1087834 169406,55 341968,77 0,495386 273278,28 174803,46 1,5633459

13588,1 0,2333753 0,2061732 57706,86 103010,27 0,5602049 195277,02 65906,238 2,962952
44996,089 0,3630043 0,1831385 229402,37 263265,57 0,8713725 646646,85 245694,32 2,6319162
86387,688 0,3190298 0,1857775 416656,56 544070,18 0,765814 1241492,9 465006,09 2,6698423
9123,5319 0,1687355 0,2865294 20995,25 51834,924 0,4050406 131115,91 31841,525 4,1177647
11035,681 0,2095355 0,3656893 23569,563 46859,951 0,5029788 158595,75 30177,753 5,2553862
59622,652 0,2281237 0,2536432 205434,16 375154,57 0,5475987 856847,81 235065,02 3,6451523
14728,743 0,1794251 0,1215231 86755,402 201428,61 0,4307005 211669,4 121201,17 1,7464303
8582,7243 0,3412783 0,0828162 57069,009 69662,59 0,8192203 123343,87 103635,87 1,1901657
17404,215 0,2708264 0,1618982 77495,367 119204,48 0,6501045 250119,09 107500,96 2,3266684
36731,665 0,2875481 0,1533673 202566,27 293470,53 0,690244 527877,33 239501,3 2,2040688
22592,266 0,1386896 0,1638206 77889,276 233960,06 0,332917 324677,5 137908,59 2,354295
22880,034 0,3300623 0,0977336 186220,12 235038,28 0,792297 328813,06 234106,1 1,4045472
13749,259 0,2692007 0,059242 112654,68 174333,54 0,646202 197593,06 232086,14 0,8513781
6307,0599 0,2390402 0,155732 33586,181 58532,563 0,5738034 90639,888 40499,435 2,2380532
19680,326 0,3284964 0,0971287 150331,52 190645,84 0,7885382 282829,49 202621,21 1,3958533
51205,029 0,1833958 0,2429938 195419,42 443901,14 0,4402319 735876,64 210725,64 3,4921078
15245,189 0,2416602 0,2156785 62032,566 106935,67 0,5800924 219091,34 70684,792 3,0995541
51657,774 0,3260454 0,2160555 225436,58 288040,98 0,7826545 742383,12 239094,92 3,1049724



2137,2981 0,1877771 0,1688905 7571,7174 16798,085 0,4507489 30715,494 12654,936 2,4271552
2134,5312 0,2495574 0,2085635 7907,1015 13199,417 0,5990493 30675,731 10234,443 2,9973032
35805,423 0,3144663 0,2550124 139961,64 185414,16 0,7548595 514566,14 140406,57 3,6648295
124200,43 0,300797 0,2681994 528759,6 732306,16 0,7220472 1784906,6 463089,84 3,854342
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15357,63
9756,1386
17968,301
6714,3576
8935,4218
17408,417
1360,5239
1861,5722 0,3739672 0,0305373 24604,118 27408,311 0,8976882 26752,987 60960,681 0,4388564
3250,4219 0,4287974 0,0214694 54392,489 52843,884 1,0293053 46712,395 151397,73 0,3085409
5862,8863 0,4556894 0,0336498 71052,081 64955,488 1,093858 84256,589 174232,22 0,4835879
18,15436 0,3890748 0,0252475 293,72413 314,4955 0,9339534 260,89955 719,05435 0,362837

3505,4189 0,2720854 0,0253572 47576,668 72844,502 0,6531264 50377,003 138241,74 0,3644124
15,887094 0,4287763 0,0440518 147,31698 143,12978 1,0292546 228,31627 360,64594 0,633076
37,465406 0,378497 0,0380936 437,60691 481,64788 0,9085619 538,42205 983,50795 0,5474506
6846,2444 0,2948846 0,0417244 58708,266 82938,305 0,7078547 98388,604 164082,55 0,5996287
712,00281 0,4481701 0,0640263 5684,5055 5283,9379 1,0758085 10232,32 11120,471 0,9201337
10172,731 0,4119895 0,073274 97221,073 98306,489 0,9889589 146194,14 138831,42 1,0530335
99,559933 0,367749 0,0462058 916,99797 1038,783 0,8827618 1430,7936 2154,7057 0,664032

237,91609 0,3102558 0,0625656 1321,3464 1774,209 0,7447524 3419,1348 3802,6659 0,8991415
228,9398

154,75611
18,777946
8061,9422
50,604024
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7778,0401
8621,3122
43132,058
25460,473
6283,7259
9930,1622 0,4661921 0,0351432 96108,2 85882,265 1,1190692 142708,14 282562,9 0,5050491
5501,0442 0,5587818 0,045467 51093,956 38092,129 1,3413258 79056,491 120989,71 0,653415
5916,9912 0,5330855 0,0587869 48046,182 37546,544 1,2796433 85034,14 100651,49 0,8448374
15753,275 0,3809669 0,1375056 70870,811 77497,572 0,9144907 226393,13 114564,63 1,9761173
9581,8621 0,4867544 0,0334887 103865,3 88893,194 1,168428 137702,66 286121,86 0,4812728
6813,1414 0,4211288 0,0337494 71669,201 70896,629 1,0108972 97912,874 201874,68 0,4850181
12335,908 0,5004489 0,0330656 134884,4 112281,94 1,2013009 177281,54 373073,61 0,4751919

14413,8 0,4763961 0,0528172 113221,35 99007,497 1,1435634 207143,3 272899,94 0,7590449
36800,959 0,5705249 0,0351007 405000,74 295725,77 1,3695145 528873,16 1048438,2 0,504439
6118,9119 0,4330669 0,0355342 62221,787 59854,305 1,0395541 87935,979 172198,04 0,5106677
9736,6817 0,4814734 0,0426498 92671,238 80182,681 1,1557513 139927,6 228293,77 0,6129278
10072,861 0,5962835 0,0236657 167512,91 117031,67 1,4313468 144758,89 425630,4 0,3401047
8337,7373 0,5142578 0,0350245 91985,87 74515,763 1,2344485 119823,12 238054,39 0,5033434
13,16279 0,2355915 0,0585866 44,643854 78,942331 0,5655249 189,16481 224,67237 0,8419585

4760,5059 0,5578116 0,0192606 88473,084 66074,152 1,3389969 68414,083 247162,61 0,2767979
78259,523 0,4018173 0,032488 911905,31 945429,16 0,9645411 1124681,6 2408872,2 0,4668914
45178,98 0,5180483 0,0389167 517482,78 416134,33 1,2435474 649275,22 1160914 0,5592793

14249,898 0,4375959 0,1140476 77337,365 73624,788 1,0504256 204787,84 124946,91 1,6389989
10690,297 0,4315026 0,0336124 151069,79 145848,55 1,035799 153632,18 318046,33 0,4830497
6860,0376 0,6203342 0,103327 40609,728 27271,705 1,4890791 98586,829 66391,52 1,484931
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11626,714 0,4219333 0,046594 126032,53 124436,21 1,0128284 167089,58 249532,62 0,6696102
23513,076 0,4208091 0,0640994 208478,73 206388,07 1,0101297 337910,63 366821,91 0,9211844
291,11828
1749,5652
61905,204

6064,5391
5668,2282
16825,74

424,28258
300,54255
500,46715
48360,378
405,71519
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242,08041
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2243,413

3075,6005
2647,3863
914,88007
3158,3084
556,68878
750,81765
412,70497
249,27582
1191,9411
2511,1648
444,8496

31814,423
78,120456
249204,28
13152,893
126003,25
19893,564
108,43295
2018,4193 0,2856581 0,0326373 11881,616 17327,536 0,6857072 29007,065 61843,919 0,4690367
777957,01 0,4446787 0,0390433 8507756,8 7970337,4 1,0674274 11180159 19925473 0,5610988
429686,55 0,3874108 0,0367986 4580599,5 4925592,9 0,929959 6175102,4 11676710 0,5288392
44330,165 0,4413298 0,0488401 375712,67 354650,46 1,0593886 637076,74 907659,7 0,7018894
629814,82 0,4446508 0,0364142 7637184,6 7155205,4 1,0673606 9051181,5 17295867 0,5233147
83568,36 0,3966703 0,038618 900817 946051,63 0,9521859 1200975,9 2163973,7 0,5549864

350220,97 0,5057493 0,0415313 3861145,6 3180451,8 1,2140242 5033088,3 8432700,9 0,5968536
3760,5606 0,3908119 0,0424218 36784,902 39211,164 0,9381232 54043,69 88646,858 0,6096515
10674,214 0,4593602 0,0361381 131311,74 119085,3 1,1026696 153401,04 295372,9 0,519347
4719,7618 0,4382416 0,0349311 58390,633 55505,697 1,0519755 67828,541 135116,46 0,5020006
10414,045 0,4673255 0,0341206 125883,4 112216,56 1,1217899 149662,11 305212,64 0,4903536
5991,631 0,3884597 0,0313556 74480,528 79873,87 0,9324768 86106,802 191086,22 0,4506175

81,746229 0,5454444 0,0491028 908,43725 693,82894 1,3093101 1174,7897 1664,7989 0,7056646
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123,70845 0,4025147 0,0451917 1206,0408 1248,2115 0,9662152 1777,8363 2737,4134 0,6494585
147,11317 0,3499482 0,0418752 1624,5003 1933,8551 0,8400321 2114,1897 3513,1334 0,601796
137,39065 0,3762926 0,0498359 1379,1139 1526,8009 0,9032703 1974,4656 2756,8607 0,7162007
7948,7045 0,3776213 0,0510773 57372,383 63292,799 0,9064599 114232,25 155621,07 0,734041
40899,611 0,4884058 0,0484997 387949,42 330904,15 1,1723921 587775,63 843296,65 0,6969975
12512,419 0,4391467 0,0468397 119338,08 113208,07 1,0541482 179818,21 267133,03 0,6731411
5714,4252 0,3953852 0,0446867 47172,5 49702,288 0,9491012 82123,027 127877,58 0,6422003
6859,4172 0,4159679 0,0574667 61011,009 61102,131 0,9985087 98577,913 119363,38 0,8258639

24674,997 0,3655713 0,2087512 103887,84 118386,05 0,8775345 354608,8 118202,9 3,000001
35934,156 0,7138194 0,1563542 229949,51 134199,86 1,7134854 516416,19 229825,29 2,2469947
414,18823 0,2313049 0,06407 1249,5248 2250,4426 0,5552351 5952,3733 6464,6198 0,9207615
45265,485 0,5171094 0,1213868 223164,86 179784,11 1,2412935 650518,39 372902,91 1,7444712
6002,4791 0,2589107 0,1866961 18825,382 30290,176 0,6215012 86262,702 32151,066 2,6830433
20623,349 0,2476329 0,0964927 90121,446 151609,96 0,5944296 296381,84 213729,55 1,3867144
12520,309 0,4179187 0,0532777 113624,25 113262,75 1,0031916 179931,61 235000,98 0,7656632
7461,7737 0,3107097 0,0555016 47811,028 64103,423 0,745842 107234,49 134442,55 0,7976231
6410,7096 0,4152792 0,0331644 67285,865 67498,11 0,9968555 92129,456 193300,92 0,4766116
35990,127 0,3243953 0,1756449 173304,03 222557,38 0,7786937 517220,55 204902,77 2,5242243
17649,439 0,2346418 0,168233 60194,38 106870,66 0,5632451 253643,24 104910,66 2,417707
11499,668 0,3513747 0,2321219 30230,801 35841,58 0,8434562 165263,79 49541,5 3,3358656
16896,993 0,4760842 0,1828463 90536,047 79221,975 1,1428148 242829,72 92410,913 2,6277169
53607,26 0,5077824 0,1027986 333575,27 273668,06 1,2189047 770399,53 521478,52 1,477337

8089,3509 0,6657719 0,2722875 40250,153 25185,467 1,59815 116253,51 29708,86 3,9130922
4418,4455 0,3269642 0,0934471 27592,623 35156,097 0,7848603 63498,272 47282,858 1,3429449
1838,0344 0,3625777 0,0947792 9696,2985 11140,709 0,8703484 26414,721 19392,802 1,362089
7291,8754 0,2088182 0,088385 26898,967 53663,021 0,501257 104792,85 82501,232 1,2701974
84458,373 0,6174321 0,3025494 409849,41 276530,49 1,4821129 1213766,4 279155,67 4,3479912
61212,738 0,5844184 0,3152121 272065,14 193935,34 1,4028652 879699,22 194195,42 4,529969
51575,159 0,6297659 0,2988578 256305,54 169545,7 1,5117195 741195,85 172574,27 4,2949382
1142,6278 0,2940391 0,0341008 9611,8188 13617,847 0,7058251 16420,908 33507,39 0,4900683
17812,877 0,7158414 0,2241066 108554,49 63174,078 1,7183392 255992,04 79483,954 3,2206758
5775,7614 0,2770678 0,0888046 26377,764 39660,656 0,6650864 83004,501 65039 1,2762266
24800,963 0,2964638 0,1208518 89839,542 126241,96 0,7116456 356419,08 205217,93 1,7367834
3139,8304 0,4361535 0,0892854 20196,882 19290,917 1,0469633 45123,065 35166,223 1,2831365
12816,872 0,5089798 0,0699249 80543,677 65923,279 1,221779 184193,57 183294,81 1,0049034

28947,001
15102,806
12302,829 0,5270185 0,0298511 200996,23 158880,28 1,2650798 176806,16 412140,31 0,4289951
5389,3059 0,5090688 0,0432739 57070,079 46702,476 1,2219926 77450,681 124539,34 0,6218973
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45768,604
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75971,166
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2917,3674
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1389,0345
31487,988
11560,188
8533,2365 0,3901237 0,1042085 52545,962 56110,603 0,9364712 122632,67 81886,156 1,4975995
12725,451 0,3807001 0,105644 75546,322 82668,17 0,9138502 182879,74 120455,97 1,518229
10848,474
1053,6112
1009,8627
335,22656
316,31514
958,70557 0,4568236 0,0631705 9382,5427 8556,1807 1,0965807 13777,729 15176,468 0,9078351
4996,2122
2326,333

2684,2865
16522,79

1039,2749
1398,8258
474,21344
5575,9786
2975,9107

23148,96 0,4941282 0,3624023 141337,77 119158,92 1,1861283 332677,85 63876,424 5,2081477
411022,14 0,5431718 0,3047009 2231648,5 1711577,3 1,303855 5906872,7 1348936,6 4,3789107
31,320806 0,1832943 0,2634899 171,98356 390,8823 0,4399881 450,11692 118,86908 3,786661
44663,231 0,3826728 0,2573199 271661,69 295739,1 0,9185856 641863,28 173570,81 3,697991
217828,01 0,3890636 0,2095567 1360572 1456830,1 0,9339264 3130445,4 1039470,3 3,0115774
52110,596 0,4206058 0,2427302 286864,39 284124,91 1,0096418 748890,71 214685,24 3,4883195
14597,647
61439,375
286640,57
18581,976
33516,536 0,4409427 0,3800291 182678,51 172589,04 1,0584595 481672,13 88194,647 5,4614668
50794,305 0,5025341 0,1210783 320953,53 266063,02 1,2063064 729974,05 419516,08 1,7400383
50246,329 0,4575747 0,1727664 307214,64 279697,02 1,0983837 722098,99 290833,94 2,4828567
6736,6083 0,368792 0,3838652 37358,368 42200,182 0,8852656 96813,004 17549,412 5,5165952
249016,52 0,4260496 0,3991221 1318479,9 1289203 1,0227093 3578661,1 623910,7 5,7358546
336472,91 0,4078461 0,3537184 1985778,4 2028347,8 0,9790128 4835512,5 951245,14 5,0833505
117332,1 0,4819217 0,3549291 688476,92 595142,31 1,1568274 1686200,6 330578,94 5,1007502

33948,929
20491,515
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248,8776
31437,46

15648,749
10470,546
277644,39
13150,401
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514866,17
262204,24
72795,442
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89556,464
695427,58
404467,86
135041,07
725424,68
861767,59
475932,74
70555,818
11140,739
52275,299
40248,577
45704,403
1237416,7 0,3908433 0,5134575 5863954,9 6250228,7 0,9381985 17783138 2409969,3 7,3789893
122921,84 0,3285585 0,4381597 549452,49 696667,17 0,7886872 1766531,7 280541,17 6,2968714
64553,956 0,3652526 0,3600852 371688,07 423929,13 0,8767693 927716,46 179274,13 5,1748486
763042,58 0,3932621 0,5036079 3910804,1 4142780 0,9440048 10965822 1515152,3 7,2374387
53463,847 0,4245559 0,3801481 283304,22 277988,02 1,0191238 768338,52 140639,53 5,4631761

46719,447 0,3886386 0,0298733 539629,89 578439,54 0,9329063 671413,54 1563921 0,4293142
12096,128 0,3652656 0,046818 97114,719 110760,31 0,8768007 173835,62 258364,95 0,6728297
8345,1243 0,3976843 0,0364803 75388,595 78972,355 0,9546201 119929,28 228757,32 0,5242642
1334,6408 0,3724369 0,0266582 16007,583 17905,276 0,8940149 19180,362 50064,856 0,3831103
215329,82 0,445524 0,0275979 2598674,5 2429901,8 1,0694566 3094543,5 7802397,6 0,3966144
70027,724 0,3729337 0,0595032 415049,07 463634,5 0,8952075 1006381 1176873,1 0,8551312
97199,084 0,4316491 0,026512 1304674 1259154,9 1,0361506 1396865,4 3666234,9 0,3810082
11041,807 0,4191972 0,0478723 85333,681 84802,769 1,0062606 158683,78 230651,2 0,6879816
5023,6344 0,259613 0,0180918 72151,56 115778,3 0,6231873 72195,549 277674,67 0,2600005
173,32391 0,1573477 0,0115223 2351,2319 6225,0543 0,3777046 2490,8689 15042,532 0,1655884
1724,5751 0,2173868 0,0282334 11545,156 22124,557 0,5218254 24784,177 61082,902 0,4057466
6500,1515 0,2589128 0,0337991 49114,629 79025,138 0,6215064 93414,841 192317,38 0,4857327
10837,383 0,2607828 0,0419153 66829,333 106756,93 0,6259953 155745,97 258554,51 0,6023719

31236,7 0,1658237 0,0348343 215984 542603,85 0,398051 448908,21 896721,79 0,5006104
22274,247 0,2096455 0,0410795 159366,93 316679,98 0,5032428 320107,19 542223,17 0,5903606
17952,415 0,2438639 0,0547316 112122,37 191537,02 0,5853822 257997,37 328008,27 0,7865575
14244,264 0,2170844 0,0431983 113685,03 218163,75 0,5210995 204706,87 329741,32 0,6208105
1451,6962 0,2016267 0,0216056 17082,873 35295,62 0,4839941 20862,587 67190,612 0,3104985
123634,67 0,1734885 0,0240835 1164040,1 2795150,1 0,4164499 1776775,9 5133583,8 0,3461083
1326,5785 0,1739185 0,0282947 10075,402 24133,73 0,4174822 19064,497 46884,327 0,4066284
746,68541 0,1709868 0,0215618 7939,1666 19342,836 0,4104448 10730,75 34630,021 0,3098684
32460,18 0,2410799 0,0362958 289481,86 500228,33 0,5786995 466491,06 894324,1 0,521613

61,095266 0,2936273 0,05414 453,74692 643,76183 0,7048366 878,01101 1128,4676 0,7780561
21,171702 0,213929 0,037205 181,66471 353,76012 0,5135251 304,26232 569,0552 0,5346798
4856,119 0,3407598 0,0393202 34106,118 41695,756 0,8179758 69788,155 123501,75 0,5650783
5753,191 0,4026182 0,0254474 55567,263 57495,463 0,9664634 82680,138 226082,1 0,3657085
2641,259 0,3132239 0,0278152 19479,611 25907,969 0,7518772 37958,006 94957,359 0,3997374

96,454972 0,3794547 0,0298571 1127,7436 1238,1077 0,9108607 1386,1717 3230,5497 0,4290823
38841,938 0,3330316 0,025325 496508,57 621082,44 0,7994246 558204,45 1533737 0,3639506
1251,4962 0,2928796 0,0173983 14679,724 20880,296 0,703042 17985,475 71932,261 0,2500335
1870,4347 0,2731792 0,0208913 17768,39 27096,196 0,6557522 26880,352 89531,804 0,3002324
5148,1344 0,3422048 0,0272711 67213,905 81824,051 0,8214444 73984,761 188776,41 0,3919174
5693,6827 0,2719149 0,0200547 75984,369 116412,39 0,6527172 81824,934 283907,39 0,2882099
17203,518 0,7033552 0,1203829 235042,31 139212,84 1,6883666 247234,83 142906,64 1,7300444



61449,419 0,2972607 0,035112 452577,78 634254,66 0,7135585 883100,61 1750096,3 0,5046011
13153,39 0,2675501 0,0271881 118799,57 184977 0,6422397 189029,73 483792,49 0,3907248
7204,541 0,3026489 0,0462357 62592,551 86157,185 0,7264925 103537,75 155821,92 0,664462
15573,98 0,6513233 0,2062019 62153,256 39753,483 1,5634669 223816,45 75527,815 2,9633646

9255,3169 0,3824242 0,0406992 84909,132 92494,717 0,917989 133009,82 227407,89 0,5848953
10870,635 0,3550984 0,0334549 110036,68 129091,22 0,8523947 156223,84 324934,09 0,4807862
10523,645 0,3298895 0,0442059 102122,36 128961,56 0,7918822 151237,19 238059,62 0,6352912
24058,214 0,2709495 0,0422408 149406,42 229714,73 0,6503998 345744,9 569548,84 0,6070505
5236,0457 0,3326585 0,0352356 46917,111 58754,428 0,7985289 75248,15 148600,94 0,5063774
168120,41 0,3922997 0,0344156 1656214,9 1758760,1 0,9416946 2416088,5 4885004,6 0,4945929
183430,71 0,3239823 0,0396621 1480684,8 1903922,3 0,7777023 2636115,5 4624835,1 0,5699912
270416,42 0,3168115 0,0298007 2750193,2 3616348,1 0,7604891 3886202,9 9074169,4 0,4282709
5589,4947 0,3356399 0,0321557 58264,846 72317,088 0,8056857 80327,629 173826,06 0,462115
6033,4822 0,4258125 0,0469401 65952,749 64524,168 1,0221402 86708,253 128535,7 0,674585
7481,5227 0,4602007 0,0549446 62131,934 56243,915 1,1046872 107518,3 136164,93 0,7896182
31355,699 0,269622 0,0917312 394085,4 608895,66 0,6472134 450618,37 341821,39 1,318286
44624,69 0,3991922 0,1230528 710467,37 741429,86 0,9582395 641309,41 362646,6 1,7684142

21192,593 0,4801731 0,1035675 581630,05 504611,3 1,1526299 304562,55 204625,88 1,4883873
2771,4826 0,4091103 0,0914114 67741,264 68979,621 0,9820475 39829,473 30318,789 1,3136895

2823,869
109579,91
79,539306
39,029183

28,050415
105,47347
91,809958
627187,39
252091,25
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513289,87
7822,2717
50810,347
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15357,63
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228,9398
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7778,0401
8621,3122
43132,058
25460,473
6283,7259
5894,9855
4460,2515
9811,4014
2004,7974
2268,9849
61468,087
3853,2043
249204,28
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7107,8817 1,083032 0,0627426 39582,107 15225,29 2,5997605 102148,64 113286,43 0,9016847
6636,5494 1,2935705 0,064665 45825,289 14757,848 3,105147 95375,039 102629,72 0,9293121
7930,1941 1,1314673 0,057799 53204,428 19589,065 2,716027 113966,24 137203,04 0,8306393
20057,443 0,475838 0,080365 133076,25 116506,3 1,1422237 288249,11 249579,44 1,1549393
1964,2407 0,7215131 0,0611374 9551,6878 5514,9784 1,7319538 28228,455 32128,289 0,8786168
8268,5391 1,9611464 0,0462958 60123,608 12771,531 4,7076274 118828,66 178602,38 0,6653252
12703,921 0,3594336 0,1127699 75790,304 87842,15 0,8628011 182570,32 112653,51 1,6206359
11961,316 1,5239274 0,0613709 71562,119 19562,612 3,6581066 171898,21 194901,94 0,8819728
20693,818 0,7229005 0,0541818 151123,67 87088,724 1,735284 297394,57 381933,23 0,7786559
9669,4668 0,3498537 0,0569168 71199,282 84780,718 0,8398051 138961,64 169887,86 0,817961
3608,3062 1,3504516 0,0842203 18881,247 5824,5127 3,241687 51855,615 42843,67 1,2103448
14413,964 1,4240184 0,1175475 42617,411 12467,501 3,4182803 207145,66 122622,49 1,6892959
7018,1786 0,9749538 0,1282328 24608,192 10514,863 2,3403246 100859,5 54729,973 1,8428568
7539,162 0,9380767 0,1488481 25567,578 11354,269 2,251803 108346,65 50650,034 2,1391229

18169,177 0,422716 0,115734 87588,287 86318,778 1,0147072 261112,49 156990,84 1,663234
28456,254 0,4984561 0,0950945 154357,82 129005,92 1,1965174 408949,92 299241,77 1,3666204

5920,685 0,2829176 0,1712733 77431,247 114015,6 0,6791285 85087,224 34568,637 2,4613995
12804,943 0,3939222 0,1548717 85861,401 90802,004 0,9455893 184022,13 82680,952 2,2256895
5323,2576 0,3616547 0,3535992 39195,454 45149,138 0,8681329 76501,488 15054,495 5,0816377
1793,5394 0,5085265 0,1398014 11186,717 9164,2517 1,2206907 25775,276 12829,195 2,009111
11051,186 0,3907447 0,3235091 55064,908 58706,984 0,9379618 158818,57 34160,353 4,6492075
26185,165 0,3561871 0,2905452 138551,54 162047,03 0,8550082 376311,69 90124,251 4,1754764
12961,618 0,3516878 0,3011331 65516,89 77607,533 0,8442079 186273,73 43042,818 4,3276379
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781,08518 0,1832886 0,1224988 6212,3708 14119,843 0,4399745 11225,115 6376,269 1,7604519
8636,8253 0,2455783 0,0678496 75632,318 128299,64 0,5894975 124121,36 127293,76 0,9750781
10127,431 0,2861076 0,0780387 78087,811 113700,35 0,686786 145543,13 129774,52 1,1215077
17912,986 0,4570037 0,1651321 152445,26 138963,96 1,097013 257430,73 108476,7 2,3731431
28746,951 0,3305133 0,3175888 155796,41 196370,59 0,7933796 413127,58 90516,27 4,5641251
2917,2024 0,5428176 0,3085365 17628,586 13529,18 1,3030047 41923,638 9454,9676 4,434033
7967,2443 0,5439579 0,3808871 46264,261 35431,395 1,305742 114498,69 20917,599 5,4737971
5331,6482 0,5435763 0,2377494 33925,518 26000,035 1,3048258 76622,071 22425,495 3,4167394
7873,3771 0,2449794 0,2340749 68109,357 115820,43 0,5880599 113149,71 33636,144 3,3639323
7514,0335 0,4604481 0,1617521 73626,623 66613,485 1,1052811 107985,52 46454,009 2,3245684
9996,8721 0,4291932 0,0827855 105371,15 102276,74 1,0302553 143666,84 120756,34 1,1897251
9744,6025 0,4881844 0,0728975 110523,34 94314,396 1,1718607 140041,43 133675,41 1,047623
36845,374 0,3827656 0,158606 240113,45 261331,36 0,9188084 529511,46 232307,59 2,279355
25477,126 0,3536428 0,1543864 168837,07 198889,06 0,8489007 366136,34 165021,79 2,2187152
6156,9572 0,3917446 0,2793153 33236,321 35344,178 0,940362 88482,734 22043,034 4,0140904
15875,357 0,4255574 0,1227333 143798,89 140768,44 1,0215279 228147,59 129348,39 1,7638225

1823,5989 0,2617019 0,0414219 16123,426 25666,007 0,6282016 26207,266 44024,96 0,595282
844,70203 0,322973 0,04636 7733,0243 9974,4988 0,7752795 12139,364 18220,479 0,6662484
17119,129 0,2867207 0,0390666 162003,32 235381,73 0,6882578 246022,06 438203,26 0,5614337
8031,4679 0,3245731 0,0376839 112977,83 145006,9 0,7791204 115421,66 213127,1 0,5415626
13763,305 0,2680847 0,0321373 201291,62 312796,31 0,643523 197794,93 428266,22 0,4618504
8959,2033 0,1731539 0,0379689 91204,725 219428,51 0,4156467 128754,31 235961,58 0,545658
767,88141 0,1780691 0,0489085 6883,4762 16103,754 0,4274454 11035,361 15700,361 0,7028731
1938,1121 0,1701864 0,0597983 15455,228 37831,932 0,4085234 27852,955 32410,819 0,8593722
1109,8286 0,2665647 0,0264876 15486,372 24202,204 0,6398745 15949,545 41899,928 0,3806581
598,85969 0,2673939 0,0342925 5453,8551 8496,8913 0,6418648 8606,3199 17463,3 0,4928232
1166,4197 0,2564783 0,0210581 18276,897 29686,556 0,6156624 16762,826 55390,442 0,3026303
562,85997 0,2765169 0,0311702 6284,7707 9468,3797 0,6637641 8088,9614 18057,626 0,4479526
3819,2357 0,3408313 0,0475602 37215,388 45487,392 0,8181473 54886,919 80303,239 0,6834957
3068,4063 0,4547225 0,046065 30704,967 28130,027 1,0915371 44096,616 66610,356 0,6620084
1427,2328 0,4199142 0,0744337 8427,6549 8360,921 1,0079816 20511,018 19174,564 1,0696994
1097,9879 0,4169543 0,0391415 11344,215 11334,28 1,0008766 15779,381 28051,724 0,5625102
706,96259 0,3797406 0,0562683 5744,1754 6301,5673 0,9115471 10159,886 12564,132 0,8086421
2957,6576 0,2441449 0,0358988 40422,578 68973,823 0,5860568 42505,028 82388,665 0,5159087
24523,824 0,3060483 0,0830215 211880,9 288409,65 0,7346526 352436,26 295391,32 1,1931165
5065,7408 0,3065589 0,087048 40666,827 55262,974 0,7358784 72800,668 58194,78 1,2509828
4561,8933 0,2554762 0,0656504 41521,444 67706,422 0,6132571 65559,785 69487,631 0,9434742
17383,923 0,2844955 0,0629875 172577,84 252707,13 0,6829164 249827,47 275990,08 0,9052045
8424,2535 0,3327836 0,0971012 54033,727 67641,137 0,7988294 121066,46 86757,42 1,3954594
6366,5744 0,6156509 0,1032643 47654,175 32245,888 1,4778373 91495,18 61653,22 1,4840292
6963,194 0,4358425 0,0761365 118105,75 112888,43 1,0462166 100069,31 91456,663 1,0941719
4215,703 0,214374 0,0358672 43888,248 85287,234 0,5145934 60584,622 117536,57 0,5154534

6598,5172 0,2405412 0,0546076 58270,999 100918,52 0,5774064 94828,471 120835,14 0,7847756
750,14262 0,2193148 0,0288375 8263,7599 15697,035 0,5264536 10780,434 26012,761 0,4144287
1119,1592 0,2454487 0,0416244 10060,631 17075,461 0,5891865 16083,637 26887,087 0,5981919
12126,292 0,5525682 0,1147974 87445,294 65926,272 1,3264104 174269,11 105632,08 1,6497745
57697,841 0,3019129 0,0420739 656061,04 905254,15 0,7247258 829186,01 1371344,1 0,604652
21546,348 0,3188373 0,0518778 209504,81 273736,54 0,765352 309646,43 415328,53 0,7455458
78434,331 0,2974883 0,0413779 898321,04 1257968 0,7141048 1127193,8 1895558,9 0,5946498
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3850,0907 0,2832164 0,3147842 24182,088 35569,956 0,6798459 55330,343 12230,89 4,5238198
91268,169 0,2804767 0,2467402 518802,28 770571,64 0,6732694 1311631,2 369895,82 3,5459476
52430,098 0,265965 0,2133075 376327,95 589454,08 0,6384347 753482,33 245795,83 3,0654805
18935,495 0,3799191 0,1367409 128754,71 141182,19 0,9119756 272125,39 138477,17 1,9651282
30037,926 0,4579592 0,0504873 324306,67 295010,17 1,0993067 431680,41 594959,46 0,7255627
236109,76 0,3493898 0,1006585 1587994,5 1893419 0,8386915 3393175,6 2345651,4 1,4465814

58496,8 0,6185509 0,1343693 377791,19 254439,37 1,4847985 840667,98 435343,48 1,9310453
172785,96 0,3482768 0,0963471 1276462,6 1526832,7 0,83602 2483138 1793370,1 1,3846211
102519,17 0,2998843 0,0866221 707621,08 983003,25 0,7198563 1473321,4 1183522,3 1,2448616
19826,885 0,4376138 0,1621212 126704,27 120616,91 1,0504686 284935,71 122296,72 2,3298721
2793,4978 0,2153841 0,0579676 20236,056 39139,934 0,5170182 40145,857 48190,7 0,8330623
18350,986 0,2992171 0,0566992 145084,92 201996,49 0,7182547 263725,3 323655,39 0,8148337
32866,34 0,4828386 0,1378228 168849,81 145682,22 1,1590283 472328,06 238468,14 1,9806757
2927,29 0,8046798 0,2089951 17069,893 8837,2191 1,931591 42068,609 14006,5 3,0035061

14709,916 0,8598431 0,1851227 95209,396 46128,415 2,0640076 211398,84 79460,362 2,6604314
4215,902 0,5768966 0,153987 25845,413 18663,514 1,3848096 60587,482 27378,298 2,2129748

5299,2781 0,6446688 0,1580849 33155,853 21425,527 1,547493 76156,875 33521,716 2,2718668
2240,8204 0,8313647 0,1558508 16015,127 8025,0308 1,9956468 32203,231 14377,981 2,2397603
2582,1517 0,6323717 0,1652878 16726,15 11018,73 1,5179745 37108,565 15622,159 2,37538
16398,077 0,5666122 0,1237998 101876,87 74902,728 1,3601223 235659,7 132456,38 1,7791494
11890,122 0,6793893 0,163062 66474,351 40760,857 1,6308379 170875,07 72917,792 2,3433934
36806,089 0,5196509 0,2145926 178337,57 142968,08 1,2473943 528946,89 171516,11 3,0839488
47180,79 0,4493341 0,1750676 277734,26 257494,55 1,0786025 678043,57 269500,37 2,5159281

67524,326 0,676258 0,1873072 375219,04 231142,79 1,6233214 970404,18 360500,39 2,6918256
100636,37 0,4348823 0,2128155 479708,88 459530,13 1,0439117 1446263,2 472880,85 3,0584094
98977,162 0,9219997 0,2111456 502783,23 227173,63 2,2132112 1422418,5 468762,58 3,0344114

1753,31 0,3658896 0,1112102 5879,6872 6694,407 0,8782984 25197,132 15765,737 1,5982211
14453,46 0,7717845 0,1863492 95081,979 51322,77 1,8526276 207713,26 77561,179 2,6780571

20109,765 0,7114205 0,1691137 131857,74 77212,422 1,707727 289001,04 118912,73 2,4303626
23469,774 0,6180928 0,0671356 276084,68 186078,64 1,4836989 337288,33 349587,48 0,9648181
17403,613 0,551322 0,0709352 168951,24 127662,69 1,3234191 250110,44 245345,17 1,0194227
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2447,477

23588,044
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2676,3105 0,5504495 0,0666251 32125,832 24313,351 1,3213247 38461,737 40169,702 0,9574813
4341,892 0,5422675 0,0655854 51229,486 39356,308 1,3016842 62398,107 66202,144 0,9425391
6708,783 0,3583955 0,0868516 40100,8 46612,08 0,8603092 96413,122 77244,191 1,2481602

4352,4713 0,4178578 0,1028794 25247,729 25171,07 1,0030455 62550,144 42306,537 1,4784983
5077,5142 0,3772096 0,0787632 35461,024 39163,043 0,9054716 72969,866 64465,537 1,1319206
1857,2315 0,5190187 0,0244125 50896,038 40851,58 1,2458768 26690,606 76076,937 0,350837
4998,3539 0,2935107 0,0889142 42626,986 60501,846 0,7045568 71832,239 56215,502 1,2778013
20924,054 0,3969975 0,0710131 203519,25 213562,81 0,9529714 300703,32 294650,81 1,0205413
7061,9852 0,3124434 0,1157427 40237,515 53649,75 0,7500038 101489,05 61014,497 1,6633597
1338,2543 0,3103364 0,0409311 20433,717 27429,798 0,744946 19232,293 32695,332 0,5882275
15969,352 0,5190193 0,0431569 273575,58 219584,53 1,2458782 229498,41 370030,49 0,6202149
18615,352 0,3811053 0,0699034 155387,96 169855,78 0,9148229 267524,55 266301,08 1,0045943
4035,8333 0,5515595 0,0319089 96789,315 73104,314 1,3239891 57999,682 126479,94 0,4585682
2194,4926 0,538269 0,0328051 55085,907 42633,311 1,2920861 31537,446 66894,883 0,4714478
14260,233 0,4328425 0,0838904 135099,69 130026,67 1,0390153 204936,36 169986,47 1,205604
3039,0837 0,281308 0,064409 24708,675 36591,088 0,6752648 43675,216 47184,122 0,9256337
18406,915 0,4295983 0,0399556 343924,11 333509,3 1,0312279 264529,08 460683,73 0,5742097
8534,4657 0,4073777 0,0312242 184586,44 188760,22 0,9778885 122650,33 273328,68 0,4487284
5151,4272 0,4372418 0,0944113 33123,675 31559,114 1,0495756 74032,083 54563,667 1,3568018
3023,0211 0,3243067 0,0572277 33014,782 42409,235 0,778481 43444,378 52824,475 0,822429
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2201,0481 0,3547795 0,0299521 10935,64 12840,845 0,8516293 31631,656 73485,687 0,4304465
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54320,975 0,1776151 0,1208457 248089,15 581883,25 0,4263555 780656,45 449507,01 1,7366947
1982,21 0,444256 0,0484709 15426,879 14466,141 1,0664129 28486,695 40894,815 0,6965845

6282,8924 0,4573503 0,0544009 37451,36 34113,52 1,0978451 90292,571 115492,34 0,7818057
2748,9417 0,3257918 0,0214849 12446,323 15915,08 0,7820459 39505,533 127947,82 0,3087628
990,57118 0,2800516 0,0247558 3735,238 5556,3313 0,672249 14235,676 40013,734 0,3557697
2268,2488 0,0954598 0,0943044 112302,26 490090,14 0,2291461 32597,41 24052,427 1,3552649

32461,154 1,0146921 0,1594126 229424 94191,668 2,4357143 466505,05 203629,73 2,2909476
18994,541 0,5421712 0,1089306 118741,97 91238,002 1,301453 272973,95 174372,8 1,5654618
24462,93 0,4944339 0,097302 195997,06 165138,84 1,1868623 351561,14 251412,31 1,398345

16958,228 0,6718761 0,1770467 123415,56 76522,413 1,6128027 243709,73 95783,942 2,5443694
2838,5418 0,482536 0,04905 21595,45 18644,06 1,1583019 40793,192 57870,399 0,704906
29821,337 0,4683868 0,1057169 206343,8 183524,79 1,1243375 428567,77 282086,66 1,519277
22634,361 0,5130973 0,1224078 152887,58 124131,03 1,2316628 325282,45 184909,43 1,7591448
25914,88 0,7192803 0,1139473 139974,16 81069,531 1,726594 372427,38 227428,67 1,6375569

36806,089 0,5196509 0,2145926 178337,57 142968,08 1,2473943 528946,89 171516,11 3,0839488
47180,79 0,4493341 0,1750676 277734,26 257494,55 1,0786025 678043,57 269500,37 2,5159281

67524,326 0,676258 0,1873072 375219,04 231142,79 1,6233214 970404,18 360500,39 2,6918256
100636,37 0,4348823 0,2128155 479708,88 459530,13 1,0439117 1446263,2 472880,85 3,0584094
2240,8204
2582,1517
7439,1659 0,9079002 0,1967958 44407,789 20376,471 2,179366 106909,58 37801,443 2,828188
23378,088 0,9381179 0,1810666 148560,62 65971,176 2,251902 335970,69 129113,2 2,6021404
26119,932 0,4980535 0,1089058 197440,79 165146,29 1,1955509 375374,22 239839,73 1,5651044
5780,7203 0,4676452 0,0807043 42786,318 38115,041 1,1225573 83075,767 71628,438 1,1598154
17402,183 0,5940597 0,1105072 110281,69 77335,915 1,4260088 250089,89 157475,62 1,5881181
18010,507 0,5823701 0,168189 86579,615 61933,339 1,3979485 258832,23 107084,9 2,4170749
16666,141 0,5951867 0,1589474 83852,338 58690,781 1,428714 239512,1 104853,2 2,2842613

16776,142
6596,1671
644,35077
924,36965
3869,4226
1022,2771 0,509055 0,0439185 12725,514 10414,023 1,2219595 14691,327 23276,703 0,6311601
3945,0126 0,3561408 0,03671 38627,665 45183,996 0,8548971 56694,482 107464,15 0,5275665
54968,62 0,6078126 0,1375656 270549,49 185432,12 1,4590218 789963,88 399581,09 1,9769802

19152,386 0,6507109 0,1365495 108599,56 69526,108 1,5619968 275242,36 140259,68 1,9623769
3024,8099 0,542408 0,0238945 54978,873 42225,777 1,3020216 43470,085 126590,26 0,343392
6780,4505 0,5248007 0,0285923 107483,79 85321,108 1,2597562 97443,068 237142,37 0,4109053
6133,9126 0,5516794 0,0759975 50026,59 37776,531 1,324277 88151,556 80712,047 1,0921735
2953,1876
22657,647 0,711959 0,0518274 266811,68 156119,74 1,7090195 325617,09 437174,86 0,7448212
18483,998 0,4848515 0,0927154 155065,12 133233,45 1,1638603 265636,84 199362,81 1,3324293
2965,9831 0,7110925 0,0264978 62733,475 36752,015 1,7069398 42624,674 111933,28 0,3808043
26120,034 0,5622528 0,0450309 335970,31 248929,98 1,3496579 375375,69 580047,15 0,6471469
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8004,6001 0,4720314 0,0383373 96464,458 85134,262 1,1330862 115035,54 208794,27 0,5509516
24172,72 0,5612431 0,0748683 232034,98 172230,63 1,3472341 347390,49 322869,95 1,0759456

4780,7487 0,2231272 0,0212954 42706,302 79734,687 0,5356051 68704,995 224496,46 0,3060404
1428,2843 0,2559092 0,0284227 12482,39 20319,818 0,6142963 20526,13 50251,48 0,4084682
40883,51 0,4534807 0,0493123 341748,32 313946,42 1,0885562 587544,24 829072,85 0,7086762

8973,7873 0,3445717 0,027936 91355,504 110449,32 0,827126 128963,9 321226,3 0,4014737
4176,2703 0,3482493 0,0614782 34100,243 40792,01 0,835954 60017,928 67930,921 0,8835141
7856,3462 0,5611687 0,0573523 68019,696 50495,096 1,3470555 112904,96 136984,04 0,8242198

22539 0,7333037 0,0913061 116263,2 66049,016 1,7602563 323912,01 246851,06 1,3121759
18743,681 0,4479943 0,1441365 98505,901 91600,465 1,0753865 269368,79 130041,18 2,0714115
7414,276 0,7968208 0,0581082 42993,577 22477,648 1,9127258 106551,89 127594,33 0,8350832

12504,513 0,3466045 0,0760144 110941,88 133342,7 0,8320057 179704,6 164501,94 1,0924162
28066,1 0,5752015 0,0683053 172762,82 125123,31 1,3807405 403342,95 410891,85 0,981628
14625,05 0,2902653 0,090288 102611,93 147268,76 0,6967665 210179,21 161982,17 1,2975453

9700,9627 0,3485032 0,0707633 60196,378 71956,753 0,8365633 139414,27 137090,35 1,0169517
3190,3349 0,4176243 0,0979984 21919,722 21865,388 1,0024849 45848,874 32554,96 1,408353
2569,6946 1,1142917 0,048656 16762,511 6266,8326 2,6747979 36929,541 52813,517 0,6992441
6604,8617 1,8520829 0,1057047 25730,475 5787,5574 4,4458263 94919,651 62484,108 1,5191007



45558,211 0,9071754 0,1074862 167295,3 76824,614 2,1776263 654725,21 423851,67 1,5447036
13097,093 1,9869759 0,0891507 65824,491 13800,755 4,7696296 188220,67 146909,58 1,2812008

23560,254 0,335132 0,0461403 286601,24 356262,47 0,8044666 338588,63 510622,21 0,6630903
49353,23 0,3732473 0,0461628 670435,97 748287,66 0,8959602 709264,1 1069113,7 0,6634132
30156,46 0,3742116 0,0690281 286220,87 318633,89 0,8982751 433383,89 436872,32 0,992015

6320,8402 0,4378437 0,0525033 80782,795 76861,29 1,0510206 90837,926 120389,47 0,7545338
12873,676 0,3866915 0,055736 140594,4 151464,65 0,9282324 185009,9 230975,77 0,8009926
5615,2391 0,2876437 0,0407379 49921,373 72300,209 0,6904734 80697,607 137838,16 0,5854519
88,341996 0,1889436 0,0337367 1132,0218 2495,9189 0,4535491 1269,5786 2618,5705 0,4848365
1083,0465 0,1906296 0,0585851 8023,0128 17532,953 0,4575962 15564,655 18486,715 0,8419373
64350,568 0,3700267 0,0639016 705964,18 794799,51 0,8882293 924793,53 1007025,1 0,918342
17185,721 0,3709705 0,065097 182195,33 204600,08 0,8904949 246979,08 264001,64 0,935521
59582,897 0,28678 0,2325138 237923,14 345617,52 0,6884001 856276,49 256255,3 3,3414976
25347,13 0,2750288 0,2137399 142414,86 215717,37 0,6601919 364268,15 118588,66 3,0716946

8306,7019 0,3392382 0,0620464 85730,294 105277,97 0,8143232 119377,1 133878,81 0,8916803
17708,121 0,3118852 0,0527406 163090,49 217842,08 0,7486638 254486,58 335758,7 0,7579449
17780,904 0,4270042 0,0539035 189334,81 184716,75 1,0250008 255532,55 329865,72 0,7746563
27836,783 0,263811 0,1683914 191401,1 302245,22 0,6332643 400047,39 165310,05 2,4199823
78918,879 0,2755693 0,1865506 591217,95 893767,9 0,6614894 1134157,3 423042,77 2,6809519
115093,44 0,377084 0,192685 680194,27 751454,71 0,90517 1654028,5 597314,02 2,7691104
567,26661 0,4584787 0,0727562 7103,7381 6454,6948 1,1005537 8152,2901 7796,8198 1,0455917
44478,721 0,2511338 0,1069125 374710,5 621582,21 0,6028334 639211,66 416029,01 1,5364594
7804,8474 0,3245083 0,1220505 62594,154 80355,549 0,7789649 112164,86 63947,688 1,7540096
10722,64 0,2364213 0,0982477 80554,367 141941,82 0,5675168 154096,98 109138,88 1,4119348

109369,74 0,3437133 0,1400135 420752,95 509963,09 0,8250655 1571772,1 781137,1 2,012159

37454,811 0,6959776 0,0900984 250649,96 150030,76 1,6706571 538269,79 415709,99 1,2948204
52411,096 0,7086894 0,090081 366673,85 215542 1,7011712 753209,25 581821,67 1,2945706
2323,0466 0,291798 0,0410478 13367,649 19084,494 0,7004456 33384,918 56593,675 0,5899055
4287,9937 0,3720104 0,0481571 25227,465 28250,521 0,8929911 61623,526 89041,825 0,6920739
2331,9171 0,502199 0,0376973 35054,407 29078,68 1,205502 33512,398 61858,929 0,5417552
5966,662 0,4271282 0,0566137 55328,726 53963,534 1,0252984 85747,968 105392,59 0,8136053

4909,9581 0,3028415 0,0362036 40403,364 55578,921 0,7269548 70561,887 135620,64 0,5202887
12160,726 0,5689392 0,0594584 102615,83 75137,444 1,3657083 174763,97 204524,84 0,8544878
13173,909 0,5499982 0,0524055 125978,19 95420,577 1,3202414 189324,6 251384,04 0,753129
37801,689 0,4907839 0,0629577 273004,33 231732,62 1,1781006 543254,85 600430,32 0,9047758
3326,4163 0,6086363 0,0237983 71214,515 48743,712 1,460999 47804,524 139775,62 0,342009
313676,79 0,5382323 0,059478 2903254,5 2247104,7 1,2919979 4507905,3 5273826,2 0,8547694
16915,843 0,4996104 0,0715854 133397,74 111230,77 1,1992881 243100,6 236303,11 1,028766
19710,142 0,5091282 0,0748539 151936,55 124320,59 1,2221351 283257,98 263314,9 1,0757385
22255,607 0,4257408 0,0914811 145454,63 142327,96 1,0219681 319839,31 243280,81 1,3146919
18052,758 0,4198991 0,0609201 149083,29 147908,1 1,0079454 259439,41 296335,02 0,8754936
13687,874 0,4771101 0,0618309 118288,82 103284 1,1452773 196710,89 221376,05 0,8885825

2118,7462 0,4663958 0,0594988 14030,479 12532,156 1,1195582 30448,88 35609,905 0,8550677
9317,1307
64256,955
11953,731
49150,089
32949,205
6587,4442 0,3987509 0,0582451 57702,508 60283,848 0,9571802 94669,339 113098,64 0,8370511



2897,3277 0,4337091 0,0526996 21027,39 20197,367 1,0410956 41638,015 54978,147 0,7573557
29196,328 0,49645 0,0525907 263077,45 220757,78 1,1917018 419585,66 555161,8 0,7557899
2124,8806 0,5894752 0,0471773 21876,622 15460,469 1,4150038 30537,04 45040,342 0,6779931
2275,7291 0,7338808 0,0316059 42858,019 24328,453 1,7616418 32704,911 72003,209 0,4542146
9188,9384 0,3725678 0,0764685 62208,233 69558,542 0,8943292 132055,88 120166,34 1,0989423
26067,369 0,5832172 0,0843642 209081,91 149346,17 1,3999818 374618,82 308986,16 1,212413
9113,0151 0,6740487 0,0250414 164670,85 101773,19 1,618018 130964,77 363918,1 0,3598743

3339,0173 0,4210754 0,0358927 27326,068 27034,925 1,0107691 47985,615 93027,813 0,5158201
15875,911 0,617217 0,0686828 149061,54 100608,72 1,4815966 228155,56 231148,26 0,9870529
4090,4577 0,3944652 0,0538937 30866,564 32597,742 0,9468927 58784,699 75898,689 0,7745154
6293,6748 0,3751452 0,030197 48253,778 53584,576 0,9005162 90447,527 208420,51 0,4339665
31527,089 0,5108303 0,0675116 170070,34 138694,69 1,226221 453081,45 466987,62 0,9702215
24637,783 0,5327091 0,0715119 145518,12 113798,06 1,2787399 354074 344527,17 1,0277099
43983,123 0,6788558 0,0707211 273779,66 168008,62 1,6295572 632089,34 621923,32 1,0163461
45125,406 0,4308917 0,0653824 397217,89 384033,08 1,0343325 648505,29 690176,46 0,9396224
121628,87 0,6720337 0,0716118 867291,42 537628,08 1,613181 1747950,2 1698447,2 1,029146
83765,518 0,7380448 0,072232 740372,48 417902,98 1,7716372 1203809,3 1159673,5 1,0380588
114494,68 0,7109112 0,0648537 947467,97 555209,81 1,7065044 1645423,6 1765429 0,9320248
50260,305 0,5696618 0,0993143 293040,23 214297,97 1,3674429 722299,84 506072,99 1,4272642
13422,549 0,412164 0,0745939 73156,523 73941,95 0,9893778 192897,85 179941,57 1,0720027
19864,676 0,6016596 0,0695375 141341,7 97864,99 1,4442519 285478,82 285668,53 0,9993359

4827,287 0,1842573 0,0274454 37047,769 83761,679 0,4422997 69373,806 175886,94 0,3944227
2458,7214 0,495074 0,0376217 35499,788 29871,951 1,1883987 35334,725 65353,758 0,5406686
3768,6616 0,4870308 0,0649664 33443,679 28606,555 1,1690915 54160,111 58009,429 0,9336432
1291,0989 0,4087818 0,0233225 22140,249 22563,107 0,9812589 18554,613 55358,552 0,3351716
1614,1276 0,3807775 0,0252242 27370,257 29944,39 0,9140362 23196,916 63991,267 0,3625013
2496,0679 0,3617965 0,0227993 43076,879 49600,705 0,8684731 35871,438 109480,2 0,3276523
75562,173 0,3964534 0,1260348 391815,29 411715,5 0,9516652 1085917,5 599534,06 1,8112691
92533,68 0,4166211 0,1131375 498438,99 498400,8 1,0000766 1329818,1 817887,25 1,6259186

9333,8642 0,3939088 0,0553378 76463,861 80866,463 0,9455571 134138,63 168670,76 0,795269
3610,0538 0,1807676 0,0544383 16929,543 39015,081 0,433923 51880,73 66314,579 0,7823427
7013,6115 0,4864433 0,0769883 58097,82 49754,861 1,1676813 100793,87 91099,733 1,1064123
7070,4294 0,3525387 0,0493127 66531,056 78618,653 0,8462503 101610,41 143379,35 0,7086823
5131,6965 0,5402187 0,0524405 55111,272 42499,001 1,2967663 73748,529 97857,465 0,7536321
19290,231 0,4877079 0,0299749 321581,37 274687,59 1,1707168 277223,36 643545,27 0,4307752
17488,135 0,4558461 0,043503 207877,42 189975,23 1,0942343 251325,11 401998,4 0,6251893
4376,0176 0,4333301 0,0456849 54089,984 52000,304 1,0401859 62888,532 95786,942 0,656546

6929,802 0,2987959 0,0965347 38132,115 53164,795 0,7172437 99589,425 71785,619 1,3873172
36037,814 0,3972305 0,0456204 327981,47 343965,31 0,9535307 517905,87 789950,1 0,6556185
33965,374 0,4464634 0,1302309 143061,58 133488,88 1,0717116 488122,47 260808,9 1,8715714
12682,894 0,3067363 0,03139 139899,92 190002,92 0,7363041 182268,14 404041,97 0,4511119
2494,2087 0,3817671 0,0371407 32067,349 34992,298 0,9164116 35844,72 67155,713 0,5337553
7701,1685 0,4143994 0,0460759 79884,456 80306,575 0,9947437 110674,87 167140,97 0,6621648
57493,587 0,3206858 0,0569946 498627,73 647745,86 0,7697891 826250,63 1008754,8 0,8190798
565,02978 0,3273818 0,0216685 7973,2275 10145,828 0,7858627 8120,1441 26076,073 0,3114021
4945,6357 0,3779459 0,0355348 63391,418 69872,892 0,9072391 71074,617 139177,07 0,5106776
3011,1214 0,4623816 0,0373002 43291,356 39003,951 1,1099223 43273,365 80726,642 0,5360481
1989,8772 0,3158823 0,0410659 22117,699 29169,074 0,7582585 28596,882 48455,739 0,590165
13610,884 0,3838403 0,0598492 107991,84 117205,58 0,9213882 195604,45 227419,62 0,8601037



28596,344 0,4087919 0,1329632 123764,75 126125,41 0,9812833 410963,19 215069,61 1,910838
3106,7421 0,4696766 0,0356331 45491,043 40349,197 1,1274337 44647,547 87186,938 0,5120899
25996,719 0,7303463 0,1144726 155523,25 88710,379 1,7531574 373603,5 227100 1,6451057

1966,4593 0,7802555 0,2248995 8800,1654 4698,529 1,8729618 28260,338 8743,7264 3,2320703
178918,79 0,4356653 0,1849428 593080,09 567111,36 1,0457912 2571273,9 967427,75 2,657846
218698,59 0,3689483 0,1747154 724592,09 818155,79 0,8856407 3142956,5 1251741,6 2,5108669
4003,5566 0,3661431 0,0521312 28767,738 32731,268 0,8789069 57535,829 76797,648 0,7491874
26801,166 0,3412697 0,0562987 223337,42 272628,76 0,8191998 385164,36 476052,77 0,8090791
5265,4289 0,3650789 0,0605212 49171,928 56109,762 0,8763525 75670,421 87001,456 0,8697604
1371,8839 0,980345 0,3144116 8160,2545 3467,6295 2,353266 19715,589 4363,3379 4,518465
2346,8678 1,0378293 0,3320324 13283,443 5332,0309 2,4912539 33727,257 7068,1891 4,7716971
34161,579 0,6548614 0,1360362 316348,74 201244,78 1,5719599 490942,17 251121,18 1,9550011
48379,142 0,6342981 0,1045514 451654,08 296633,66 1,5225989 695265,32 462730,81 1,5025265
20234,376 0,5799452 0,0866219 203897,36 146464,58 1,3921275 290791,84 233594,29 1,2448585
17743,472 0,6634972 0,1199765 142870,48 89703,906 1,5926896 254994,61 147891,27 1,7242033
49635,176 0,501908 0,2017211 428120,56 355344,73 1,2048035 713316 246058,39 2,8989704
24804,234 0,7225077 0,1915128 184636,61 106459,21 1,7343413 356466,09 129517,34 2,7522654
25124,071 0,7725565 0,1943605 190832,58 102903,52 1,8544807 361062,52 129265,32 2,7931893
49812,581 0,5074816 0,1034781 425612,21 349382,94 1,2181826 715865,52 481382,7 1,4871027
197499,61 0,8769153 0,2801404 1459771 693481,72 2,1049884 2838302,3 705002,28 4,0259476
108818,87 0,5844878 0,259963 687933,82 490319,48 1,4030318 1563855,4 418593,62 3,7359753
56386,989 0,8416773 0,2365042 428212,52 211944,26 2,0204016 810347,51 238418,58 3,3988437
50456,025 0,7983022 0,366589 450179,98 234923,68 1,9162818 725112,57 137636,49 5,2683165
59771,843 0,7021683 0,2138364 550832,81 326803,38 1,6855175 858991,86 279521,39 3,073081
152216,97 0,2738491 0,2305101 1159522,9 1763907,7 0,6573603 2187537,4 660348,28 3,3127025

3691,8342 0,3609125 0,0342737 46081,697 53190,554 0,8663511 53056,01 107716,12 0,492554
11868,907 0,3059817 0,0241959 233074,26 317326,81 0,7344928 170570,18 490532,91 0,3477242
6920,3756 0,4038146 0,0458486 84452,905 87124,531 0,9693355 99453,957 150939,62 0,658899
124,01835 0,3106329 0,0200248 1945,4554 2609,0463 0,7456577 1782,2899 6193,2469 0,2877796
1664,4034 0,294856 0,0211094 24930,826 35223,67 0,7077862 23919,439 78846,721 0,3033663
1872,8836 0,292821 0,0195929 29747,026 42320,354 0,7029012 26915,545 95589,845 0,2815733
1121,3004 0,2946163 0,0334903 13643,373 19291,808 0,7072107 16114,409 33481,377 0,4812947
1599,8132 0,4773446 0,0529187 20364,518 17772,562 1,1458403 22991,202 30231,546 0,7605037
1429,441 0,4379754 0,0327517 24447,238 23253,484 1,0513365 20542,752 43644,757 0,4706809

1792,7808 0,5014938 0,0442889 31202,98 25920,207 1,2038091 25764,374 40479,201 0,6364842
6252,7359 0,3698642 0,0505944 72009,72 81106,703 0,8878393 89859,187 123585,62 0,7271007
8839,0752 0,4642002 0,0404448 113509,97 101867,72 1,1142879 127027,93 218546,42 0,5812401
688,92348 0,4423223 0,0549349 7479,9218 7044,7595 1,0617711 9900,6427 12540,733 0,7894788
10431,779 0,3723248 0,0400079 150312,8 168182,95 0,8937458 149916,97 260743,22 0,5749602
4118,2609 0,3085569 0,0537604 42279,754 57082,787 0,7406743 59184,264 76603,971 0,7726005
9139,5645 0,2518555 0,0506969 95040,49 157204,56 0,6045657 131346,32 180278,58 0,7285742

4673,2903 0,2954377 0,0221497 132362,02 186640,3 0,7091824 67160,691 210986,21 0,3183179
11023,246 0,322306 0,0713627 104349,84 134874,98 0,7736783 158417,04 154467,99 1,0255655
1965,3546 0,2464047 0,0392921 34962,301 59109,731 0,5914813 28244,463 50019,134 0,5646732
2412,8587 0,3015947 0,0544968 30862,205 42629,591 0,723962 34675,625 44275,236 0,7831833
3594,8275 0,3132572 0,0465034 53558,658 71225,666 0,7519573 51661,91 77302,45 0,6683088
3435,4207 0,2602545 0,0503438 44707,031 71562,505 0,624727 49371,046 68239,153 0,7235003
160,50838 0,1875902 0,0101296 5760,2216 12791,955 0,4503003 2306,6947 15845,437 0,1455747
264,19074 0,1809087 0,0152734 6295,1575 14496,23 0,4342617 3796,7324 17297,425 0,219497



990,66584 0,2479496 0,0559394 8785,5238 14760,876 0,5951899 14237,036 17709,625 0,8039152
734,28613 0,2064249 0,0287308 10949,328 22097,001 0,495512 10552,557 25557,425 0,412896
11402,333 0,2182322 0,0547553 115791,45 221037,34 0,5238547 163864,97 208241,71 0,7868979
73992,857 0,3495982 0,1346282 409206,8 487620,12 0,8391918 1063364,6 549608,88 1,934766
91901,228 0,2381531 0,0986302 567046,17 991904,93 0,5716739 1320729 931775,79 1,4174322
1110,0079 0,3118626 0,0607541 13398,536 17897,895 0,7486096 15952,122 18270,501 0,8731081
23913,564 0,2832193 0,0562918 260530,11 383215,51 0,6798527 343666,11 424814,21 0,8089798
9037,1164 0,3737286 0,0559675 123255,6 137390,99 0,8971156 129874,02 161470,7 0,8043194
11481,781 0,3495206 0,0449535 214343,31 255473,02 0,8390057 165006,72 255414,77 0,6460344
2876,3265 0,3420059 0,0669902 37098,112 45188,318 0,8209669 41336,202 42936,529 0,9627281
16785,297 0,3634838 0,0475744 309692,5 354938,86 0,8725235 241224,51 352822,09 0,6837001
3181,1401 0,2979388 0,0657136 39303,458 54955,556 0,7151862 45716,734 48409,138 0,9443823
2432,9233 0,3881843 0,0508671 41105,662 44113,515 0,9318156 34963,976 47829,061 0,7310195
3473,4274 0,2639817 0,0378488 49200,988 77643,992 0,6336741 49917,247 91771,046 0,5439324

96794,452 0,3699984 0,0771806 1090511,3 1227830 0,8881615 1391050,4 1254130,1 1,1091755
43401,203 0,4486146 0,1240179 305263,42 283471,4 1,0768755 623726,45 349959,25 1,7822831
3830,7033 0,1971476 0,0740197 37810,913 79897,56 0,4732424 55051,723 51752,49 1,0637502
8733,5625 0,5417828 0,0773472 96285,357 74035,998 1,3005208 125511,59 112913,69 1,111571
24560,787 0,4783092 0,0705199 264779,96 230613,27 1,1481558 352967,46 348281,59 1,0134543
9818,7272 0,2680079 0,0624825 77451,001 120389,15 0,6433387 141106,69 157143,72 0,8979467
16073,815 0,4916515 0,0839669 167952,42 142310,46 1,1801832 230999,67 191430,33 1,2067036
15738,453 0,4087925 0,0783103 131896,32 134411,89 0,9812846 226180,12 200975,4 1,125412
23876,701 0,2938178 0,1111998 138840,82 196855,24 0,705294 343136,35 214718,9 1,5980724
1277,8586 0,4530194 0,0282958 38180,485 35110,142 1,0874489 18364,335 45160,639 0,4066447
569,64193 0,447394 0,042965 10033,365 9342,5283 1,0739454 8186,4262 13258,292 0,6174571
2606,3614 0,5005607 0,100903 23263,066 19360,57 1,2015693 37456,486 25830,377 1,4500944
1384,9801 0,4610877 0,0261887 42462,015 38364,102 1,1068164 19903,797 52884,556 0,3763631
2809,8249 0,4065343 0,017321 120121,33 123092,29 0,9758639 40380,496 162220,98 0,2489228
1589,2025 0,4757932 0,0400251 32607,129 28549,747 1,1421162 22838,714 39705,131 0,5752081
13395,144 0,4221372 0,047827 196718,54 194133,12 1,0133178 192504,02 280074,68 0,687331
4721,1278 0,5175486 0,0390168 101600,27 81780,853 1,2423479 67848,173 121002,44 0,5607174
3226,0914 0,4694744 0,0373905 56075,097 49758,361 1,1269482 46362,737 86281,03 0,5373457
18329,825 0,4520377 0,0805726 171261,11 157830,91 1,0850923 263421,19 227494,47 1,1579235
15961,348 0,4541188 0,0706399 159177,23 146022,36 1,0900881 229383,39 225953,6 1,0151792
13921,518 0,4212888 0,0492209 217273,82 214850 1,0112814 200068,62 282837,59 0,7073622
24898,086 0,4799483 0,0554278 365229,09 317014,31 1,1520902 357814,85 449198,51 0,7965628
1739,5333 0,1534267 0,0304595 41445,596 112534,4 0,3682927 24999,145 57109,685 0,4377391
2958,2541 0,1658524 0,0421587 50209,41 126116,3 0,3981199 42513,599 70169,509 0,60587

5803,1889 0,3082235 0,0535983 37592,958 50809,932 0,7398742 83398,667 108271,81 0,7702713
2172,9569 0,4445011 0,0467896 31479,444 29502,723 1,0670013 31227,952 46440,982 0,6724223

5160,82 0,4886465 0,0499045 72282,2 61623,242 1,1729698 74167,068 103413,85 0,717187
17108,914 0,4475126 0,0433109 255867,26 238186,61 1,0742302 245875,27 395025,32 0,6224291
67662,751 0,6087953 0,0709326 712615,87 487631,95 1,4613806 972393,51 953902,05 1,0193851
14530,686 0,3590074 0,0382768 188106,7 218277,44 0,861778 208823,09 379621,41 0,5500825
26831,179 0,4361459 0,033671 563859,18 538575,8 1,0469449 385595,68 796862,02 0,4838927
4583,5142 0,4578964 0,0384735 81560,892 74203,207 1,0991559 65870,503 119134,28 0,5529097
1055,0691 0,4681991 0,039896 18030,442 16042,932 1,1238869 15162,587 26445,48 0,5733527
26727,43 0,3965538 0,036647 416946,89 438012,54 0,9519063 384104,69 729320,18 0,5266613

9732,3073 0,3709242 0,038546 139225,17 156365,35 0,8903838 139864,73 252485,76 0,553951
6999,8033 0,4123034 0,0764523 64663,95 65336,106 0,9897123 100595,43 91557,81 1,0987094



3576,4269 0,4385223 0,045637 39844,669 37851,79 1,0526495 51397,471 78366,752 0,6558581
3808,0802 0,3181105 0,0492992 43232,639 56616,329 0,7636073 54726,603 77244,203 0,7084882
5626,0648 0,3296882 0,0478906 66243,931 83704,861 0,7913989 80853,184 117477,46 0,6882442
910,16449 0,5461399 0,1338623 47408,382 36162,56 1,3109797 13080,137 6799,2607 1,9237587
68,083862 0,5346433 0,0881331 7996,749 6230,9934 1,2833827 978,44537 772,51214 1,266576

157687,25 0,8825775 0,0749527 1490926,2 703738,35 2,1185803 2266151,7 2103823,4 1,0771587
4108,6185 0,6787172 0,0402511 52632,383 32305,175 1,6292245 59045,692 102074,59 0,5784563
118010,54 0,788287 0,0570623 1349142,7 712986,7 1,892241 1695950,6 2068099,9 0,8200525
95940,662 0,7994681 0,0988044 782954,94 407984,39 1,9190806 1378780,4 971016,19 1,4199356
7145,318 0,5852583 0,0628057 73466,366 52293,648 1,4048813 102686,64 113768,55 0,9025926

4502,0467 0,5858816 0,0638341 43771,568 31123,623 1,4063777 64699,72 70527,265 0,9173717
8403,3511 0,494507 0,0684993 64318,399 54183,961 1,1870376 120766,06 122677,83 0,9844164
8329,9366 0,4033952 0,0472451 94344,174 97429,897 0,9683288 119711,01 176313,15 0,6789681
41752,003 0,3707128 0,0826904 262343,62 294809,09 0,8898763 600025,51 504919,86 1,1883579
24715,084 0,3944021 0,0950199 147551,21 155851,68 0,9467412 355184,9 260104,16 1,3655487
13487,969 0,5309078 0,08182 93011,084 72983,312 1,2744158 193838,01 164849,37 1,1758493
16493,708 0,3228831 0,0876229 121111,9 156260,57 0,7750637 237034,03 188235,02 1,2592451
1135,0903 0,3107815 0,0264501 18512,079 24814,642 0,7460144 16312,586 42914,412 0,3801191
3502,8191 0,399552 0,0248999 54633,906 56963,53 0,9591032 50339,64 140675,93 0,3578412
236,15074 0,3939833 0,0215469 4000,4938 4230,0331 0,9457358 3393,7646 10959,847 0,3096544
2674,1462 0,4179794 0,0312323 35877,744 35758,407 1,0033373 38430,634 85621,055 0,4488456

12457,451 0,3830633 0,0583539 147160,47 160039,98 0,9195231 179028,26 213480,93 0,8386147
9390,0107 0,379633 0,0353055 168562,37 184971,42 0,9112887 134945,53 265964,21 0,5073823
4955,5507 0,3153007 0,0239199 117877,17 155744,5 0,7568625 71217,107 207173,03 0,3437566
7287,1173 0,4421334 0,0425434 121227,48 114223,55 1,0613177 104724,47 171286,63 0,611399
30990,804 0,3888201 0,0339352 595490,19 638019,28 0,933342 445374,39 913233,59 0,4876895
5963,3637 0,4072397 0,0365055 107122,65 109581,97 0,9775572 85700,567 163355,28 0,5246268
6050,9631 0,4427666 0,060417 69910,487 65777,199 1,0628377 86959,474 100153,27 0,8682639
6658,6051 0,4274688 0,0662289 59369,752 57858,71 1,0261161 95692,007 100539,29 0,9517871
10834,909 0,3999876 0,0935221 73444,419 76492,74 0,9601489 155710,42 115853,99 1,344023
5188,1473 0,2759309 0,0244713 98701,746 149015,85 0,6623574 74559,793 212009,56 0,3516813
27558,411 0,2189294 0,0780088 252955,38 481335,31 0,5255284 396046,85 353272,9 1,1210791
3730,2563
1987,9944
24876,272 0,4750392 0,1377114 159981,06 140296,58 1,1403062 357501,36 180640,61 1,9790753
3272,9208 0,2459719 0,0238457 74593,094 126334,24 0,5904424 47035,731 137253,88 0,3426914
4044,7881 0,2484481 0,0344378 63492,146 106461,41 0,5963865 58128,374 117451,99 0,4949118
3684,3598 0,2723826 0,0833584 29351,496 44890,96 0,6538398 52948,595 44199,01 1,1979588
35613,659
65778,532
4357,3834 0,3479611 0,0274882 102393,02 122587,88 0,8352622 62620,738 158518,08 0,3950385
7423,9516 0,3933953 0,0834055 64105,979 67885,552 0,9443243 106690,94 89010,369 1,1986349
14076,334 0,3134792 0,0330992 272388,92 361983,42 0,75249 202293,51 425277,43 0,4756742
1073,4223 0,317675 0,0115227 56435,696 74008,021 0,7625619 15426,344 93156,933 0,1655952
4442,8179 0,4156064 0,0643287 43796,777 43900,342 0,9976409 63848,531 69064,29 0,9244796
14612,992 0,3557648 0,0513909 198620,41 232578,08 0,8539945 210005,92 284349,72 0,738548
19316,505 0,37998 0,0742198 218684,04 239753,12 0,9121218 277600,96 260260,72 1,0666264
18084,489 0,2915735 0,1258978 126394,07 180587,05 0,6999066 259895,43 143644,19 1,8093

18302,646 0,832208 0,0504051 253303,63 126799,47 1,9976711 263030,6 363110,91 0,7243809



41803,957 0,672009 0,0482218 417139,64 258591,54 1,6131218 600772,15 866910,73 0,6930035
18481,593 0,4694644 0,0536193 166132,23 147420,93 1,1269243 265602,28 344681,56 0,7705729
1052,4398 0,7621013 0,0183085 15039,424 8221,0332 1,8293836 15124,8 57483,648 0,2631148
922,50333 0,7625799 0,0177578 14521,825 7933,1159 1,8305323 13257,46 51949,077 0,2552011
581,55482 0,7218887 0,0215115 7448,4064 4298,343 1,7328553 8357,6285 27034,554 0,3091462
2230,0841 0,8295824 0,0283617 29664,814 14896,699 1,9913682 32048,938 78630,188 0,4075908
7804,9421 0,8669986 0,0299335 118875,72 57119,278 2,0811838 112166,22 260742,58 0,4301799
19766,748 0,9219934 0,0190957 404562,52 182795,62 2,213196 284071,47 1035139,1 0,2744283
10759,58 0,6618461 0,0251536 166115,06 104558,64 1,5887262 154627,86 427754,55 0,3614873

1319,1004 0,8939795 0,0178999 27852,166 12978,944 2,1459502 18957,029 73693,295 0,2572422
5218,9111 0,8481428 0,02695 86156,867 42318,365 2,0359215 75001,906 193651,93 0,3873026
12451,868 0,324244 0,0511565 94658,585 121617,47 0,7783305 178948,02 243407,4 0,735179
35558,088 0,8635287 0,0583348 352771,4 170186,27 2,0728546 511011,65 609552,09 0,8383396
4417,7151 0,5655523 0,0528674 28662,926 21113,278 1,3575782 63487,775 83562,202 0,7597667
21305,352 0,1688471 0,1078875 75948,642 187384,78 0,4053085 306183,03 197477,54 1,5504702
8318,3838 0,8607833 0,080294 62358,255 30179,222 2,0662645 119544,98 103599,04 1,1539198
9979,8185 0,5075672 0,0962428 79373,324 65146,179 1,218388 143421,76 103694,23 1,3831219
18154,961 1,0096831 0,0883513 130881,15 54000,769 2,4236906 260908,19 205486,16 1,2697118
12097,054 0,3071738 0,0618813 108438,91 147064,88 0,7373542 173848,93 195488,07 0,8893071
30905,402 0,5215435 0,0705467 272879,52 217965,78 1,2519374 444147,06 438084,39 1,0138391
18621,147 0,8085079 0,0971181 110038,98 56698,326 1,9407801 267607,84 191737,09 1,395702
46453,576 0,6339218 0,0974064 339331,4 222995,6 1,5216955 667592,66 476904,64 1,3998452

2385,9656 0,2070259 0,1606905 12375,281 24902,235 0,4969546 34289,139 14848,208 2,3093115
77096,858 0,1879598 0,1559848 428909,3 950623,18 0,4511875 1107972,8 494258,75 2,2416857
43130,326 0,2224522 0,1385773 235656,75 441317,4 0,5339847 619833,63 311236,48 1,9915198
22419,273 0,2210398 0,1480017 117378,25 221220,31 0,5305943 322191,39 151479,86 2,1269586
5553,8843 0,2358085 0,0732496 34378,67 60734,802 0,5660456 79815,865 75821,377 1,0526829

384,458 0,1763761 0,0581118 2107,6314 4978,0901 0,4233815 5525,1148 6615,8303 0,8351355
12111,076 0,3900398 0,0434172 197358,79 210792,67 0,9362697 174050,45 278946,19 0,6239571
22033,911 0,3707739 0,1468781 137630,33 154636,84 0,8900229 316653,28 150014,96 2,1108114
55888,619 0,2645756 0,1091366 281228,97 442810,86 0,6350995 803185,35 512097,96 1,5684213
6555,3812 0,1631121 0,0936518 57709,757 147391 0,3915419 94208,557 69997,372 1,3458871
4581,0763 0,135953 0,0952156 42092,923 128981,77 0,3263478 65835,468 48112,663 1,3683605
4115,2959 0,1055573 0,0899364 35954,085 141895,32 0,2533846 59141,654 45757,849 1,292492
8197,2832 0,2782813 0,0515868 103327,27 154681,65 0,6679995 117804,63 158902,72 0,7413632
46439,575 0,2064165 0,0921834 241367,71 487127,52 0,4954918 667391,44 503773,68 1,3247843
4502,3948 0,3159554 0,1709001 23000,183 30325,877 0,7584342 64704,722 26345,188 2,4560357
4186,7782 0,3824405 0,0821184 38205,538 41616,964 0,918028 60168,939 50984,674 1,1801378
2075,6575 0,2454135 0,1274636 11844,865 20106,641 0,5891021 29829,646 16284,312 1,8318027
3125,0836 0,3485102 0,0381054 59661,462 71315,898 0,8365801 44911,137 82011,661 0,5476189
3909,0866 0,3246243 0,0912393 28628,312 36738,604 0,7792433 56178,184 42844,351 1,3112157
2665,9692 0,3180354 0,168584 13801,676 18078,581 0,763427 38313,12 15813,889 2,4227514
1832,9255 0,2874632 0,1389076 9389,4308 13607,079 0,6900401 26341,301 13195,288 1,9962657
1502,4954 0,3997248 0,1220101 8115,7235 8458,1246 0,9595181 21592,63 12314,521 1,7534284
15340,313 0,3721402 0,0651892 200998 225005,45 0,8933028 220458,39 235319,77 0,936846
10984,588 0,3858299 0,0842828 111821,3 120735,93 0,9261642 157861,48 130330,16 1,2112429
16274,936 0,3377255 0,0497474 260778,85 321674,35 0,8106921 233890,02 327151,6 0,7149286
21217,676 0,6170218 0,1669215 129218,57 87243,354 1,481128 304923,02 127111,69 2,3988591

46548,861 0,5221978 0,2121153 183967,4 146762,05 1,253508 668962,02 219450,7 3,0483477
10369,635 0,442131 0,0553574 103831,62 97833,277 1,0613119 149023,88 187321,49 0,7955514



75200,645 0,7019376 0,6227738 190655,49 113151,09 1,6849637 1080721,9 120751,14 8,9499937
458,18087 0,4088408 0,0320545 7059,6703 7193,4642 0,9814006 6584,5993 14293,813 0,4606608
11179,769 0,5740808 0,0457958 147902,71 107327,51 1,3780503 160666,46 244122,21 0,6581395
10938,165 0,3598846 0,0512767 102285,16 118401,53 0,8638838 157194,33 213316,61 0,7369062
12955,169 0,3704376 0,084419 84362,015 94872,389 0,8892157 186181,05 153462,75 1,2132002
6744,0123 0,4399261 0,0360466 84054,443 79595,571 1,0560191 96919,408 187091,28 0,5180327
4988,0565 0,5569497 0,0387479 68530,734 51259,849 1,3369281 71684,253 128730,88 0,5568536
7817,2889 0,410724 0,0779861 73399,633 74447,773 0,9859211 112343,66 100239,49 1,1207525
3974,2396 0,4790339 0,0448503 41642,975 36214,575 1,1498955 57114,509 88611,242 0,6445515
9398,0661 0,2679845 0,0666372 81641,988 126914,67 0,6432825 135061,29 141033,36 0,9576549
3884,4141 0,5035838 0,0312268 58148,157 48102,993 1,2088262 55823,611 124393,41 0,4487666
2912,7239 0,4919764 0,0433857 34500,194 29213,605 1,1809632 41859,277 67135,594 0,6235035
10052,242 0,3171227 0,0509387 80359,709 105564,75 0,7612362 144462,57 197339,81 0,7320498
13405,776 0,4171862 0,0260097 242437,2 242090,24 1,0014332 192656,8 515415,28 0,3737895
1773,5307 0,3421766 0,0179188 40797,129 49669,21 0,8213766 25487,727 98976,144 0,2575138

1358,637 0,7944712 0,1330991 7797,4167 4088,6557 1,9070857 19525,216 10207,712 1,9127907
16270,761 0,4507098 0,0834317 95643,456 88402,838 1,0819048 233830,02 195019,04 1,1990112
424617,85 0,4175833 0,0885962 2264886,7 2259494,6 1,0023864 6102259,1 4792734,2 1,2732313
17596,31 0,5013144 0,1076293 95367,976 79250,198 1,2033784 252879,72 163489,95 1,54676

12714,524 0,2087109 0,0901981 108268,7 216105,41 0,5009995 182722,7 140962,22 1,296253
354,82986 0,3497919 0,0770037 2508,5915 2987,639 0,8396568 5099,3235 4607,9613 1,1066333
168,36596 0,3945737 0,0683056 1370,8293 1447,3155 0,9471531 2419,6173 2464,8943 0,9816313
41,709149 0,4754563 0,0802115 318,62227 279,173 1,1413076 599,40965 519,98981 1,1527335
63,351593 0,3850933 0,1174846 304,91066 329,8485 0,9243961 910,43709 539,23311 1,6883924
35773,718 0,6398587 0,083123 265781,62 173040,91 1,5359467 514110,5 430370,62 1,1945762
6117,2395 0,4982923 0,0879126 42508,889 35538,861 1,1961241 87911,943 69583,164 1,2634082
5053,8672 0,606798 0,0844292 34642,306 23783,216 1,4565863 72630,031 59859,234 1,2133472
1086,5684 0,5192903 0,0704005 7330,2948 5880,5664 1,2465287 15615,269 15434,11 1,0117376
2465,8508 0,6449373 0,0822449 19595,3 12657,337 1,5481376 35437,183 29981,825 1,1819555
4350,5184 0,6048864 0,0845211 26830,688 18478,466 1,4519976 62522,079 51472,596 1,2146673
13829,444 0,3751332 0,1139167 68201,996 75738,982 0,9004874 198745,41 121399,67 1,6371166
4452,1785 0,2987688 0,1108441 19784,929 27587,172 0,7171786 63983,055 40166,117 1,5929609
94566,035 0,4623678 0,1230962 484665,54 436679,17 1,1098893 1359025,4 768228,4 1,7690382
27781,214 0,2332913 0,082108 172874,14 308702 0,5600033 399248,79 338349,56 1,1799891
24820,109 0,2705821 0,0782189 175243,03 269804,79 0,6495179 356694,22 317316,05 1,1240977
1187087 0,3694387 0,1201827 5625670 6343658,1 0,886818 17059840 9877355,6 1,7271667

16910,615 0,356108 0,1156175 77892,835 91122,1 0,8548183 243025,48 146263,43 1,6615601
35341,725 0,3421276 0,1633745 129071,09 157162,44 0,8212591 507902,25 216323,33 2,3478848
79,992572 0,2491127 0,1299174 252,65493 422,51271 0,5979819 1149,5876 615,7189 1,8670656
119,14917 0,3486087 0,1321702 655,62489 783,47507 0,8368165 1712,314 901,48304 1,8994412
20654,601 0,2670417 0,0653972 188257 293683,82 0,6410193 296830,97 315833,22 0,9398346
829670,57 0,4149974 0,1211495 4238027,5 4254282,3 0,9961792 11923344 6848320,3 1,7410611
7681,8155 0,2329482 0,0547205 34290,649 61323,121 0,5591798 110396,75 140382,89 0,7863974
26126,919 0,6308981 0,106578 153934,32 101644,57 1,5144372 375474,63 245143,53 1,5316522
85818,968 0,4234436 0,0868955 471100,41 463474,47 1,0164538 1233319,8 987611,42 1,2487905
48743,533 0,4903372 0,1074137 256652,05 218050,87 1,1770283 700502,05 453792,48 1,5436616
16628,809 0,2045194 0,1009352 75685 154164,08 0,490938 238975,59 164747,31 1,4505583
9570,7598 0,5660482 0,0726774 57796,353 42535,835 1,3587685 137543,1 131688,28 1,0444597
63717,328 0,4480002 0,0353186 503434,56 468136,78 1,0754006 915693,12 1804075,2 0,5075693
13410,58 0,5127015 0,320047 24699,975 20069,652 1,2307127 192725,84 41901,911 4,5994523

36515,114 0,3873323 0,1294644 187733,94 201914,29 0,9297705 524765,24 282047,49 1,8605563



48144,122 0,7680239 0,2131602 166339,79 90225,505 1,8436005 691887,8 225858,84 3,0633638
5959,8639 0,5392946 0,2089978 18993,737 14672,101 1,2945479 85650,272 28516,4 3,0035443
30609,341 1,4351682 0,5035741 114917,76 33357,405 3,4450449 439892,32 60784,186 7,2369534
336,81775 0,5540968 0,119053 1757,2346 1321,1498 1,3300798 4840,4682 2829,1405 1,7109324

15075,821 0,6111977 0,0644556 166312,61 113357,79 1,4671476 216657,33 233894,52 0,9263035
25102,718
23844,669
9598,9077 0,4375895 0,2691893 39716,047 37810,032 1,0504103 137947,62 35658,573 3,8685682
19001,906 0,6827465 0,1297332 131353,52 80147,527 1,6388967 273079,8 146469,11 1,8644191
16784,025 0,5369274 0,0847201 164411,74 127563,13 1,2888657 241206,23 198111,39 1,2175284
22702,141 0,3221578 0,054972 195284,82 252526,95 0,7733227 326256,53 412976,73 0,7900119
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3430,1465 0,368795 0,0330835 51966,222 58700,804 0,8852728 49295,249 103681,5 0,4754489
18,574194 0,3140804 0,0039806 1602,2357 2125,1689 0,7539333 266,93306 4666,1643 0,0572061
966,49677 0,3107843 0,1341934 3944,4759 5287,3513 0,7460211 13889,698 7202,2679 1,9285173
597,69353 0,3860842 0,0479062 5918,1324 6385,7298 0,9267746 8589,5608 12476,337 0,6884682
13854,778 0,6412897 0,039375 195597,05 127062,09 1,5393816 199109,5 351867,42 0,5658651
69672,251 0,3287574 0,0426004 747561,87 947282,55 0,7891646 1001272,4 1635481,7 0,6122186
29888,832 0,3480382 0,0425813 339971,79 406933,96 0,8354471 429537,76 701923,14 0,6119442
24419,839 0,4168031 0,0785214 191912,29 191813,75 1,0005137 350941,88 310996,11 1,1284446



3748,8614 0,3235131 0,0495506 40255,11 51836,674 0,7765759 53875,558 75657,289 0,7121
17881,809 0,2257092 0,2819861 59046,604 108981,71 0,5418029 256982,68 63413,798 4,0524727
455,9001 0,3478291 0,0341597 6862,9535 8219,6444 0,8349453 6551,822 13346,124 0,4909157

2304,6618 0,3477482 0,0505569 23899,477 28630,664 0,8347511 33120,708 45585,476 0,7265627
30401,724 0,2769595 0,1800728 143479,72 215815,29 0,6648265 436908,62 168830,22 2,5878579
2010,6255 0,370665 0,0318208 30431,801 34202,196 0,8897616 28895,059 63185,81 0,457303
251,76824 0,3225196 0,0499986 2139,8724 2764,0101 0,7741912 3618,2065 5035,5035 0,7185392
2449,9688 0,3755002 0,0484928 27419,337 30419,687 0,9013682 35208,94 50522,362 0,6968981
8568,1605 0,3426225 0,0423674 111538,44 135617,76 0,8224471 123134,57 202234,58 0,60887
990,96932 0,3365906 0,0293225 14482,005 17923,985 0,8079679 14241,398 33795,469 0,4213996

1846,1249 0,340718 0,0488101 18142,208 22182,115 0,8178755 26530,992 37822,565 0,7014594
585,28254 0,3756345 0,030528 10316,935 11441,769 0,9016905 8411,2002 19172,019 0,4387227
12211,254 0,369321 0,1026682 78682,498 88752,793 0,8865355 175490,12 118938,96 1,4754638
1936,3619 0,4677784 0,1085536 15448,199 13757,693 1,1228771 27827,804 17837,84 1,5600434
1444,5927 0,3712534 0,0690454 13343,274 14972,694 0,8911739 20760,501 20922,363 0,9922637
18180,963 0,320426 0,1034465 113171,93 147135,99 0,7691655 261281,88 175752,38 1,4866478
20804,656 0,4471282 0,1636128 110924,3 103348,12 1,0733074 298987,44 127157,9 2,3513085
1672,6848 0,3696358 0,0341916 24093,031 27153,469 0,8872911 24038,452 48920,887 0,491374
14570,272 0,4089157 0,2228723 73787,261 75171,896 0,9815804 209391,99 65374,968 3,2029383
31525,915 0,4251091 0,2523545 158609,73 155430,9 1,0204517 453064,57 124927,08 3,6266322

13857,265 0,4616777 0,0374766 195302,5 176228,79 1,1082327 199145,23 369757,55 0,5385833
11088,951 0,4952988 0,0726632 91479,157 76941,888 1,1889383 159361,3 152607,52 1,0442559
2596,1126 0,4882811 0,0641546 25999,519 22182,133 1,1720928 37309,199 40466,538 0,9219766
670,18235 0,2356556 0,0604528 6765,9537 11960,769 0,5656788 9631,3105 11086,039 0,8687784
2115,5877 0,3106493 0,0288997 24496,726 32850,77 0,7456972 30403,49 73204,452 0,415323
11615,143 0,4123578 0,0282488 211735,3 213908 0,9898428 166923,3 411172,83 0,4059687
3375,2044 0,5851519 0,0279003 65342,43 46519,453 1,4046259 48505,667 120973,94 0,4009596
2126,9392 0,3972208 0,0220244 43885,978 46025,839 0,9535074 30566,624 96571,796 0,3165171
1202,8964 0,3815766 0,029808 19864,848 21687,597 0,9159543 17287,04 40354,776 0,4283765
22994,644 0,472291 0,0636016 180237,52 158980,36 1,1337094 330460,15 361541,66 0,9140306
7486,1396 0,4981576 0,0856766 54982,116 45979,33 1,1958007 107584,65 87376,742 1,2312733
4801,891 0,3963195 0,0749362 39489,375 41509,05 0,9513438 69008,835 64079,716 1,0769217

19281,907 0,4852655 0,0661814 181351,57 155686,09 1,164854 277103,74 291349,21 0,9511052

25437,775 0,5044792 0,0491657 309200,64 255331,87 1,2109755 365570,82 517388,79 0,7065689
33475,636 0,6139028 0,0431121 396896,59 269330,6 1,4736409 481084,36 776479,48 0,6195712
64437,965 0,6308938 0,0369687 882642,06 582822,51 1,5144269 926049,53 1743041,5 0,5312837
40754,365 0,3683609 0,0433162 438704,15 496142,16 0,8842308 585688,28 940857,17 0,622505
40685,351 0,566937 0,0327383 615928,1 452588,13 1,360902 584696,47 1242746 0,4704875
10837,322 0,6467528 0,0320261 193518,57 124650 1,5524956 155745,1 338389,99 0,4602533
4443,1204 0,4603923 0,1079612 25249,83 22847,482 1,1051472 63852,879 41154,779 1,5515301
816,88015 0,3138099 0,0231583 14211,018 18865,42 0,753284 11739,531 35273,681 0,3328128
5059,563 0,333229 0,030227 81210,827 101526,42 0,7998985 72711,886 167385,8 0,434397

6901,4882 0,3303304 0,044125 80554,952 101590,15 0,7929405 99182,522 156407,79 0,6341278
8878,6893 0,5421084 0,0774998 49594,947 38111,781 1,3013023 127597,23 114564,02 1,1137636
6829,4232 0,4614618 0,0286881 124841,55 112701,93 1,1077144 98146,863 238057,55 0,4122821
67003,586 0,4083901 0,0364956 884129,36 901879,62 0,9803186 962920,53 1835935,4 0,524485
21687,179 0,4439677 0,0448897 243673,83 228646,96 1,0657208 311670,34 483121,33 0,6451182
10565,593 0,3572438 0,0328879 146929,86 171337,83 0,8575448 151840,03 321261,04 0,4726375



8362,8275 0,3207286 0,0433493 79564,086 103344,5 0,7698918 120183,69 192917,31 0,6229803

82457,457 0,3653674 0,1301707 321788,56 366900,91 0,8770449 1185010,9 633456,51 1,870706
3378,268 0,361103 0,0499728 39853,278 45977,029 0,8668085 48549,695 67602,144 0,718168

421,93945 0,2807828 0,0256535 5204,9181 7722,383 0,6740041 6063,7673 16447,646 0,3686708
7425,5681 0,1675668 0,0605986 35372,492 87939,809 0,4022353 106714,17 122536,89 0,8708738
6656,5567 0,2853354 0,0452758 68972,397 100699,56 0,6849324 95662,568 147022,54 0,650666
3392,9598 0,3673378 0,0504944 38053,934 43156,07 0,8817748 48760,833 67194,807 0,7256637
707,86243 0,3693185 0,0598173 6719,5105 7579,5693 0,8865293 10172,818 11833,743 0,859645
2930,9031 0,3380057 0,064239 23319,089 28740,578 0,8113647 42120,533 45625,009 0,9231896
2444,3575 0,3208092 0,0745581 16831,137 21856,193 0,7700855 35128,299 32784,58 1,0714885
4641,1867 0,292038 0,0706417 31503,177 44938,954 0,7010216 66699,326 65700,402 1,0152042

4070,7288 0,3671957 0,0390977 57201,264 64895,71 0,8814337 58501,173 104116,75 0,5618805
6676,8056 0,5517149 0,0520759 102003,8 77021,077 1,3243622 95953,569 128212,95 0,7483922
14142,976 0,3215768 0,0375627 215693,22 279421,41 0,771928 203251,25 376516,79 0,5398199
781,4592 0,3300471 0,024663 14070,916 17760,469 0,7922604 11230,49 31685,526 0,354436

955,24856 0,433382 0,0355316 19443,622 18690,213 1,0403104 13728,048 26884,481 0,510631
1696,6149 0,4503297 0,0387723 31413,883 29060,222 1,0809925 24382,357 43758,38 0,5572043
467,49078 0,3047973 0,0497615 4046,5917 5530,7778 0,7316497 6718,3937 9394,6285 0,7151314
1544,3069 0,3273141 0,0325153 25077,856 31917,853 0,7857 22193,511 47494,781 0,4672831
4210,6211 0,3743235 0,0537796 41423,543 46100,76 0,8985436 60511,59 78294,071 0,7728758
5583,9067 0,3310459 0,0409815 66759,388 84010,211 0,794658 80247,322 136254,47 0,5889518

2193,569 0,1319925 0,0634144 7765,5356 24509,258 0,3168409 31524,174 34591 0,9113403
2565,6689 0,2572856 0,1354779 8369,0174 13550,863 0,6176003 36871,687 18937,912 1,9469774
3219,4606 0,1489307 0,0681588 17866,248 49975,49 0,3575002 46267,445 47234,704 0,9795223
18408,026 0,1378645 0,0649453 73350,646 221645,81 0,3309363 264545,04 283439,02 0,9333402
9651,4704 0,2141894 0,068937 54380,819 105768,35 0,5141502 138703,01 140004,28 0,9907055
5479,4986 0,1299205 0,0607453 26062,86 83570,365 0,3118673 78746,856 90204,434 0,8729821
3237,3394 0,2157102 0,0628288 18881,297 36464,406 0,5178007 46524,384 51526,345 0,9029242
396023,75 0,1487663 0,0615612 1825892,7 5113033,4 0,3571056 5691328,2 6433012,9 0,8847065
1176,0135 0,2571341 0,0938017 7101,6884 11505,615 0,6172368 16900,7 12537,226 1,3480415
232003,43 0,1250609 0,0694901 738761,83 2460882,7 0,300202 3334162,8 3338652,2 0,9986553
19173,055 0,1084626 0,0508115 68826,603 264353,09 0,2603586 275539,41 377336,99 0,730221
7717,8953 0,258005 0,0671333 49738,389 80310,356 0,6193272 110915,26 114963,78 0,9647844
18660,659 0,2882113 0,0748908 115815,16 167402,68 0,6918358 268175,66 249171,51 1,0762694
19303,29 0,1464256 0,0722075 69704,751 198314,02 0,3514867 277411,04 267330,65 1,0377076

6468,7713 0,1409778 0,0830777 21179,656 62585,838 0,3384097 92963,87 77864,136 1,1939241
11117,958 0,2414738 0,0890099 63892,485 110226,91 0,5796451 159778,17 124906,96 1,2791775
15856,574 0,190481 0,0745673 61863,288 135297,37 0,4572394 227877,66 212647,68 1,0716207
7027,555 0,16308 0,0688844 25292,532 64609,989 0,3914647 100994,25 102019,49 0,9899505

5280,2925 0,1531844 0,067181 18909,759 51425,591 0,3677111 75884,028 78598,013 0,9654701
3159,5751 0,2175346 0,0851269 13710,316 26255,911 0,5221802 45406,819 37116,066 1,2233737
5674,7195 0,1806982 0,0865314 22111,247 50976,18 0,4337564 81552,409 65579,88 1,2435584

3360,73 0,2031799 0,074583 15317,705 31406,602 0,4877225 48297,653 45060,279 1,0718454
10385,714 0,2028966 0,0766655 39903,236 81929,679 0,4870425 149254,96 135467,84 1,1017741
7686,8525 0,1657351 0,0402013 62935,114 158192,68 0,3978383 110469,13 191209,28 0,5777394

42253,173 0,3272625 0,1919343 186462 237356,96 0,7855763 607227,92 220143,9 2,7583227
59426,598 0,2391503 0,1931118 244001,32 425039,42 0,5740675 854030,27 307731,59 2,7752441
43013,158 0,2847275 0,2616267 171101,43 250341,06 0,6834733 618149,8 164406,62 3,7598839



205469,14 0,2586198 0,3365179 641848,05 1033899,5 0,6208031 2952833,7 610574,22 4,8361586
82388,278 0,2905597 0,2951907 299188,53 428960,69 0,6974731 1184016,7 279101,85 4,2422388
97924,558 0,2182213 0,3004514 315353,91 602017,45 0,5238285 1407291,4 325924,79 4,3178408
10553,894 0,3211158 0,2921315 41343,439 53635,568 0,7708213 151671,91 36127,209 4,1982736
50511,097 0,3542547 0,1303349 292861,28 344393 0,8503694 725904,02 387548,38 1,8730668
14899,662 0,1740381 0,2012597 53822,066 128832,06 0,4177692 214125,71 74032,027 2,8923389
22838,519 0,2112324 0,2381959 89596,511 176700,8 0,5070521 328216,44 95881,225 3,4231565
17392,819 0,2028872 0,2306787 58695,414 120519,55 0,4870198 249955,31 75398,448 3,3151254
75353,152 0,1614887 0,153448 337400,82 870385,87 0,3876451 1082913,6 491066,45 2,2052283
26132,079 0,2685651 0,2747459 93889,59 145638,34 0,6446763 375548,79 95113,629 3,9484225
37023,651 0,3105173 0,3281306 151798,34 203652,23 0,7453802 532073,51 112832,07 4,7156232
15563,55 0,2192752 0,2585285 55178,377 104830,44 0,5263583 223666,57 60200,509 3,71536

18912,598 0,5565283 0,073266 113008,29 84592,338 1,3359164 271796,33 258135,91 1,0529195
89987,875 0,6421574 0,1125289 529590,27 343563,05 1,5414646 1293231,9 799686,74 1,6171731
4617,0569 0,5533503 0,0307573 73828,189 55581,468 1,3282879 66352,551 150112,68 0,4420183
7289,9008 0,3677677 0,0506513 80911,141 91652,152 0,8828068 104764,47 143923,18 0,7279194
35276,497 0,6638393 0,0337265 593505,96 372451,78 1,5935109 506964,86 1045958,8 0,4846891
14800,015 0,4756261 0,0533898 107141,8 93842,851 1,1417151 212693,66 277206,98 0,7672738
12985,296 0,5501971 0,0454291 139477,42 105607,2 1,3207188 186614,01 285836,41 0,65287
3010,5539 0,6591343 0,079936 20207,011 12771,329 1,5822168 43265,209 37662,038 1,148775
24875,686 0,4975146 0,0993668 149156,97 124895,17 1,1942573 357492,93 250342,14 1,4280174
840,94439 0,5783441 0,0447914 10022,999 7219,7021 1,3882843 12085,362 18774,671 0,6437057
6058,5391 0,5342825 0,0382751 89546,135 69820,638 1,2825167 87068,35 158289,24 0,5500586

2187,3058 0,3991562 0,0421174 29502,698 30791,209 0,9581533 31434,163 51933,574 0,6052763
23669,087 0,4254916 0,0622398 221331,91 216701,03 1,0213699 340152,69 380288,35 0,8944599
16928,958 0,4193725 0,0831021 127528,52 126682,1 1,0066815 243289,08 203712,64 1,1942758
14000,098 0,4773452 0,0510196 156417,85 136509,13 1,1458417 201197,91 274406,02 0,7332125
1833,352 0,4513327 0,0331298 36407,62 33604,964 1,0834001 26347,43 55338,41 0,4761147

13537,242 0,3933878 0,086601 93152,371 98646,345 0,9443064 194546,13 156317,35 1,2445588
5078,5876 0,3723222 0,0861427 33296,016 37254,716 0,8937396 72985,292 58955,486 1,2379729
8911,3603 0,3675088 0,0892306 57972,245 65714,372 0,8821852 128066,75 99868,86 1,2823492
679,59439 0,33646 0,0374101 8940,6003 11069,835 0,8076544 9766,5727 18166,043 0,5376279
11065,991 0,2362222 0,0487857 92479,116 163091,31 0,5670389 159031,34 226828,45 0,7011084

4896,052 0,5200071 0,0377482 56270,519 45079,554 1,2482493 70362,039 129703,06 0,5424856
22814,438 0,5337391 0,032336 417023,69 325491,51 1,2812122 327870,38 705542,45 0,4647068
585,76434 0,4520502 0,0325774 7710,6596 7105,7973 1,0851224 8418,1242 17980,688 0,4681759
551,15175 0,3906381 0,0381177 5595,642 5967,3747 0,9377058 7920,7004 14459,224 0,5477957
146,26015 0,4230812 0,0263449 2316,4918 2280,9456 1,015584 2101,9308 5551,7412 0,3786075
306,09116 0,371432 0,0311596 3959,7551 4441,1647 0,8916028 4398,8908 9823,3497 0,4477995
2632,7326 0,410653 0,0429991 28998,807 29417,997 0,9857506 37835,471 61227,564 0,6179483
3821,1644 0,4170834 0,0663915 30078,084 30042,438 1,0011865 54914,637 57554,981 0,9541248
10178,783 0,3859398 0,0446148 100313,65 108280,03 0,926428 146281,11 228147,91 0,6411679
50173,246 0,4064419 0,0410222 587091,6 601748,88 0,9756422 721048,7 1223075,2 0,5895375
2311,0575 0,5066044 0,0756954 15876,274 13055,32 1,216077 33212,621 30531,014 1,0878322
2590,1038 0,6601331 0,1645774 21340,128 13467,08 1,5846143 37222,846 15737,908 2,3651712
18525,885 0,3861401 0,0290241 311322,54 335871,86 0,9269087 266238,82 638292,67 0,4171109

11589,841 0,4702668 0,0302092 186261,54 165001,08 1,1288504 166559,68 383652,61 0,4341419
17508,539 0,3346021 0,0780309 131929,58 164256,06 0,8031946 251618,35 224379,67 1,1213955



6896,8887 0,3826189 0,0494861 70511,318 76771,558 0,9184563 99116,422 139370,1 0,7111742
67,512358 0,18211 0,0095421 1067,9144 2442,9281 0,4371453 970,23218 7075,184 0,1371317
666,69347 0,5269915 0,0292267 11538,291 9121,0701 1,265015 9581,1713 22811,079 0,4200227
11708,591 0,4095732 0,0268441 205669,68 209192,79 0,9831586 168266,26 436170,26 0,3857811
11928,683 0,4838611 0,02449 236527,18 203642,45 1,1614827 171429,24 487083,44 0,3519505
70395,489 0,2656561 0,0429945 805692,7 1263448,7 0,6376933 1011666,2 1637313,2 0,6178819
40634,915 0,4540759 0,0777297 305838,33 280589,51 1,0899849 583971,64 522772,34 1,1170668
17736,046 0,5126867 0,0595522 156469,01 127140,59 1,230677 254887,9 297823,74 0,8558347
3517,8968 0,2744201 0,0385424 35790,116 54331,919 0,6587309 50556,325 91273,476 0,5538994
11394,874 0,4436951 0,0428942 141836,43 133171,43 1,0650665 163757,78 265650,67 0,6164403

5422,4584 0,3102729 0,0439315 81219,308 109049,43 0,7447935 77927,121 123429,74 0,631348
447,28117 0,3463887 0,0607955 2124,7602 2555,3722 0,8314876 6427,9577 7357,1451 0,8737027
8773,7775 0,4831274 0,0379512 94289,948 81303,944 1,1597217 126089,53 231185,96 0,545403
5256,7573 0,5357912 0,0477732 55042,928 42797,055 1,2861382 75545,801 110035,65 0,6865575
39390,531 0,5854594 0,054962 472391,4 336134,52 1,4053642 566088,37 716686,39 0,789869
28658,148 0,3556204 0,0560458 265657,48 311202,65 0,8536479 411851,38 511334,27 0,8054445
821,25378 0,496243 0,0783461 4679,0278 3927,9788 1,191205 11802,385 10482,385 1,1259256
10690,925 0,3885193 0,0620601 65019,166 69716,679 0,93262 153641,19 172267,34 0,8918765
61910,754 0,1225677 0,1423441 250072,54 849958,9 0,2942172 889730,54 434937,23 2,0456528

3824,0056 0,6066073 0,0371611 53604,289 36812,885 1,4561285 54955,469 102903,45 0,5340488
4675,2087 0,5638319 0,0374098 60264,045 44526,292 1,3534485 67188,262 124972,95 0,5376225
17653,46 0,6079982 0,0803782 140249,86 96096,61 1,4594673 253701,03 219630 1,1551292

39837,862 0,5576766 0,0407446 499443,45 373088,47 1,338673 572517,05 977745,61 0,5855481
12382,841 0,6656496 0,034972 190765,15 119388,16 1,5978565 177956,02 354079,06 0,5025884
8907,0582 0,4155453 0,0436085 68500,689 68672,754 0,9974944 128004,93 204250,5 0,6267056
8818,3989 0,4372949 0,0534348 64678,629 61616,124 1,049703 126730,79 165031,05 0,7679209
2650,1814 0,5989352 0,0392034 34174,123 23769,798 1,437712 38086,231 67600,797 0,5633991
1654,9018 0,534906 0,0406785 20916,704 16290,099 1,2840133 23782,89 40682,501 0,5845975
3869,8062 0,4623435 0,0480265 41013,716 36954,922 1,1098309 55613,678 80576,43 0,6901978
7498,6464 0,6288858 0,0388248 100000,34 66242,641 1,5096068 107764,39 193140,5 0,5579585
11245,34 0,7654012 0,0488668 130864,41 71226,289 1,8373049 161608,8 230122,35 0,7022734

2691,1374 0,4261202 0,0774485 22621,643 22115,662 1,0228789 38674,817 34747,427 1,1130268
1991,8198 0,5240766 0,0438867 23325,823 18541,724 1,258018 28624,799 45385,531 0,6307032

18131,25 0,3787703 0,0691291 142926,65 157197,34 0,909218 260567,44 262281,14 0,9934662
10822,299 0,4143406 0,0588652 119307,65 119955,1 0,9946025 155529,2 183848,88 0,8459622
11982,135 0,4340196 0,0461894 141248,26 135575,64 1,041841 172197,41 259413,21 0,6637958
12611,454 0,5877902 0,0329928 229474,67 162637,37 1,410959 181241,46 382248,24 0,474146
4726,3155 0,3418403 0,0366331 52377,697 63830,919 0,8205694 67922,726 129017,48 0,5264614
8137,5038 0,4187803 0,0207674 163106,75 162253,33 1,0052598 116945,52 391840,18 0,2984521
1384,581 0,4568049 0,120178 8227,0704 7502,7823 1,0965359 19898,062 11521,082 1,7271001

18738,647 0,4661699 0,0772027 240592,16 215003,34 1,1190159 269296,45 242720,13 1,1094937
29589,518 0,2756978 0,0498497 302176,29 456599,11 0,6617978 425236,25 593574,48 0,7163991
2844,7931 0,3606836 0,0618757 21676,936 25036,833 0,8658018 40883,032 45975,918 0,8892271
40783,947 0,3838812 0,0603914 340459,91 369468,16 0,9214865 586113,4 675327,13 0,8678955
62432,578 0,3677377 0,0636128 453211,51 513417,54 0,8827348 897229,76 981446,95 0,9141908
18082,541 0,3497 0,0375863 195924,26 233399,82 0,8394362 259867,43 481094,14 0,5401592
11108,408 0,4628461 0,1070306 78080,369 70276,992 1,1110374 159640,92 103787,26 1,5381553
21311,309 0,4321033 0,111054 141223,38 136152,91 1,037241 306268,64 191900,35 1,5959775
6971,1921 0,5079394 0,1131652 48349,025 39653,703 1,2192815 100184,25 61601,898 1,6263176



8186,5849 0,4083444 0,1158367 56150,315 57284,031 0,9802089 117650,88 70673,503 1,6647098
16160,311 0,4268648 0,1099367 102292,11 99829,694 1,0246662 232242,72 146996,52 1,5799199
10035,408 0,4877417 0,1144089 62644,465 53505,79 1,1707979 144220,64 87715,262 1,644191
45060,474 0,5256832 0,0999952 360617,42 285779,12 1,2618746 647572,14 450626,53 1,4370484
4690,4948 0,3528209 0,0335675 77056,295 90983,306 0,8469278 67407,941 139733,25 0,4824044
3739,6224 0,279563 0,0385535 60152,415 89635,745 0,6710762 53742,783 96998,355 0,5540587
12158,904 0,3791754 0,0717784 112844,78 123979,32 0,9101903 174737,78 169395,13 1,0315396

3204,6936 0,4325458 0,0348089 64132,681 61766,823 1,0383031 46055,225 92065,398 0,5002447
10466,844 0,4978087 0,0511273 176965,77 148093,08 1,1949632 150420,88 204721,41 0,7347589
8150,3939 0,4343788 0,0510546 130823,87 125466,08 1,0427031 117130,77 159640,68 0,733715
8399,3171 0,4235071 0,0444575 151527,94 149052,73 1,0166063 120708,09 188929,16 0,6389066
6148,6195 0,5200435 0,1327952 35883,48 28745,031 1,2483368 88362,911 46301,521 1,9084235
10487,271 0,3405797 0,0404211 181180,65 221615,95 0,8175434 150714,44 259450,58 0,5808985
7098,1758 0,3805963 0,0388973 138995,85 152140,64 0,9136011 102009,16 182484,93 0,5590004
16860,949 0,4344856 0,0333231 411790,16 394828,47 1,0429596 242311,72 505984,12 0,478892
6333,2064 0,3553833 0,0543878 79302,883 92960,796 0,8530788 91015,642 116445,39 0,7816165
7067,1577 0,3619599 0,0399638 124104,57 142835,18 0,8688656 101563,39 176839,03 0,5743268
18729,553 0,3378667 0,0304436 446064,65 549996,97 0,8110311 269165,76 615222,22 0,4375098
11341,378 0,3348379 0,0327899 239160,88 297552,42 0,8037605 162988,98 345880,45 0,4712292
9254,9694 0,4300184 0,0755535 99538,797 96430,237 1,0322364 133004,82 122495,5 1,0857936
6844,2865 0,3609193 0,0376454 129706,28 149712,75 0,8663677 98360,467 181809,24 0,5410092
17609,422 0,3431592 0,0296067 457732,04 555678,51 0,8237354 253068,15 594778,04 0,4254833
15853,127 0,3249885 0,0606631 203694,94 261107,97 0,7801176 227828,13 261330,75 0,8718
19694,199 0,4196855 0,070043 182160,71 180816,76 1,0074326 283028,86 281172,89 1,0066008
9935,9205 0,4098178 0,0764689 87393,906 88837,903 0,9837457 142790,89 129934,12 1,0989484

11292,69 0,5796324 0,1230269 66802,636 48011,9 1,3913766 162289,27 91790,385 1,7680421
81172,933 0,4072716 0,1228418 412545,6 421983,78 0,9776338 1166550,7 660792,57 1,7653812
60888,617 0,7434522 0,1248146 369349,7 206962,97 1,7846173 875041,21 487832,62 1,7937325
2240,8204
2582,1517
12785,824 0,6107816 0,103472 83421,873 56898,647 1,4661486 183747,37 123567,95 1,4870147
7439,1659 0,9079002 0,1967958 44407,789 20376,471 2,179366 106909,58 37801,443 2,828188
14839,423 0,6770972 0,1621884 78214,328 48121,95 1,6253358 213260,01 91494,981 2,3308383
16948,986 0,6405984 0,1593625 88275,468 57406,64 1,5377223 243576,91 106354,94 2,2902267
377,29747 48,308876 0,0423819 2139,4095 18,449089 115,96288 5422,2095 8902,3348 0,6090772
451,56144 0,6402519 0,068968 2525,4653 1643,2305 1,5368905 6489,4703 6547,4086 0,991151

4056,7165
2760,9604
381,94236
1460,6945
14036,627
102283,62
2447,477

23588,044
2618,0965
16182,648
5930,9485
2836,0497
2127,3303



2930,8975
1772,8528
5927,1349
3034,4619
7561,2625
124658,54
44191,051
18760,343
161317,28
16575,779

66678,7
17769,521
27086,077

2439,0567 0,5650932 0,0497716 21758,278 16040,295 1,3564762 35052,12 49004,981 0,7152767
2118,9029 0,497804 0,0485861 18525,791 15503,378 1,1949519 30451,133 43611,334 0,698239
13558,389 0,6276427 0,044471 170983,95 113488,22 1,5066229 194850,03 304881,7 0,6391005
13183,813 0,4530109 0,1051273 80838,03 74338,702 1,0874286 189466,94 125408,07 1,5108034
10045,522 0,462512 0,108064 62063,456 55901,164 1,1102355 144366 92959,023 1,5530068
10227,122 0,44439 0,0708641 87503,365 82029,196 1,0667344 146975,81 144320,15 1,0184012
5108,227 0,4403057 0,0642958 42359,598 40077,944 1,0569304 73411,245 79448,814 0,9240068

28507,069 0,4343776 0,041235 225631,8 216391,8 1,0427003 409680,19 691331,58 0,5925958
36480,988 0,5189064 0,049124 284043,59 228036,27 1,2456071 524274,81 742630,68 0,7059698
104030,98 0,5952834 0,3199059 436889,2 305742,25 1,4289461 1495047,9 325192,39 4,5974257
55766,908 0,811914 0,333488 336043,2 172422,14 1,9489563 801436,21 167223,11 4,7926164
1318,4539 0,1953946 0,0554697 12606,675 26877,941 0,4690343 18947,737 23768,924 0,7971643
26634,603 0,6902603 0,2041008 179760,97 108490,18 1,656933 382770,64 130497,27 2,9331697
15549,735 0,7196191 0,1920111 108326,79 62710,625 1,7274073 223468,03 80983,537 2,7594254
1451,2739 0,5021413 0,0440604 11011,583 9135,487 1,2053635 20856,517 32938,303 0,6331995
11242,104 0,4843299 0,0452275 87448,503 75217,529 1,162608 161562,29 248568,06 0,649972
11090,944 0,4334307 0,0459547 76676,704 73697,324 1,0404273 159389,95 241345,13 0,6604233
4622,5223 0,5847153 0,0513347 42666,056 30398,069 1,4035779 66431,096 90046,8 0,7377397
1865,7488 0,4705623 0,0541865 15245,137 13496,529 1,1295598 26813,01 34432,008 0,7787234
3751,2381 0,3759029 0,094022 25617,101 28389,793 0,9023349 53909,714 39897,439 1,3512074
41051,25 0,6905424 0,2704075 251736,27 151866,98 1,6576103 589954,86 151812,56 3,8860742

7942,7587 0,7274666 0,20774 58298,929 33385,311 1,7462449 114146,81 38234,142 2,985468
5622,5329 0,4719417 0,1482964 42621,408 37622,472 1,132871 80802,427 37914,158 2,131194

6259,0929 0,4752553 0,0528774 50615,309 44367,285 1,140825 89950,544 118369,83 0,759911
7954,4247 0,6314084 0,0441658 94638,849 62440,593 1,5156622 114314,46 180103,66 0,6347148
6141,8005 0,6771382 0,0423651 79963,882 49195,402 1,6254341 88264,914 144973,11 0,6088365
5259,258 0,5883849 0,0733517 43040,05 30473,278 1,4123866 75581,738 71699,179 1,0541507
1260,334 0,456462 0,0697997 8281,773 7558,3431 1,0957128 18112,486 18056,435 1,0031042

774,19034 0,4812437 0,0486852 6689,5394 5790,8066 1,1551999 11126,028 15901,98 0,6996631
8123,4167 0,4485772 0,0712685 59687,327 55431,019 1,0767857 116743,08 113983,3 1,0242121
13342,592 0,4997911 0,0981864 83633,34 69710,601 1,199722 191748,77 135890,4 1,4110546

5907,9124 0,4327009 0,0599846 58777,866 56589,256 1,0386754 84903,666 98490,491 0,8620494
21455,528 0,6285626 0,0429703 318711,39 211230,66 1,5088311 308341,24 499310,19 0,6175344
15107,982 0,4975951 0,053749 163172,49 136608,83 1,1944505 217119,51 281083,71 0,7724372
5542,9147 0,5970973 0,0491891 75316,895 52547,882 1,4333003 79658,219 112685,75 0,7069059
926,21716 0,4375533 0,0461862 9492,0457 9037,2603 1,0503234 13310,833 20053,968 0,6637506



8581,1511 0,4990079 0,0718036 79057,326 65999,801 1,1978419 123321,26 119508,64 1,0319025
4227,5338 0,3000624 0,0332974 59764,077 82972,97 0,7202837 60754,645 126962,97 0,4785226
33242,211 0,5052431 0,0439854 512053,87 422204,85 1,2128091 477729,77 755755,81 0,6321219
9299,6046 0,3339771 0,0304263 155784,72 194319,34 0,8016943 133646,28 305643,42 0,4372621
19882,686 0,3189909 0,0769259 151758,13 198189,92 0,7657208 285737,64 258465,3 1,1055164
8530,0072 0,2421018 0,0332237 110027,15 189325,82 0,5811524 122586,26 256744,67 0,4774637
17806,403 0,2498803 0,0296897 253800,11 423124,04 0,5998244 255899,01 599750,93 0,4266755
4250,7226 0,4161352 0,0432537 55197,154 55257,368 0,9989103 61087,895 98274,309 0,621606
4715,2504 0,4610072 0,0433089 65635,347 59311,382 1,1066231 67763,707 108874,82 0,6224002
15687,836 0,483891 0,0565217 180014,93 154977,58 1,1615546 225452,7 277554 0,8122841

1056,6258 0,2281398 0,0392237 13223,854 24147,097 0,5476374 15184,959 26938,461 0,5636906
11424,665 0,3062061 0,0417178 123071,74 167437,37 0,7350315 164185,9 273855,97 0,5995338
15935,792 0,3049497 0,0303361 216950,63 296374,35 0,7320155 229016,13 525307,38 0,4359659
3949,7907 0,289122 0,0409522 38072,059 54857,134 0,694022 56763,149 96448,727 0,5885319
4858,2203 0,5884985 0,2157381 20033,889 14181,685 1,4126593 69818,353 22519,062 3,1004113
880,20775 0,4773205 0,0675905 7083,7077 6182,4191 1,1457825 12649,623 13022,658 0,9713549

1862,89 0,3364821 0,0458703 16361,086 20256,208 0,8077073 26771,926 40612,161 0,6592096
956,12254 0,2771101 0,0333921 10304,198 15490,657 0,6651879 13740,608 28633,212 0,4798836

1738,34 0,3317491 0,0357211 21277,023 26718,318 0,7963459 24981,995 48664,188 0,5133548
724,61819 0,2355775 0,0273633 9070,4625 16039,967 0,5654913 10413,618 26481,431 0,3932423

139189,85 0,9849112 0,4042251 359892,86 152224,33 2,3642269 2000322,2 344337,47 5,8091912
2666,5443 0,5395724 0,0660488 17873,154 13799,375 1,2952147 38321,385 40372,322 0,9491994
4979,753 0,6203965 0,0726589 38917,611 26132,728 1,4892288 71564,922 68536,046 1,0441939

27539,879 0,667264 0,0381819 395832 247127,55 1,6017316 395780,53 721281,7 0,5487184
18102,805 0,7878749 0,0450385 287525,52 152029,22 1,8912517 260158,65 401940,48 0,6472567
6094,6365 0,5112993 0,0543885 63233,014 51520,093 1,2273467 87587,112 112057,36 0,7816275
7884,7913 0,5689935 0,0418453 100913,92 73884,22 1,3658386 113313,75 188426,98 0,6013669
14212,937 0,5244486 0,1512536 57256,758 45481,188 1,2589108 204256,67 93967,615 2,1736922
45285,186 0,7876339 0,2681131 182160,47 96346,882 1,8906733 650801,52 168903,28 3,8531017
8227,4858 0,6172294 0,0436728 103750,97 70025,062 1,4816263 118238,67 188389,45 0,6276289

9863,9194 0,4502786 0,05169 115473,39 106833,77 1,0808697 141756,15 190828,32 0,7428465
7618,4413 0,3888155 0,0525751 66768,876 71538,269 0,9333309 109485,98 144905,9 0,7555661
3622,0256 0,3790627 0,0300295 66681,778 73283,134 0,9099198 52052,778 120615,7 0,4315589
11343,742 0,4217465 0,040242 151165,84 149317,28 1,01238 163022,94 281888,11 0,578325
8122,4157 0,3637375 0,0254552 156066,77 178743,53 0,8731324 116728,69 319087,27 0,3658206
5288,4446 0,4087983 0,0280568 83413,108 85002,777 0,9812986 76001,184 188490,65 0,4032093
5270,7885 0,4513345 0,0319999 93059,409 85895,355 1,0834044 75747,445 164712,78 0,4598759
363,81832 0,3355457 0,0130297 8096,3328 10051,819 0,8054595 5228,4983 27922,152 0,1872527
1298,842 0,3450443 0,0216019 20591,819 24861,524 0,8282605 18665,89 60126,224 0,3104451

480,74919 0,2447191 0,0185911 3851,416 6556,3255 0,5874351 6908,9327 25859,085 0,2671762
25773,792 0,1969798 0,0550287 138966,67 293898,11 0,4728396 370399,78 468369,98 0,7908273

206422 0,3036279 0,1759404 658461,59 903434,54 0,7288426 2966527,5 1173249,4 2,5284714
6730,4996 0,4039748 0,0309022 91547,443 94406,07 0,9697199 96725,215 217799,87 0,4441014
5319,9478 0,488879 0,0460315 60069,701 51187,28 1,1735279 76453,922 115571,82 0,6615274
7992,267 0,4352851 0,0341003 104060,62 99591,091 1,0448788 114858,3 234375,12 0,4900618

6007,9024 0,4374735 0,0312186 79902,348 76087,913 1,0501319 86340,641 192446,35 0,4486479
463201,75 0,2797523 0,3470804 1000583,1 1490003,9 0,6715305 6656755,3 1334566,3 4,9879539
290816,33 0,3452924 0,3673492 753558,92 909155,31 0,8288561 4179373,6 791661,78 5,2792413



4540,4835 0,3007295 0,0512826 34933,164 48391,58 0,7218852 65252,101 88538,459 0,7369916
3570,2989 0,5031186 0,032535 56626,284 46887,346 1,2077093 51309,405 109737,21 0,4675662
9654,7711 0,2776624 0,0519403 99606,134 149443,45 0,6665139 138750,44 185882,02 0,7464436

6733,1481
8917,4073
5857,0784
6623,4376 0,3249361 0,101463 42860,079 54949,399 0,7799918 95186,607 65279,356 1,4581426
23871,365 0,1752167 0,0750825 116334,48 276592,84 0,4205983 343059,65 317935,15 1,079024
4880,2952
9151,4304
3767,2685 0,3005913 0,0435231 58392,223 80925,72 0,7215533 54140,09 86557,959 0,6254779
6149,3035 0,3361541 0,053173 83960,212 104050,24 0,8069199 88372,742 115647,1 0,7641587
20533,038 0,2143216 0,0915081 119100,62 231502,66 0,5144676 295083,96 224384,82 1,3150799
8507,0093 0,3194666 0,0725865 75087,476 97915,153 0,7668627 122255,75 117198,22 1,0431537
4176,0209 0,371803 0,067779 44143,893 49461,318 0,8924933 60014,344 61612,323 0,974064
3380,0592 0,3169588 0,0605224 34095,705 44813,08 0,7608427 48575,435 55848,032 0,8697788

2557,6431 0,4301778 0,0552871 25795,171 24980,341 1,0326188 36756,346 46261,082 0,7945414
16419,816 0,2850931 0,1095756 73246,469 107030,58 0,6843509 235972,12 149849,25 1,5747301
10148,773 0,3183911 0,1323568 56801,571 74320,294 0,7642808 145849,84 76677,398 1,9021229
21179,816 0,3497756 0,107526 133639,09 159166,57 0,8396178 304378,93 196973,88 1,5452756
246,02534 0,3978046 0,0270714 5258,4655 5506,7731 0,9549087 3535,6742 9088,0277 0,3890475
380,67906 0,4549879 0,0310776 7513,1284 6879,0561 1,0921743 5470,8069 12249,31 0,4466216
623,64473 0,324207 0,0225279 10043,379 12905,221 0,7782415 8962,5101 27683,218 0,3237525
924,92853 0,4638586 0,0414185 14338,482 12877,322 1,1134677 13292,314 22331,274 0,5952331
1173,344 0,4697507 0,0386289 19491,658 17285,793 1,1276115 16862,337 30374,81 0,5551421

1975,0527 0,4149456 0,0748582 16870,513 16937,336 0,9960547 28383,836 26383,921 1,0758005
37278,455 0,3124882 0,1445979 171296,27 228361,14 0,7501113 535735,35 257807,73 2,0780422
18122,08 0,3657595 0,0841659 109253,37 124436,33 0,8779861 260435,66 215313,68 1,2095639

5933,0781 0,3467647 0,0387789 75971,376 91268,94 0,8323903 85265,328 152997,73 0,557298
7980,4594 0,3553451 0,0260009 147390,75 172793,65 0,8529871 114688,61 306930,1 0,3736636

680,72323 0,6526539 0,0611804 6486,3941 4140,2668 1,5666609 9782,7954 11126,488 0,8792348
22897,345 1,0487772 0,0648211 313784,99 124639,83 2,5175339 329061,85 353239,33 0,931555

28613,3 0,6954727 0,0884364 292376,46 175133,91 1,6694452 411206,86 323546,49 1,2709359
24511,02 0,8281973 0,05865 344380,65 173225,93 1,9880434 352252,25 417919,94 0,8428702

43453,163 0,9536113 0,0555478 664561,35 290316,43 2,2890932 624473,18 782265,66 0,7982879
26479,432 0,7281699 0,3053903 104448,5 59755,436 1,747933 380540,66 86706,842 4,3888193
22642,23 0,785414 0,0679057 229466,81 121710,82 1,8853443 325395,55 333436,17 0,9758856

17183,873 0,6127534 0,0698035 154052,19 104734,57 1,4708819 246952,52 246175,07 1,0031581
3163,5597 1,3979828 0,0649222 44099,096 13141,223 3,3557832 45464,082 48728,435 0,9330093
13185,162 0,252764 0,0452978 105225,98 173426,62 0,6067464 189486,32 291077,52 0,6509823
35812,847 0,5916453 0,0639801 402200,2 283197,11 1,420213 514672,84 559749,89 0,9194693
15217,747 0,4351589 0,0541542 159840,4 153019,44 1,0445758 218696,97 281007,61 0,77826

11920,558 0,3597062 0,0300663 325808,48 377330,87 0,8634557 171312,47 396475,49 0,4320884
6018,1197 0,4274837 0,0585963 85334,032 83159,27 1,0261518 86487,476 102704,77 0,842098
5020,0627 0,3862269 0,0312411 125458,48 135321,08 0,927117 72144,22 160687,64 0,4489718
2037,9741 0,3157425 0,0441455 31146,086 41093,993 0,7579231 29288,091 46164,892 0,6344235
998,6217 0,3042495 0,043214 15379,444 21058,08 0,7303346 14351,371 23108,737 0,6210366

5602,7984 0,4137826 0,0938766 41950,728 42235,259 0,9932632 80518,819 59682,579 1,3491176
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57429,875 0,760468 0,137079 267571,2 146577,18 1,8254628 825335,02 418954,53 1,9699871
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8659,3053 0,5827693 0,0840828 76926,213 54990,241 1,3989066 124444,43 102985,51 1,2083683
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2735,7442 0,5997852 0,0608483 35430,694 24608,882 1,4397523 39315,869 44960,103 0,8744613
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607378,72 0,4447353 0,5750602 2835451,2 2656002,6 1,0675634 8728748,3 1056200,2 8,2642935
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1248,5123 0,3291037 0,0639007 12460,485 15772,85 0,7899958 17942,594 19538,307 0,918329
4144,1147 0,6180187 0,1964599 33605,803 22652,732 1,483521 59555,814 21093,943 2,8233609
3865,6267 0,1517394 0,1773439 23440,727 64354,777 0,3642422 55553,613 21797,353 2,5486403
1903,0093 0,4825505 0,0963683 14983,362 12935,239 1,1583367 27348,488 19747,251 1,3849263
2207,8153 0,4760251 0,0977401 17701,918 15491,676 1,1426729 31728,909 22588,638 1,4046402
2971,5176 0,3576672 0,0927805 19801,288 23063,344 0,858561 42704,212 32027,399 1,333365
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1466,1579 0,1653353 0,0410902 8438,9638 21263,338 0,3968786 21070,417 35681,491 0,5905139
86532,335 0,172122 0,0421545 477098,06 1154726,4 0,4131698 1243571,7 2052743,9 0,6058095
13338,546 0,1456196 0,0381799 80501,4 230298,68 0,3495522 191690,63 349360,62 0,5486899
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1627,2035 0,2011358 0,0502451 9817,0345 20332,879 0,4828158 23384,833 32385,314 0,7220814
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444,66392 0,203271 0,0538871 2532,9354 5191,0656 0,4879413 6390,3447 8251,7709 0,774421
332,49311 0,1814844 0,0509956 1644,6756 3775,2785 0,4356435 4778,318 6520,0413 0,7328662
6434,7352 0,1854876 0,035611 46463,904 104353,92 0,4452531 92474,732 180695,14 0,5117721
272,87796 0,182161 0,0377808 1930,8986 4415,8256 0,4372678 3921,578 7222,6624 0,5429546
445,92279 0,2197724 0,0681654 2293,4929 4347,4256 0,527552 6408,4363 6541,7743 0,9796175
115,44304 0,1341645 0,0566863 430,1202 1335,5503 0,3220547 1659,0527 2036,5243 0,8146491
276,27462 0,1860246 0,0531267 1484,1317 3323,6096 0,4465421 3970,392 5200,2944 0,7634937
75355,952 0,1622655 0,0369574 449416,62 1153800,7 0,3895097 1082953,9 2038993 0,5311219
106594,89 0,1688497 0,0404248 625620,74 1543543,4 0,4053146 1531894,2 2636866,4 0,5809525
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16632,424 0,1593353 0,0276837 138264,33 361498,07 0,382476 239027,54 600802 0,3978474
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3409,2974 2,5978135 0,0331143 91358,497 14650,381 6,2359128 48995,623 102955,55 0,4758911
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16530,685 0,6225928 0,0468052 210787,44 141042,04 1,4945008 237565,44 353180,52 0,6726459
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46497,255 0,3727234 0,0684388 515037,93 575652,61 0,8947027 668220,38 679398,65 0,9835468
57933,712 0,5434732 0,0515112 738764,8 566286,2 1,3045785 832575,74 1124682,2 0,7402765
1418,189 1,6393207 0,3378621 7130,5362 1812,0333 3,9351021 20381,047 4197,5385 4,855476

7295,0923 0,1471685 0,4095429 66492,159 188218,98 0,3532702 104839,08 17812,769 5,8856138
12015,728 0,2684416 0,1419043 103272,81 160267 0,6443797 172680,18 84674,867 2,0393322
6431,3574 0,2189478 0,1198653 48278,161 91858,23 0,5255725 92426,189 53654,856 1,7226062
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11542,887 0,4935439 0,0460704 102393,3 86427,838 1,1847259 165884,9 250548,98 0,6620857
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1039,6517 0,517818 0,0344552 12917,058 10391,887 1,2429945 14941,02 30174,009 0,4951619
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12309,752 0,2939722 0,1382817 93663,294 132730,61 0,7056646 176905,65 89019,352 1,9872718
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6645,7179 0,3993428 0,0938824 44039,102 45941,011 0,9586011 95506,802 70787,696 1,3492006
11069,896 0,4731292 0,070843 103018,47 90707,52 1,1357214 159087,45 156259,5 1,0180978
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3721,341 0,3513892 0,0651195 30937,772 36678,243 0,8434911 53480,057 57146,317 0,9358443
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13472,377 0,3425194 0,041783 155964,62 189691,91 0,8221996 193613,95 322436,9 0,6004708
802,62919 0,2326424 0,031381 11766,289 21069,711 0,5584457 11534,728 25576,893 0,4509824
3178,9716 0,249043 0,0363107 42905,915 71771,291 0,5978145 45685,57 87549,066 0,5218282
893,06805 0,2667043 0,0357965 11628,648 18163,819 0,6402094 12834,441 24948,464 0,5144381
72829,989 0,2759371 0,0380464 882180,91 1331850,4 0,6623723 1046652,8 1914243,6 0,546771
10361,661 0,3066615 0,036669 148454,06 201669,77 0,7361245 148909,28 282572,69 0,5269769
3681,7181 0,2383305 0,0199554 47969,42 83848,004 0,5720997 52910,63 184497,64 0,2867822
2404,931 0,2744276 0,0255132 26786,438 40662,593 0,6587489 34561,694 94262,272 0,3666546

2208,6313 0,3274006 0,0619394 18349,08 23347,627 0,7859077 31740,637 35657,958 0,8901417

663,80146 0,1793424 0,0361876 11115,636 25820,182 0,4305018 9539,6096 18343,32 0,5200591
18570,969 0,504713 0,0959103 162550,37 134168,76 1,2115366 266886,73 193628,48 1,3783444
15702,026 0,3835079 0,0452731 173530,73 188499,43 0,9205902 225656,63 346829,29 0,6506274
3687,9271 0,3038183 0,0763408 26977,266 36990,652 0,7292995 52999,86 48308,739 1,0971071

1661,01 0,4165156 0,0458257 25516,807 25521,311 0,9998235 23870,672 36246,218 0,65857
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943,5628 0,4267983 0,0496402 11627,593 11349,458 1,0245065 13560,11 19008,044 0,713388

18898,918 0,6053932 0,0393575 313523,31 215744,73 1,4532142 271599,74 480186,23 0,5656134
6405,6727 0,3152326 0,0403638 53112,143 70189,253 0,7566991 92057,069 158698,55 0,5800751
14208,575 0,5424153 0,0960774 136111,4 104537,11 1,302039 204193,97 147886,76 1,3807454
6277,1012 0,4539147 0,0759378 60080,353 55139,929 1,0895979 90209,345 82661,085 1,0913158

35170,639 0,372942 0,114792 151932,38 169713,75 0,8952273 505443,55 306385,71 1,6496969
20758,559 0,4295813 0,1297723 105850,36 102649,03 1,0311871 298324,96 159961,37 1,8649813
9362,4199 0,4491385 0,1406214 46890,071 43491,913 1,0781331 134549,01 66578,915 2,0208952
883,77215 0,363784 0,1388639 4194,5473 4803,4079 0,873244 12700,848 6364,3036 1,9956383
16268,115 0,4168466 0,117797 94886,139 94827,532 1,000618 233792 138102,95 1,692882
22600,498 0,4043703 0,0921575 136006,7 140116,39 0,9706695 324795,81 245237,65 1,3244125
30703,998 0,3564728 0,127676 139215,93 162693,59 0,855694 441252,65 240483,69 1,8348548
60982,319 0,2639577 0,1795818 179332,39 283029,87 0,6336165 876387,82 339579,69 2,5808017
16568,008 0,266598 0,180558 52755,446 82436,272 0,6399543 238101,81 91760,042 2,5948311
13593,364 0,2934606 0,1945775 54382,671 77200,235 0,7044366 195352,67 69860,926 2,796308
4455,4702 0,3927894 0,1103427 22779,262 24159,495 0,94287 64030,36 40378,494 1,585754

20594,025 0,8587291 0,2774606 95895,466 46521,085 2,0613334 295960,41 74223,237 3,9874361
20458,706 0,5157367 0,2207859 68403,891 55253,618 1,2379984 294015,73 92663,093 3,172954
4143,5302 0,8828771 0,4328977 15936,089 7519,5078 2,1192995 59547,414 9571,6152 6,2212503
132914,16 0,8911713 0,2710343 681961,14 318791,24 2,1392092 1910133,2 490396,04 3,8950827
75503,039 0,9202499 0,262585 374684,34 169616,34 2,2090109 1085067,7 287537,51 3,7736562
231238,46 1,1539736 0,3881124 909838,34 328455,33 2,770052 3323169,3 595802,82 5,5776327
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201687,42 1,2279387 0,4219443 806695,44 273678,6 2,9476014 2898486 477995,36 6,0638371
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8397,6419 0,602297 0,0631169 82977,499 57392,818 1,4457819 120684,02 133049,12 0,9070636
11842,26 0,6368951 0,0656726 123452,28 80749,367 1,5288328 170187,24 180322,78 0,9437922

35360,005 0,347581 0,0784848 355937,94 426605,3 0,8343496 508164,96 450532,89 1,1279198
4849,051 0,3643057 0,0494635 33403,655 38197,588 0,8744964 69686,58 98032,82 0,7108495

4161,3457 0,4638952 0,0624166 51009,628 45807,882 1,1135557 59803,444 66670,484 0,8970003
36164,609 0,6574041 0,0794708 416207,4 263745,66 1,5780635 519728,08 455067,95 1,1420889
9029,3291 0,502543 0,0842118 102988,79 85373,817 1,2063276 129762,1 107221,67 1,2102227
19714,845 0,549279 0,08361 217798,44 165184,66 1,318515 283325,57 235795,23 1,2015746
10417,957 0,374237 0,0663446 91019,958 101320,62 0,8983359 149718,33 157027,96 0,9534501
3351,2514 0,4724274 0,0582329 28227,525 24891,19 1,1340368 48161,434 57549,145 0,8368749
2353,679 0,4489333 0,0602657 17507,841 16246,459 1,0776404 33825,143 39055,004 0,8660899

12221,396 0,4939318 0,140859 65810,919 55505,863 1,1856571 175635,87 86763,306 2,0243105
10027,297 0,439847 0,0543928 85312,97 80801,861 1,0558293 144104,08 184349,84 0,7816881
40535,174 0,7734539 0,0799754 240073,61 129305,78 1,8566348 582538,25 506845,37 1,1493412
65219,14 0,6310885 0,0834504 296623,64 195804,83 1,5148944 937275,93 781531,69 1,1992808

23391,997 0,7074453 0,0981251 145557,04 85713,311 1,6981847 336170,57 238389,59 1,410173
21428,854 0,5914182 0,0989677 107696,78 75860,539 1,4196679 307957,9 216523,63 1,4222831
34218,807 0,878 0,1086877 178125,7 84516,208 2,1075922 491764,6 314836,03 1,5619705
3626,7433 0,738758 0,1037776 19734,716 11128,5 1,7733492 52120,578 34947,267 1,4914064
29917,317 0,5361884 0,0899579 139585,75 108450,51 1,2870917 429947,12 332570,34 1,2928005

9789,1715 0,3953578 0,0694721 80736,795 85072,495 0,9490352 140681,94 140907,9 0,9983964
22161,376 0,6221412 0,0382656 196257,39 131415,01 1,4934168 318485,1 579145,63 0,5499223
10291,206 0,4404488 0,035035 89411,75 84568,193 1,057274 147896,77 293740,77 0,5034942
142477,97 0,5855036 0,1085048 552154,07 392860,76 1,4054702 2047576,4 1313102,7 1,5593422
27973,149 0,4467808 0,0491188 189674,25 176856,83 1,0724734 402007,13 569500,14 0,7058947
25596,131 0,3974136 0,0602342 165181,3 173151,43 0,9539701 367846,59 424943,79 0,8656359
20166,912 0,4316562 0,0582307 142289,7 137323,04 1,0361677 289822,3 346327,54 0,8368445
6261,2562 0,4020866 0,041689 48640,122 50394,483 0,9651874 89981,634 150189,66 0,59912
11231,644 0,3840443 0,1726701 58001,002 62916,147 0,9218778 161411,96 65046,831 2,4814731

46117,751 0,444762 0,1683746 165765,02 155264,86 1,0676274 662766,45 273899,77 2,4197408
37237,367 0,5027822 0,2143967 125254,4 103781,76 1,2069019 535144,86 173684,38 3,081134
64993,952 0,6282583 0,2471368 233246,05 154662,14 1,5081005 934039,72 262987,79 3,5516468
3747,0567 0,5624188 0,1235523 19540,958 14474,18 1,3500563 53849,623 30327,698 1,7755922
73852,915 0,3132025 0,1478103 215706,05 286909,58 0,7518259 1061353,5 499646,53 2,1242086
29868,172 0,4168234 0,147025 127237,31 127165,81 1,0005623 429240,84 203150,32 2,1129223
15447,886 0,4928753 0,1660158 65793,202 55609,87 1,1831209 222004,33 93050,693 2,3858429
36900,73 0,4326772 0,1922469 109061,76 105006,54 1,0386187 530307 191944,43 2,7628153

4280,0545 0,3907331 0,198653 11350,19 12101,267 0,937934 61509,429 21545,383 2,8548775
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9245,9801 0,3187294 0,0348252 97756,411 127770,62 0,765093 132875,64 265496,65 0,5004795
24576,391 0,5043101 0,0453957 292925,03 241972,91 1,2105695 353191,71 541381,68 0,6523895
18286,32 0,4523586 0,0468355 212729,93 195908,68 1,0858627 262795,98 390436,98 0,6730817

8514,4709 0,3520567 0,050283 75927,072 89844,603 0,8450933 122362,99 169331,02 0,7226259



6698,3837
13356,955
9367,9465
27294,295
3748,8633 0,3557134 0,0328205 49422,767 57880,835 0,853871 53875,585 114223,22 0,4716693
4293,4711 0,4113114 0,0435432 51633,787 52296,32 0,9873312 61702,242 98602,499 0,6257675
3578,9976 0,4773341 0,0502016 40306,254 35176,925 1,1458152 51434,415 71292,569 0,7214555

4892,8034 0,2709047 0,0467388 52011,334 79981,483 0,6502922 70315,354 104683,9 0,6716921
4650,0622 0,4768012 0,0506549 58990,776 51541,226 1,1445358 66826,877 91798,916 0,7279702
1635,7302 0,4776612 0,0340846 22536,01 19654,634 1,1466003 23507,372 47990,277 0,4898361
321,70904 0,5615595 0,0400616 4682,2662 3473,5074 1,3479937 4623,3382 8030,362 0,5757322
394,6475 0,58603 0,0369875 6060,6895 4308,3415 1,4067338 5671,5499 10669,74 0,5315547

13234,522 0,4267996 0,0759271 84265,014 82249,116 1,0245097 190195,69 174305,56 1,0911624
630,86583 0,7060996 0,0439764 10513,723 6202,9532 1,6949544 9066,2857 14345,549 0,6319929
1680,5691 0,516985 0,0447886 21238,217 17113,864 1,2409948 24151,76 37522,261 0,6436648

2466,8333 0,4507164 0,1016036 16025,318 14811,914 1,0819208 35451,302 24278,992 1,4601637
2378,1087 0,400334 0,1029574 14542,542 15133,025 0,9609805 34176,226 23097,994 1,4796188
6949,4314 0,3603051 0,1191011 36678,447 42408,071 0,8648931 99871,524 58349,024 1,7116229
16195,868 0,3557534 0,1210061 85959,934 100659,55 0,853967 232753,72 133843,37 1,7390007
7344,4686 0,6164554 0,0884811 63530,985 42933,059 1,4797684 105548,67 83006,078 1,2715776
7206,1824 0,5157685 0,0825432 55110,49 44513,053 1,2380748 103561,34 87301,98 1,1862427
10539,569 0,481725 0,0863472 76740,395 66364,029 1,1563553 151466,03 122060,38 1,2409106
28180,88 0,5231651 0,0825185 220453,35 175543,96 1,2558299 404992,47 341509,75 1,1858885

6297,4676 0,5698007 0,2742129 33402,966 24421,367 1,3677762 90502,034 22965,616 3,9407623
3381,6696 0,6381992 0,2481849 17406,856 11362,451 1,5319632 48598,58 13625,607 3,5667093
1889,3191 0,4771333 0,1977193 6376,4605 5567,3419 1,145333 27151,743 9555,5632 2,8414592
5147,5127 0,5109994 0,1614227 22381,53 18246,407 1,2266267 73975,827 31888,415 2,3198339
43757,633 0,4582277 0,1891097 144391,3 131270,66 1,0999511 628848,79 231387,55 2,7177295
1014,8229 0,4506784 0,1458424 6174,6465 5707,5971 1,0818294 14584,201 6958,3544 2,0959267
9463,795 0,4449575 0,1081662 56010,043 52439,105 1,0680969 136005,89 87493,105 1,5544756

18924,381 0,463873 0,0898694 128456,11 115362,23 1,1135024 271965,67 210576,57 1,2915287
53203,422 0,3768212 0,1693645 257311,07 284466,45 0,9045392 764595,9 314135,66 2,4339673

10360,932
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20215,562 0,3773714 0,0965433 124017,92 136906,29 0,9058599 290521,46 209393,74 1,387441
5070,0078 0,5627018 0,0858591 33743,942 24981,9 1,3507356 72861,99 59050,326 1,2338965
38253,818 0,4678168 0,0484412 378044,81 336647,48 1,1229694 549752,46 789696,56 0,6961566
35378,869 0,5499439 0,0841507 261693,84 198236,22 1,3201111 508436,07 420422,82 1,2093446
108994,95
10453,459
12579,609 0,3875011 0,1090861 74942,953 80568,602 0,9301757 180783,82 115318,21 1,5676954

688,1665 0,9005709 0,0459444 11555,897 5345,5661 2,1617723 9889,764 14978,244 0,6602752
1525,1315 0,4452909 0,1237715 8993,7302 8414,0283 1,0688971 21917,937 12322,153 1,7787426
1791,3685 0,8165273 0,0576618 30645,481 15635,207 1,9600304 25744,078 31066,841 0,8286674
2743,6354 0,9171912 0,0520042 41877,703 19020,893 2,2016687 39429,275 52757,975 0,7473614
23487,433 0,9995322 0,1315779 150947,2 62912,394 2,3993237 337542,1 178505,87 1,89093
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19482,773 0,5854131 0,0849604 116430,62 82853,847 1,405253 279990,43 229315,95 1,220981
17847,885 0,5040436 0,0823862 97551,645 80625,876 1,2099297 256495,16 216636,85 1,1839867
261,20812 0,4765856 0,0244884 3123,2413 2730,0621 1,1440184 3753,8687 10666,598 0,3519274
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4840,6454 0,6374863 0,0718458 36418,281 23798,878 1,530252 69565,782 67375,461 1,0325092
12903,561 0,63479 0,0891234 77728,083 51010,057 1,5237796 185439,38 144783,02 1,2808089
4800,9834 0,5926439 0,0792388 36644,015 25758,296 1,4226102 68995,793 60588,801 1,1387549
3521,9229 0,4064759 0,0657122 26075,162 26723,919 0,9757237 50614,185 53596,218 0,9443611

7871,0947 0,4016377 0,0338417 127586,62 132336,19 0,9641098 113116,91 232585,51 0,4863455
2211,2419 0,4061587 0,0353104 30166,437 30941,134 0,9749622 31778,154 62622,985 0,5074519
7737,4055 0,4251273 0,0639597 79515,479 77918,507 1,0204954 111195,64 120973,22 0,9191757
9843,9108 0,4648916 0,1085654 59991,2 53758,086 1,1159475 141468,6 90672,606 1,5602133
1416,348 0,3002117 0,0274768 24590,206 34122,626 0,7206422 20354,591 51547,129 0,3948734

1864,8429 0,3146839 0,042403 20832,782 27579,138 0,7553819 26799,991 43979,024 0,6093812
19140,422 0,4222506 0,0621819 189384,92 186845,68 1,01359 275070,43 307813,48 0,893627
25772,877 0,5581607 0,0656211 330453,38 246637,39 1,3398349 370386,63 392752,69 0,9430531

57819,738 0,3026352 0,0597855 412920,59 568401,17 0,7264598 830937,81 967119,85 0,859188
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2497,3486 0,3759901 0,0508664 22872,389 25342,123 0,9025443 35889,845 49096,221 0,7310103
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4133,6987 0,4463143 0,1944088 22065,421 20595,831 1,0713538 59406,124 21262,923 2,7938832

4575,3558 0,3612906 0,0799037 39885,137 45989,892 0,8672588 65753,258 57260,859 1,1483107
6786,2077 0,3210334 0,0706101 65499,737 84995,753 0,7706236 97525,806 96108,123 1,0147509
62143,544 0,374809 0,0920559 462356,6 513895,76 0,8997089 893076 675063,15 1,3229518
4594,0928
1759,9695
59525,802
1851,3939
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10062,915 0,3258874 0,047275 116181,38 148517,26 0,7822752 144615,95 212859,12 0,6793975
132,89951
1834,9707

2890,5719 0,2232176 0,0193957 53821,294 100446,25 0,5358219 41540,926 149031,59 0,2787391
9889,6463 0,5282803 0,0914201 68774,644 54234,033 1,2681086 142125,88 108178,01 1,3138148
977,92007 0,378274 0,0315798 12085,62 13309,764 0,9080266 14053,864 30966,593 0,4538396
2104,3955 0,3319614 0,0789994 17574,207 22054,441 0,7968557 30242,644 26638,114 1,1353148
2427,4617 0,5472065 0,0621464 27995,767 21313,22 1,31354 34885,487 39060,357 0,8931175
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7741,6851
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8264,6163
12522,787
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2865,7024
1353,5842
22573,889

73304,472 0,7106799 0,2383861 303127,45 177688,44 1,7059492 1053471,7 307503,13 3,4258893
2923,8012 0,6804707 0,0346485 33037,252 20225,645 1,6334338 42018,471 84384,763 0,4979391
9698,8238
482,58633 0,3753185 0,0272774 5032,802 5586,2167 0,9009321 6935,3345 17691,832 0,3920077
465,5815 0,4864525 0,0400497 3207,2267 2746,611 1,1677033 6690,9551 11625,1 0,5755611

3980,3534 0,4535259 0,0988928 30149,381 27693,909 1,0886647 57202,371 40249,189 1,4212056
7555,05 0,5240277 0,0383908 84967,634 67547,183 1,2579005 108574,98 196793,18 0,5517212
5170,739 0,5018672 0,0483357 48906,526 40596,25 1,2047055 74309,616 106975,51 0,6946414

3329,8943 0,6474192 0,0770681 23456,068 15093,069 1,5540954 47854,507 43207,168 1,1075594
7589,9814 0,65577 0,0577418 85722,52 54456,7 1,5741409 109076,98 131446,88 0,829818
3366,2632 0,3552403 0,0311081 30065,681 35257,924 0,8527354 48377,171 108211,68 0,4470605
9903,1725 0,3714971 0,052301 113191,33 126930,4 0,891759 142320,27 189349,68 0,7516266
29964,302 0,8474744 0,1383469 167351,34 82264,133 2,0343171 430622,34 216588,23 1,9882075
29994,436 0,3725548 0,1392841 159929,74 178832,74 0,8942979 431055,41 215347,17 2,0016767
131473,61 0,4517172 0,3533411 621694,05 573347,59 1,0843231 1889430,8 372086,97 5,0779278
11011,973 0,6387519 0,1029469 60706,946 39592,611 1,5332898 158255,03 106967,51 1,4794683
31340,633 0,547297 0,0941323 212730,64 161925,38 1,3137572 450401,85 332942,27 1,3527926

17869,647 0,4255048 0,1381623 86358,379 84548,897 1,0214016 256807,9 129338,11 1,9855548
508,11773 0,4598443 0,0276059 7368,3154 6675,2168 1,1038316 7302,2509 18406,123 0,3967294
4087,144 0,4876982 0,0278066 78247,019 66838,17 1,1706936 58737,079 146984,45 0,3996142

2012,6206 0,4693813 0,0293778 89246,484 79208,763 1,1267249 28923,73 68508,327 0,4221929
1475,5666 0,4454794 0,0325279 29958,129 28015,284 1,0693495 21205,632 45363,121 0,4674641
500,12307 0,4747807 0,0344772 7454,4962 6540,8343 1,1396858 7187,3582 14505,889 0,4954786
7488,9282 0,4682175 0,0906272 48292,845 42967,795 1,1239312 107624,73 82634,451 1,3024196
3181,133 0,2779957 0,0780324 26374,649 39523,609 0,6673138 45716,633 40766,831 1,1214174

24308,726 0,5958265 0,0465978 302515,5 211512,34 1,4302499 349345,06 521670,98 0,6696655
6151,5248 0,4813752 0,1275828 29503,641 25532,884 1,1555154 88404,665 48215,94 1,8335153
133606,58 0,4926968 0,1335521 586825,06 496177,22 1,1826925 1920084,1 1000408 1,9193011
65689,062 0,4018494 0,1022976 300595,57 311621,34 0,9646181 944029,28 642136,93 1,470137

38635,517 0,2946764 0,1851504 150103,93 212204,55 0,7073549 555237,93 208671,03 2,6608289
391136,27 0,3515377 0,4086812 1268502,3 1503236,3 0,8438476 5621089,4 957069,38 5,8732309
153293,35 0,1912324 0,3820843 551310,8 1200999,7 0,4590432 2203006,1 401202,9 5,4910025
123477,03 0,192621 0,3443641 450294,82 973870,37 0,4623765 1774510,5 358565,31 4,9489186
87813,546 0,1939915 0,3590194 293801,63 630927,39 0,4656663 1261984,2 244592,73 5,1595327
109780,44 0,2257877 0,3414475 394156,67 727237,92 0,5419914 1577674,4 321514,86 4,907003
18512,864 0,3021253 0,186529 85812,948 118324,24 0,7252356 266051,68 99249,261 2,6806414
19942,186 0,3115702 0,1435664 104559,34 139802,49 0,7479076 286592,72 138905,7 2,0632179
20402,519 0,4739108 0,0850993 151595,73 133259,55 1,1375975 293208,25 239749,62 1,2229769



2422,907 0,2975307 0,0313797 29432,414 41209,939 0,7142067 34820,031 77212,584 0,4509632
11321,638 0,4140545 0,0271406 166680,07 167700,4 0,9939157 162705,28 417146,99 0,390043
4195,1198 0,2973082 0,0310369 54285,168 76064,532 0,7136725 60288,818 135165,56 0,4460368
5968,277 0,4199653 0,0559966 58569,723 58098,873 1,0081043 85771,177 106582,9 0,8047367

7808,9552 0,438929 0,040284 99207,954 94158,627 1,0536258 112223,89 193847,72 0,5789281
13086,772 0,4225657 0,0423131 171461,9 169036,84 1,0143463 188072,35 309284,44 0,6080886
9782,1771 0,4201517 0,0364631 133480,65 132348,84 1,0085517 140581,42 268275,72 0,5240184
66029,539 0,485039 0,1177329 375585,63 322582,09 1,1643102 948922,33 560842,06 1,69196
75933,669 0,4866733 0,0453676 876942,27 750656,78 1,1682333 1091256,4 1673742,7 0,6519857

9679,7713
4594,0928
1759,9695
11607,574
59525,802
1851,3939
8260,2948
132,89951
1834,9707

15485,012 0,4353358 0,0714751 182185,3 174339,92 1,0450005 222537,87 216649,15 1,0271809
3132,0546 0,4902347 0,0776246 33083,029 28113,127 1,1767822 45011,317 40348,717 1,1155576
3772,6518 0,4408006 0,0957046 31619,634 29882,89 1,0581184 54217,454 39419,74 1,3753884
17787,217 0,4944133 0,1007194 99376,433 83733,876 1,1868128 255623,28 176601,7 1,4474565
16706,599 0,4637019 0,0761614 178772,57 160609,01 1,1130918 240093,52 219357,69 1,0945298
9027,8259 0,5386221 0,0674038 126001,73 97454,131 1,2929337 129740,5 133936,39 0,9686726
797,89683 0,3637856 0,0370966 12496,398 14310,251 0,873248 11466,718 21508,626 0,5331218
3471,3235 0,473137 0,0389287 55936,487 49251,128 1,1357402 49887,012 89171,383 0,5594509
4427,6624 0,4117392 0,0462433 54901,267 55547,952 0,9883581 63630,729 95747,068 0,664571

3969,6425 0,2789761 0,0364178 51546,643 76973,509 0,6696673 57048,444 109002,87 0,5233664
7768,8973 0,3392608 0,0416392 91249,173 112047,77 0,8143774 111648,21 186576,41 0,5984048
17314,143 0,270942 0,0394122 156954,99 241327,43 0,6503819 248824,65 439309,46 0,5663995
5664,4313 0,3754655 0,0527111 55486,393 61563,658 0,9012849 81404,557 107461,78 0,757521
4317,7939 0,3666657 0,0407422 55856,517 63461,671 0,8801615 62051,789 105978,44 0,5855133
5223,4744 0,2779682 0,0470241 46726,357 70028,495 0,6672478 75067,485 111080,77 0,6757919
6552,9637 0,296827 0,0447096 57240,297 80335,295 0,7125174 94173,814 146567,29 0,6425296
5982,9654 0,3782893 0,0617845 57592,025 63422,912 0,9080634 85982,267 96835,954 0,8879168

2093,6617 0,4291997 0,1191534 11890,212 11540,86 1,030271 30088,387 17571,139 1,7123755
43513,261 0,4483476 0,1094342 274861,9 255392,2 1,0762345 625336,86 397620,25 1,5726987
2578,781 0,4310353 0,0875393 20768,838 20072,77 1,0346772 37060,124 29458,563 1,2580425

8512,0837 0,4413895 0,0424435 117335,86 110743,1 1,059532 122328,68 200551,12 0,6099626
9310,2361 0,382308 0,0318223 157632,2 171766,89 0,9177101 133799,07 292569,23 0,4573245
3010,0338 0,3676851 0,0394113 45056,835 51049,625 0,8826085 43257,734 76374,956 0,5663864

2940,5819 0,6845273 0,0474169 28948,228 17617,291 1,6431713 42259,629 62015,444 0,6814372
11643,819 0,5607621 0,0451329 118672,07 88161,26 1,3460795 167335,4 257989,67 0,6486128
9889,5078 0,6174441 0,0562351 90175,925 60841,635 1,4821417 142123,89 175860,19 0,8081641
8944,8637 0,3855138 0,086615 65615,416 70904,505 0,9254055 128548,24 103271,48 1,2447602
4409,7737 0,4610504 0,0498286 61278,734 55369,338 1,1067269 63373,648 88498,767 0,7160964
2349,5189 0,5696345 0,0756448 17144,534 12538,262 1,3673772 33765,357 31059,868 1,0871056



73511,135 0,9362892 0,0669682 632437,07 281394,26 2,2475123 1056441,7 1097701,4 0,9624126
32532,137 0,3450288 0,110754 191857,98 231650,08 0,8282232 467525,17 293733,35 1,5916652
3413,8525 0,5963508 0,0320433 42310,108 29556,312 1,4315084 49061,085 106538,82 0,4604996
6255,9974 0,6642658 0,0218298 110277,55 69159,708 1,5945347 89906,059 286580,71 0,3137199
6735,5818 0,4699954 0,0338407 71461,991 63341,653 1,128199 96798,252 199037,76 0,4863311
4995,2108 0,6763694 0,0265792 79134,781 48740,654 1,6235888 71787,068 187936,75 0,3819746
1679,2798 0,6173974 0,0379867 22685,692 15307,181 1,4820294 24133,231 44207,08 0,5459133
8364,7615 0,6685982 0,058254 86832,956 54103,741 1,6049344 120211,48 143591,12 0,8371791

2823,869
109579,91
79,539306
39,029183

28,050415
105,47347
91,809958
627187,39
252091,25
409686,06
513289,87
7822,2717
8621,3122
43132,058
25460,473
6283,7259
5212,0084 0,6852898 0,0832548 43992,28 26743,001 1,6450016 74902,706 62603,076 1,19647
31814,423
78,120456

9536,0322 0,3940227 0,0614748 89197,63 94306,151 0,9458305 137044,03 155121 0,8834654
3421,9859 0,3951999 0,0836582 24370,727 25689,731 0,9486564 49177,972 40904,356 1,2022674
28395,682 0,3378938 0,0773599 180521,62 222565,06 0,8110959 408079,43 367059,58 1,1117526
4533,0173 0,5389143 0,067911 44733,938 34580,031 1,293635 65144,803 66749,387 0,9759611
12707,826 0,4463334 0,0959059 89263,652 83314,996 1,0713996 182626,44 132503,03 1,3782813
12464,67 0,3291188 0,0707795 119178,31 150852,49 0,7900321 179132 176105,56 1,0171854
8605,394 0,2505862 0,1299234 56160,568 93364,598 0,6015189 123669,66 66234,367 1,8671524

1005,6027 0,2949063 0,0479336 9067,9493 12809,521 0,707907 14451,696 20979,06 0,6888629
1454,0364 0,3993897 0,0780356 9896,7524 10322,95 0,9587136 20896,218 18632,996 1,1214631
1635,5689 0,2925363 0,0568172 12283,341 17492,212 0,7022177 23505,054 28786,507 0,8165303

5457,1266 0,4475441 0,0414086 71121,31 66202,111 1,0743058 78425,343 131787,27 0,5950904
2359,2293 0,485595 0,0501214 26582,294 22804,794 1,165645 33904,907 47070,287 0,7203038
14032,54 0,4111284 0,0802605 111240,9 112718,44 0,9868917 201664,14 174837,43 1,153438

33616,579 0,3814795 0,1299857 201704,52 220268,48 0,9157212 483109,87 258617,6 1,8680472
14225,224 0,4690423 0,1346196 92055,514 81760,92 1,1259109 204433,24 105669,75 1,9346431
145,24568 0,3122041 0,0148059 4008,1393 5348,2549 0,7494294 2087,3516 9809,9763 0,2127785
1223,8895 0,3233268 0,0304072 17645,216 22734,91 0,7761287 17588,735 40250,055 0,4369866
4083,9579 0,2911101 0,0431583 61584,525 88129,693 0,6987943 58691,289 94627,437 0,6202354
962,11715 0,3241526 0,0379085 9136,2283 11741,549 0,778111 13826,758 25379,99 0,5447897
997,42762 0,2589072 0,0168964 15481,568 24910,285 0,621493 14334,211 59031,852 0,2428216
2877,7078 0,3629887 0,0346064 37952,858 43557,133 0,8713351 41356,054 83155,255 0,4973354



9838,9071 0,7414433 0,053745 114530,24 64350,239 1,7797951 141396,7 183066,36 0,7723794
14059,649 0,5428584 0,0537209 146999,99 112807,68 1,3031026 202053,74 261716,48 0,7720329
3170,338 0,5943149 0,0491444 35126,338 24622,047 1,4266213 45561,494 64510,623 0,7062634

552,38873 0,5755906 0,0579496 4953,739 3585,3155 1,3816745 7938,4773 9532,2271 0,832804
1470,9153 0,5154337 0,0497254 17004,324 13743,41 1,2372711 21138,787 29580,752 0,7146129
1652,6825 0,56958 0,0507377 17354,422 12692,973 1,3672464 23750,997 32573,038 0,7291612
10312,692 0,3088952 0,1066608 56211,722 75809,515 0,7414864 148205,54 96686,775 1,5328419
29667,615 0,705438 0,0866944 220898,74 130449,47 1,6933663 426358,6 342209,28 1,2459002
3585,958 0,4855274 0,1110292 22470,389 19279,899 1,1654827 51534,444 32297,429 1,5956206

25599,852 0,7147871 0,0724613 248433,77 144791,11 1,7158082 367900,05 353289,81 1,0413548
6591,5659 0,4590826 0,0518312 61732,875 56018,77 1,1020034 94728,573 127173,82 0,7448748
2036,3476 0,4616145 0,0351021 28025,928 25292,311 1,1080809 29264,716 58012,108 0,5044588

950,7425 0,5409274 0,0238224 22602,247 17406,866 1,2984674 13663,291 39909,632 0,3423557
21554,765 0,6577156 0,0500274 267786,85 169612,97 1,5788111 309767,39 430858,89 0,7189532
3962,5359 0,6993739 0,0260178 108631,18 64707,255 1,6788099 56946,313 152301,03 0,3739063
6364,8661 0,6260854 0,027525 158105,37 105201,27 1,5028846 91470,63 231239,58 0,3955665
4017,1602 0,5479614 0,039614 67689,658 51461,242 1,3153522 57731,328 101407,65 0,5692996
15070,572 0,4639931 0,0400155 211524,65 189914,18 1,1137907 216581,89 376618,19 0,5750702
61720,544 0,4583125 0,0741494 526890,92 478924,41 1,1001547 886997 832381,33 1,0656138
77684,007 0,5112022 0,0848254 626967,77 510928,9 1,2271135 1116410,8 915810,34 1,2190415

16776,142
6596,1671
644,35077
924,36965
3869,4226
2953,1876
2965,9831 0,7110925 0,0264978 62733,475 36752,015 1,7069398 42624,674 111933,28 0,3808043
26120,034 0,5622528 0,0450309 335970,31 248929,98 1,3496579 375375,69 580047,15 0,6471469
24658,65 0,5267918 0,0545798 277801,61 219686,64 1,2645357 354373,88 451790,61 0,7843764
17570,25 0,3877141 0,0407167 203821,64 219001,25 0,9306871 252505,2 431524,72 0,5851466

6833,8414 0,4064204 0,0748635 51614,289 52905,693 0,9755904 98210,358 91284 1,075877

12938,16 0,4554174 0,1092193 72784,692 66579,168 1,0932052 185936,62 118460,33 1,5696108
2670,647 0,3457493 0,1676394 13068,811 15746,452 0,8299528 38380,346 15930,902 2,409176

3218,8798 0,303467 0,1076957 16679,244 22896,698 0,7284563 46259,098 29888,656 1,5477142
4213,3019 0,4220441 0,0563141 31945,407 31532,511 1,0130943 60550,116 74817,842 0,8093005
7048,7417 0,6177324 0,0377819 88770,545 59865,474 1,4828337 101298,73 186564,08 0,5429702

4436,952 0,6101808 0,0399218 78247,88 53422,222 1,4647066 63764,231 111141,05 0,5737235
47416,679 0,3068689 0,0550415 385936,28 523926,86 0,7366224 681433,59 861471,99 0,7910107
29605,681 0,500363 0,082641 236133,73 196598,74 1,2010948 425468,55 358244,32 1,1876491
27232,868 0,4983083 0,0491594 356295,1 297865,15 1,1961624 391368,43 553971,09 0,7064781
34282,142 0,3808624 0,0526493 376923,73 412281,01 0,9142398 492674,79 651141,15 0,7566329
3859,8272 0,5644248 0,0353374 72411,063 53444,96 1,3548717 55470,268 109227,75 0,5078404
8946,5718 0,3967704 0,0374211 107881,79 113270,49 0,9524263 128572,79 239078,19 0,5377855
3950,4629 0,3642116 0,0287532 57465,062 65729,157 0,8742705 56772,809 137392,12 0,4132173
9443,3608 0,3876138 0,0330537 122707,7 131880,49 0,9304462 135712,23 285697,12 0,4750213
1638,2138 0,388691 0,0432042 21385,049 22919,954 0,9330319 23543,065 37917,941 0,6208951
2953,3628 0,4091371 0,0368188 37924,502 38615,257 0,9821119 42443,306 80213,398 0,5291299



11010,848 0,4349886 0,0415727 148571,49 142287,12 1,0441668 158238,87 264857,35 0,5974494
20119,207 0,478525 0,0869353 147024,06 127994,63 1,1486737 289136,72 231427,37 1,2493627
6480,8684 0,5630997 0,09932 58255,349 43098,131 1,3516908 93137,721 65252,39 1,4273457
4316,8261 0,3245663 0,0301012 42761,681 54885,703 0,7791042 62037,881 143410,33 0,4325901

493977,59 0,4569752 0,0485906 5884802,4 5364722,1 1,0969445 7099040,4 10166114 0,6983042
6724,9212 0,3979172 0,0517244 81798,048 85636,342 0,9551791 96645,047 130014,61 0,7433399
9341,6417 0,3811161 0,0472472 109794,81 120014,16 0,9148488 134250,4 197718,57 0,6789974
6536,2781 0,5340459 0,0503198 81185,408 63329,686 1,2819487 93934,023 129894,65 0,7231554
20552,407 0,4192199 0,0323005 355028,15 352800,22 1,006315 295362,33 636287 0,4641967
6125,9323 0,486721 0,0615454 64351,144 55078,751 1,1683479 88036,869 99535,133 0,8844803
5098,4475 0,3823133 0,038945 66387,863 72339,777 0,9177228 73270,702 130914,1 0,5596853

2216,5428 1,5542196 0,0240016 47916,856 12843,514 3,7308212 31854,333 92349,602 0,344932
21119,711 0,4582465 0,0900311 156631,19 142392,46 1,0999964 303515,15 234582,42 1,2938529
3041,064 0,5628702 0,0481741 37777,944 27960,051 1,35114 43703,675 63126,541 0,6923185

2966,9699 1,3225759 0,0348866 48578,606 15301,442 3,174773 42638,856 85046,223 0,501361
1935,1801 0,9320586 0,0402175 21402,055 9565,7755 2,237357 27810,82 48117,808 0,5779735
643,64561 1,7033967 0,0260922 10706,77 2618,488 4,0889131 9249,9463 24668,119 0,3749757
12965,87 0,8092042 0,0441689 135368,1 69689,303 1,9424516 186334,83 293552,12 0,634759
18538,51 0,4996023 0,081898 139363,15 116206,79 1,1992686 266420,24 226360,9 1,1769711

21060,482 1,1364199 0,0352706 315091,55 115506,35 2,7279153 302663,96 597112,04 0,5068797

11908,682 0,5397297 0,1023031 87161,674 67275,536 1,2955924 171141,8 116405,85 1,4702164
8739,8376 0,345539 0,1414087 45250,983 54555,544 0,8294479 125601,77 61805,523 2,0322095
24439,465 0,4736504 0,1387925 140142,79 123259,6 1,1369726 351223,92 176086,29 1,9946125
7750,885 0,7983258 0,1101342 62135,784 32424,221 1,9163385 111389,36 70376,734 1,5827582

7399,4391 0,431022 0,1048894 58297,031 56344,944 1,0346453 106338,66 70545,145 1,5073846
19057,423 0,5899047 0,154617 102263,12 72217,945 1,4160348 273877,64 123255,67 2,2220287

6385,4345 0,4775547 0,0496981 75371,375 65749,322 1,1463445 91766,222 128484,37 0,7142209
15913,382 0,4660478 0,0630858 162144,83 144937,43 1,1187229 228694,06 252249,83 0,9066173
1237,4736 0,1829362 0,0708227 8198,5505 18670,043 0,4391286 17783,954 17472,828 1,0178063
595,48069 0,2459705 0,0677155 4478,2572 7584,6219 0,5904391 8557,7596 8793,8564 0,9731521
5522,4564 0,3006504 0,0750408 34581,469 47916,998 0,7216952 79364,21 73592,758 1,0784242
5591,1227 0,3034012 0,0807293 32673,769 44863,165 0,7282983 80351,025 69257,654 1,1601754
70064,403 0,5515773 0,1023574 516312,36 389954,63 1,3240319 1006908,1 684507,18 1,4709971
31930,574 0,445554 0,0398992 353077,93 330124,83 1,0695286 458880 800281,79 0,573398
6798,182 0,3289918 0,0317418 104823,43 132733,71 0,7897273 97697,89 214171,39 0,4561669

23277,03 0,5158161 0,1262172 228749,93 184745,57 1,238189 334518,37 184420,38 1,8138905
22202,759
2892,4843
59537,908
12500,935
6922,9934
17388,786
877,7854

1497,1017
19592,825
3611,9162
2771,5358



22296,575
5691,7949
3830,0111
9426,4834
4554,6294
10319,753 0,7478363 0,0949552 106526,02 59341,301 1,7951412 148307,01 108680,22 1,3646183
9079,9653 0,5963856 0,0601392 111346 77777,758 1,4315918 130489,81 150982,5 0,8642711
11929,599 0,5478876 0,046697 168379,84 128028,47 1,315175 171442,41 255468,27 0,6710908
4926,628 0,4713507 0,044262 63020,792 55699,029 1,1314523 70801,453 111305,98 0,6360975

2549,3121 0,8308067 0,0473743 44754,808 22441,28 1,9943072 36636,621 53812,138 0,6808245
29764,98 0,780471 0,0767173 358295,33 191245,99 1,8734789 427757,86 387982,43 1,1025186

58778,332
26905,998 0,7227399 0,0976291 263486,76 151874,44 1,7348987 386670,92 275594,18 1,4030446

4857,9051
32554,516
56088,964 0,2768181 0,0346197 260681,34 392304,62 0,664487 806064,54 1620146,8 0,4975256
7448,3189 0,4276301 0,0282502 68534,266 66764,783 1,0265032 107041,12 263655,37 0,4059888
7732,4629 0,5088494 0,0552696 51894,746 42485,632 1,2214658 111124,61 139904,55 0,7942888
10079,695 0,4582685 0,03577 82273,978 74791,185 1,1000491 144857,11 281791,61 0,5140576
14508,343 0,6965898 0,1108329 107728,77 64426,204 1,6721266 208502 130902,91 1,5927989
50754,755
45073,059

241217
553,01814
584,79836
4204,3018
1694,0224
4506,4179

11424,63 0,848859 0,0495382 140205,36 68807,687 2,0376409 164185,41 230622,43 0,711923
3901,8131 0,2672463 0,2086782 8749,7532 13639,301 0,6415104 56073,655 18697,751 2,9989519
3616,1826 0,5524059 0,0360063 55177,72 41611,499 1,3260209 51968,808 100431,93 0,5174531
3181,354 0,4068491 0,0383501 46786,613 47906,687 0,9766197 45719,807 82955,544 0,5511363

3761,6069 0,356818 0,0370079 58875,265 68737,559 0,8565225 54058,726 101643,43 0,5318467
2145,6532 0,6931831 0,0273839 38262,379 22994,921 1,6639491 30835,566 78354,523 0,3935391
3360,1286 0,4443507 0,1237459 13486,518 12643,924 1,0666402 48289,01 27153,446 1,778375

2441,3933 0,4684305 0,0717217 20077,051 17855,118 1,1244424 35085,7 34039,791 1,0307261
2065,9422 0,4742902 0,0822557 16396,84 14402,037 1,1385083 29690,025 25116,098 1,1821114
40,685037 0,2021779 0,0023253 5149,86 10611,329 0,4853172 584,69195 17496,633 0,0334174
2674,2301 0,443668 0,0606037 30103,327 28266 1,0650013 38431,84 44126,546 0,870946
2071,1777 0,215347 0,0645252 13947,962 26982,358 0,516929 29765,265 32098,747 0,927303
3741,6248 0,4292988 0,052214 43407,971 42122,849 1,0305089 53771,559 71659,348 0,7503775
46610,32 0,3735837 0,1398023 184069,6 205258,94 0,8967677 669845,25 333401,64 2,009124

65666,062 0,7985048 0,1462893 580455,27 302830,19 1,9167682 943698,73 448877,97 2,1023503
40907,143 0,6122327 0,0901086 371285,32 252638,31 1,4696319 587883,88 453976,15 1,2949665
262814,07 0,4561269 0,2758533 1251726,8 1143225,2 1,0949083 3776948 952731,13 3,9643378
87353,555 0,3461632 0,0623298 719417,1 865780,53 0,8309463 1255373,6 1401473 0,895753
1061,292 0,4645754 0,0536863 13381,529 11999,342 1,1151886 15252,018 19768,39 0,7715356

4547,3333



102980,3 0,8765287 0,1096727 901475,84 428445,77 2,1040605 1479948,4 938978,5 1,5761259
342587,93 0,6329786 0,0845108 3025655,3 1991307,6 1,5194314 4923392,5 4053776,9 1,2145198
146254,13 0,565792 0,0760176 1242607,6 914924,31 1,3581534 2101844,2 1923951,2 1,0924623
30092,624 0,688146 0,1455111 170825,72 103414,3 1,6518579 432466,48 206806,35 2,0911664

3570,0625 0,3019001 0,0958279 18676,408 25771,398 0,7246952 51306,008 37254,953 1,3771594
12911,779
14277,646
11661,545 0,3565577 0,1868959 48366,254 56509,384 0,8558977 167590,15 62395,942 2,6859142
27753,557 0,3219372 0,1802524 127295,27 164721,04 0,772793 398851,34 153970,52 2,5904396
8191,9569 0,3066941 0,0898814 47677,128 64760,859 0,7362028 117728,08 91141,819 1,2917021
44404,988 0,3763423 0,1902864 202946,91 224650,45 0,9033897 638152,04 233358,68 2,7346402
56855,385 0,3202127 0,1785727 243677,88 317019,1 0,7686536 817078,91 318387,94 2,5662998

15249,359 0,6167022 0,2241292 66518,787 44934,174 1,4803607 219151,26 68038,252 3,2210008
45863,967 0,6018576 0,2345621 198823,56 137620,14 1,4447272 659119,29 195530,2 3,3709334
125524,07 0,7071736 0,3908264 400183,5 235744,23 1,6975326 1803928,9 321176,04 5,616636
669806,39 0,4694474 0,2606982 2137041,9 1896417,8 1,1268835 9625907,6 2569278,6 3,746541
29573,744 0,3512901 0,1766306 105352,87 124936,23 0,8432531 425009,57 167432,73 2,5383901
41694,267 0,7796048 0,5117094 158354,05 84617,973 1,8713997 599195,78 81480,364 7,3538673
355720,3 0,6021985 0,2702514 1392334,2 963189,54 1,4455454 5112120,1 1316257 3,8838312

44169,388 0,670712 0,2721346 177426,96 110202,51 1,6100083 634766,19 162307,14 3,9108951
36629,947 0,6354655 0,2558906 156544,36 102625,06 1,525401 526415,53 143146,89 3,6774501
24081,578 0,6311257 0,2688308 98278,922 64871,282 1,5149835 346080,66 89578,954 3,8634149
156917,9 1,8969568 2,5257214 506708,06 111277,74 4,5535437 2255095,2 62127,951 36,297594

97116,913 1,8924349 2,2241614 332438,59 73181,011 4,5426892 1395684,5 43664,508 31,963822
67261,829 1,5668493 1,5654462 237639,89 63182,971 3,7611383 966631,79 42966,555 22,497308

22285,156 0,6139664 0,0419195 252564,51 171370,34 1,4737936 320263,97 531617,8 0,6024327
702,63309 0,43859 0,0316032 8437,4439 8014,1992 1,0528118 10097,666 22232,969 0,4541753
2658,9555 0,5137856 0,039834 32214,29 26120,085 1,2333149 38212,325 66750,884 0,5724617
5759,7556 0,3727974 0,046587 36218,693 40473,228 0,8948803 82774,479 123634,51 0,6695095
64,931153 0,3911715 0,0268725 796,79221 848,56634 0,9389864 933,13723 2416,2709 0,386189
866,49268 0,5047555 0,0313166 11369,17 9383,2997 1,2116388 12452,521 27668,762 0,450057
4184,6183 0,3153752 0,1247135 23059,205 30459,638 0,7570413 60137,899 33553,86 1,7922796

1045,9475 0,5883724 0,077673 7762,1115 5495,8582 1,4123566 15031,498 13466,035 1,1162527
4002,9526 0,5243004 0,1026447 25331,727 20127,626 1,2585551 57527,149 38998,13 1,4751258
17393,428 0,3915161 0,0606643 158703,76 168867,28 0,9398135 249964,07 286715,97 0,8718177
3209,6513 0,5685749 0,1066653 23789,907 17430,625 1,3648338 46126,473 30090,865 1,5329062
2811,769 0,6275604 0,1260394 20960,705 13914,201 1,5064253 40408,435 22308,646 1,8113352

9100,6999 0,687548 0,1465607 65310,619 39572,067 1,6504222 130787,79 62095,076 2,1062505
15424,962 0,5725491 0,0771644 141483,74 102944,16 1,3743737 221674,89 199897,35 1,1089436
11322,479 0,3077021 0,0826598 58361,478 79013,954 0,7386224 162717,37 136976,87 1,1879186

1501,4193 0,5247959 0,0197569 12206,865 9689,9524 1,2597446 21577,166 75994,501 0,2839306
780,47565 0,5880367 0,0331905 5472,2152 3876,7403 1,4115506 11216,355 23515,032 0,4769866
7603,4222 0,5763009 0,0323765 58856,934 42545,758 1,3833796 109270,14 234843,65 0,4652889
4108,4947 0,8098504 0,0324791 41903,32 21555,177 1,9440026 59043,914 126496,47 0,4667633
4608,6537 0,5662216 0,0372213 48365,913 35584,501 1,3591848 66231,788 123817,56 0,5349143
425,82004 0,5103954 0,0408042 3917,4244 3197,4354 1,225177 6119,536 10435,703 0,5864038
7801,3507 0,5574332 0,1065409 52177,498 38994,05 1,3380887 112114,61 73223,985 1,5311186



1846,1229 1,1878745 0,0344537 20193,366 7081,8396 2,8514294 26530,963 53582,709 0,4951404

1266,9524 0,2159195 0,0280264 21216,434 40934,4 0,5183033 18207,6 45205,604 0,4027731
1667,8385 0,3235182 0,0751229 14618,963 18824,6 0,7765883 23968,806 22201,467 1,0796046
4499,6386 0,2610781 0,0452992 58772,703 93780,628 0,6267041 64665,112 99331,514 0,651003
3845,1353 0,2564182 0,040205 56703,554 92123,274 0,6155182 55259,128 95638,31 0,5777928

8704 0,2917935 0,0557803 90036,781 128544,12 0,7004348 125086,74 156040,83 0,8016283
16751,047 0,2484628 0,0979143 100321,63 168205,86 0,5964217 240732,3 171078,71 1,4071435
8393,6277 0,1821593 0,1831199 45406,288 103841,89 0,4372637 120626,33 45836,78 2,6316492

41112,348 0,8778798 0,2729569 223032,18 105837,7 2,1073038 590832,92 150618,48 3,9227119
14526,644 0,8099241 0,2797042 71867,79 36965,613 1,9441796 208765 51935,735 4,0196793
12317,317 0,6704597 0,1915341 88433,785 54948,195 1,6094029 177014,37 64308,758 2,7525702
115881,74 0,6898815 0,2077138 781955,9 472188,82 1,6560238 1665357,2 557891,33 2,9850925
281231,39 0,6981273 0,2089088 1918478,2 1144801,5 1,6758173 4041626,6 1346192,4 3,0022653
13611,41 0,5408176 0,1902755 105716,87 81433,188 1,2982038 195612,01 71535,286 2,7344828

29912,203 0,7349683 0,3027853 146326,81 82939,844 1,7642523 429873,63 98790,155 4,3513812
82176,23 0,7230527 0,3879133 314956,97 181463,47 1,7356495 1180969,3 211841,73 5,5747717

2128,4237 0,657442 0,2009378 11856,042 7512,5995 1,5781544 30587,958 10592,452 2,8877127
65841,174 0,7831005 0,3103246 278158,17 147972,93 1,8797909 946215,3 212168,7 4,4597309
2329,4184 0,7721088 0,2800816 9692,8932 5229,7736 1,8534059 33476,488 8316,9285 4,0251024
9646,1282 0,7623322 0,2608082 46808,065 25579,046 1,8299379 138626,24 36985,522 3,7481216

6050,2591 0,3449362 0,0621462 48929,506 59093,531 0,8280011 86949,357 97355,293 0,8931138
14202,852 0,3295999 0,0680553 128728,28 162702,74 0,7911869 204111,72 208695,65 0,9780353
182,2927 0,2542082 0,0207503 3307,1277 5419,6262 0,6102133 2619,761 8785,0838 0,2982056

6459,3472 0,3582408 0,0445907 90582,432 105336,02 0,8599379 92828,435 144858,53 0,6408213
1929,1426 0,331985 0,0384597 29141,266 36567,722 0,7969122 27724,054 50160,161 0,5527106

7813,039 0,5901404 0,0355135 136213,84 96155,426 1,4166007 112282,58 220002,16 0,5103704
3529,3913 0,6178968 0,0405143 59565,122 40159,104 1,4832284 50721,515 87114,696 0,5822383
23662,598 0,5818172 0,0533329 266857,1 191073,37 1,3966211 340059,43 443677,54 0,7664563
11643,774 0,3540651 0,0439378 117772,01 138569,27 0,8499143 167334,75 265005,56 0,6314387
2272,8585 0,4517626 0,0341325 31927,306 29441,496 1,0844322 32663,657 66589,368 0,4905236
50927,622 0,4461808 0,2453299 143505,51 133987,92 1,0710332 731889,98 207588,3 3,5256803
10264,736 0,5720194 0,0705511 94341,871 68707,11 1,373102 147516,36 145493,55 1,0139031
10732,935 0,2241561 0,0460732 73331,675 136285,3 0,5380747 154244,93 232953,93 0,6621263
4895,799 0,3339994 0,0592978 35798,441 44650,507 0,8017477 70358,404 82562,859 0,8521798

1780,1462 0,2286154 0,0446298 14292,659 26044,467 0,5487791 25582,799 39886,957 0,6413826
88194,097 0,3430942 0,0430527 1238376 1503650,9 0,8235795 1267453,2 2048516,8 0,6187175
62741,102 0,2381032 0,0410317 713740,9 1248772,4 0,571554 901663,62 1529090,2 0,5896733
162248,83 0,4400207 0,3328781 920636,99 871612,08 1,0562462 2331707 487412,21 4,7838502
29075,992 0,2872738 0,1628092 193462,69 280549,27 0,6895854 417856,29 178589,38 2,33976
34259,002 0,3652296 0,2250956 235822,82 268984,87 0,8767141 492342,25 152197,56 3,2348892
4347,8757 0,3670096 0,0411556 62453,8 70890,717 0,880987 62484,1 105644,72 0,591455
916,99792 0,394121 0,0469277 12578,68 13295,769 0,9460664 13178,341 19540,659 0,6744062
8822,9019 0,3988098 0,0482966 144491,8 150933,39 0,9573217 126795,5 182681,76 0,6940786
5730,0853 0,3740653 0,0749002 58699,051 65371,974 0,8979238 82348,082 76502,924 1,0764044

4857,9051
32554,516



50754,755
11090,611
45073,059

241217
553,01814
584,79836
4204,3018
1694,0224
4506,4179

405,29017 0,2578853 0,0400161 5604,8674 9054,13 0,6190399 5824,4976 10128,187 0,575078
2242,2315 0,3464937 0,106608 14968,357 17996,447 0,8317395 32223,51 21032,489 1,5320826
15777,571 0,2420448 0,0621771 174798,88 300850,61 0,5810155 226742,3 253752,03 0,8935586
17244,366 0,4457156 0,1343912 116398,11 108791,77 1,0699165 247821,87 128314,66 1,9313605
2888,8846 0,357616 0,1172094 22524,344 26238,749 0,8584382 41516,678 24647,204 1,6844377
11480,562 0,3772443 0,1215622 80002,391 88346,272 0,9055548 164989,22 94441,871 1,7469923

14762,752 0,3958554 0,0929965 88706,233 93352,403 0,9502298 212158,15 158745,27 1,3364691
1417,9921 0,3847661 0,0683975 9259,1549 10024,955 0,9236106 20378,218 20731,625 0,9829532
1744,4056 0,4206681 0,0695158 11269,267 11159,996 1,0097913 25069,165 25093,662 0,9990238
11793,188 0,5617818 0,0601658 114927,07 85224,14 1,3485272 169482,02 196011,49 0,8646535
35782,015 0,6186871 0,099132 233417,84 157170,47 1,4851253 514229,74 360953,37 1,4246431
3371,7663 0,4324193 0,0473804 32652,764 31457,4 1,0379994 48456,257 71163,741 0,6809122
2404,9652 0,4757257 0,0482146 22759,846 19930,614 1,1419541 34562,185 49880,422 0,6929008

15363,41 0,2800969 0,1584927 78739,095 117108,93 0,6723577 220790,31 96934,485 2,2777272
35352,545 0,468828 0,0798361 265288,62 235728,99 1,1253966 508057,75 442814,02 1,1473389
44129,319 0,3778387 0,215179 276708,12 305086,82 0,9069816 634190,35 205081,9 3,092376
23480,865 0,6226858 0,1587473 132162,35 88419,237 1,494724 337447,72 147913,44 2,2813865
6959,9773 0,2745503 0,1010901 45054,302 68363,185 0,6590433 100023,08 68849,253 1,4527838
7624,108 0,4932239 0,1835848 34182,84 28871,675 1,1839576 109567,42 41529,077 2,6383303

25052,115 0,6874439 0,0458377 484638,92 293689,86 1,6501725 360028,43 546539,81 0,6587414
8768,0587
10697,447
13785,592
5874,2885
6896,4299
1351,4253 0,5182372 0,0761479 15345,179 12335,344 1,2440009 19421,575 17747,379 1,0943348
35613,659
65778,532

59544,621 0,5073202 0,0525237 637451,08 523446,94 1,217795 855726,41 1133670,8 0,754828
1361,0061 0,5180244 0,1252045 7869,3544 6328,4421 1,24349 19559,263 10870,263 1,7993368
18323,029 0,5122248 0,1115217 99570,875 80980,357 1,2295682 263323,53 164300,09 1,6026987
8433,6762 0,4151754 0,0260388 141038,77 141519,04 0,9966063 121201,87 323889,25 0,3742078
6819,0649 0,2758566 0,0392206 69256,868 104589,34 0,6621791 97998,003 173864,28 0,5636465
9402,0006 0,3549103 0,1090375 51076,271 59952,666 0,8519433 135117,83 86227,223 1,5669974
9135,3744 0,5508423 0,1012034 62111,205 46973,247 1,3222676 131286,1 90267,508 1,4544115
17094,946 0,502559 0,0959426 118626,35 98333,627 1,2063661 245674,52 178178,9 1,3788082
14620,703 0,5059981 0,1135527 93200,717 76732,319 1,2146214 210116,74 128757,01 1,6318858
15415,76 0,5364105 0,1015729 105764,89 82139,529 1,2876247 221542,65 151770,36 1,4597227



39543,515 0,9937319 0,254699 176337,44 73923,616 2,3854006 568286,94 155255,89 3,6603245
19099,332 0,6969334 0,1233243 104478,81 62451,784 1,6729516 274479,91 154870,84 1,772315
333899,53 0,9425584 0,360334 1241330,1 548639,34 2,2625612 4798530 926638,87 5,1784251
95904,674 0,7744752 0,3397453 329306,37 177133,44 1,8590864 1378263,2 282284,05 4,8825402
258019,6 0,830436 0,3119488 946869,75 474998,24 1,9934174 3708045,9 827121,52 4,4830726

31771,432 0,6325251 0,1992619 134662,75 88690,62 1,5183427 456592,93 159445,61 2,8636281
8509,2274 0,5171119 0,2810985 28397,227 22877,014 1,2412995 122287,63 30271,341 4,0397164
15206,499 0,5689864 0,3034557 51714,155 37863,038 1,3658216 218535,32 50111,107 4,3610156
218433,99 1,2627261 0,3584728 795645,78 262493,49 3,0311067 3139154 609346,14 5,1516762
363918,3 1,1661709 0,3283898 1361508,1 486369,09 2,799331 5229935 1108190,1 4,7193481

1205,6086 0,4876435 0,0355791 15820,111 13514,969 1,1705622 17326,017 33885,35 0,5113129
1821,2485 0,6076546 0,0288622 26447,389 18131,51 1,4586424 26173,488 63101,507 0,4147839
2599,2847 0,5938054 0,0375786 25784,175 18089,102 1,4253983 37354,786 69169,33 0,5400484
7422,3099 0,5763896 0,046351 93604,072 67652,914 1,3835926 106667,34 160132,84 0,6661178
1313,0596 0,379536 0,0324493 14996,965 16461,082 0,9110558 18870,215 40464,95 0,4663348
56284,594 0,6226058 0,0465442 625826,11 418743,86 1,494532 808875,98 1209271,4 0,6688953
10839,712 0,4315179 0,0329791 128545,73 124098,57 1,0358357 155779,45 328684,43 0,4739484
7704,0721 0,5230842 0,0527689 71197,355 56702,237 1,2556357 110716,6 145996,36 0,7583518
5029,6482 0,5985096 0,0362842 68441,53 47638,33 1,4366904 72281,975 138618,07 0,521447

7582,8622 0,4173038 0,0553365 91638,586 91481,641 1,0017156 108974,67 137031,9 0,7952504
1968,1429 0,4861141 0,0392404 30103,553 25798,083 1,1668911 28284,534 50156,023 0,563931
2670,2275 0,3335759 0,0710769 16131,215 20145,605 0,8007312 38374,318 37568,17 1,0214583
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81030,461 0,6042972 0,1490323 490382,79 338059,05 1,4505833 1164503,3 543710,81 2,1417696
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8167,8399 0,2925808 0,0513695 64559,453 91922,526 0,7023246 117381,49 159001,75 0,7382402
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48150,919 0,3006253 0,1358886 364763,27 505467,8 0,721635 691985,48 354341,02 1,95288
22131,01 0,2855133 0,1419997 126131,59 184037,17 0,6853594 318048,71 155852,53 2,0407029

51650,249 0,206022 0,0556054 605383,32 1224122,2 0,4945448 742274,97 928871,72 0,7991146
1272,3023 0,9072015 0,1459252 10067,08 4622,8273 2,1776889 18284,484 8718,8672 2,097117



113,93714 1,0608823 0,1635542 965,18661 379,01117 2,5465915 1637,4111 696,63246 2,3504662
1380,4435 0,3490572 0,0742325 11623,977 13872,863 0,8378932 19838,601 18596,214 1,0668086

44910,838 0,3131493 0,170867 177505,08 236138,75 0,7516982 645421,7 262840,87 2,4555607
40907,143
262814,07
87353,555
39220,194 0,3768351 0,134447 225510,02 249300,12 0,9045725 563640,43 291714,93 1,9321617
4547,3333
51846,539 0,4703765 0,4260473 128746,69 114024,55 1,1291138 745095,9 121691,99 6,1228014
37927,169 0,5587652 0,3123696 143489,77 106979,25 1,341286 545058,14 121417,62 4,4891189

254617,43 0,5397057 0,3283144 787451,46 607819,63 1,2955348 3659152,7 775529,34 4,7182646
37695,417 0,7061208 0,3921347 150224,15 88627,538 1,6950053 541727,58 96128,735 5,6354386
409962,12 0,8009139 0,4378599 1569830,3 816534,94 1,9225512 5891639 936286,06 6,292563
63783,19 0,6924892 0,4141123 246973,34 148574,74 1,6622835 916639,64 154023,89 5,9512822
58860,82 0,3652104 0,1448117 267267,99 304867,9 0,8766682 845899,38 406464,4 2,0811156

822638,13 0,5964069 0,3005493 3530583,4 2466106,1 1,431643 11822280 2737115,4 4,3192479
12096,612 0,5917966 0,2996869 47250,605 33261,579 1,4205761 173842,58 40364,173 4,3068534
399306,53 0,6137033 0,3718953 1547221 1050272,2 1,473162 5738505,6 1073706,8 5,3445742
386946,24 0,5784274 0,3674959 1423961,6 1025551,2 1,3884842 5560873,6 1052926,6 5,2813498

153722,66
5264,0623
170,96754
29,587804
13902,071
105,69254 0,1474358 0,0460131 629,76799 1779,4492 0,3539118 1518,9264 2297,012 0,6612618
232,45519 0,1957892 0,0505188 1539,7515 3276,1958 0,4699815 3340,6551 4601,3591 0,7260149
81,425582

9939,235 0,4977785 0,1127003 47497,039 39750,113 1,1948906 142838,53 88191,754 1,6196359
14005,549 0,192676 0,0720418 49338,359 106675,57 0,4625085 201276,25 194408,62 1,0353258
95193,876 0,4675369 0,1197649 479038,88 426837,76 1,1222973 1368048,2 794839,37 1,7211632
62502,183 0,5474376 0,1154082 326513,9 248470,59 1,3140948 898230,06 541574,75 1,6585523
49456,234 0,3591346 0,1210048 208505,18 241861,94 0,8620834 710744,39 408713,03 1,7389815
16827,209 0,4649073 0,1079787 93050,187 83379,404 1,1159853 241826,83 155838,23 1,5517812
16384,412 0,4272552 0,1342105 89626,727 87389,274 1,0256033 235463,31 122079,96 1,928763

42820,535 0,4958782 0,2009445 212386,52 178426,69 1,1903293 615381,58 213096,29 2,8878099
13770,97 0,4982496 0,1421301 64703,08 54098,585 1,1960217 197905,07 96889,858 2,0425777

13712,583 0,3412449 0,1061526 71883,465 87754,766 0,8191403 197065,99 129178,07 1,5255375
11518,861 0,3883055 0,2309167 52747,007 56589,029 0,9321066 165539,61 49883,196 3,3185446
57810,426 0,4527261 0,2060739 271138,48 249495,99 1,0867448 830803,98 280532,48 2,9615251

531,54638 0,3910425 0,0540013 4292,3475 4572,7642 0,9386767 7638,9482 9843,2092 0,7760628
4261,3909 0,3640659 0,0731616 44314,375 50707,548 0,8739207 61241,211 58246,255 1,0514189
7211,2804 0,5243951 0,0516259 61016,64 48472,74 1,2587826 103634,6 139683,27 0,7419257
3211,5263 0,5480902 0,053373 27625,461 20997,395 1,3156614 46153,419 60171,335 0,7670333
4358,5792 0,6660559 0,057108 38271,036 23936,876 1,5988317 62637,922 76321,728 0,8207089
1612,6187 0,5505946 0,0398985 25476,927 19276,27 1,3216731 23175,232 40418,045 0,5733882
5931,7939 0,5263845 0,1128973 28227,457 22339,661 1,263558 85246,873 52541,525 1,6224666



79822,408 0,3587298 0,2517787 339802,17 394608,7 0,8611117 1147142,1 317034 3,6183568
55327,514 0,3419977 0,204705 236496,2 288077,23 0,8209472 795121,61 270279,19 2,9418528
6265,4026 0,3672795 0,130812 33326,315 37800,585 0,8816349 90041,222 47896,251 1,8799221

11589,9 0,2986634 0,1509954 58590,706 81724,943 0,7169256 166560,53 76756,652 2,1699817
21186,866 0,3399661 0,2036966 103094,58 126330,47 0,8160706 304480,24 104011,86 2,9273607
10347,758 0,3993964 0,1564136 56777,565 59221,658 0,9587298 148709,49 66156,386 2,2478478
13954,102 0,3656366 0,1445053 80037,995 91191,526 0,8776911 200536,9 96564,665 2,076711
20733,375 0,4827708 0,1027391 193257,26 166764,17 1,1588657 297963,04 201806,16 1,4764814
375030,12 0,382272 0,3321789 1252805,8 1365271,9 0,9176236 5389625 1129000,6 4,7738019
20255,588 0,4134096 0,1419137 116289,13 117183,51 0,9923677 291096,68 142731,69 2,0394677
34499,675 0,4221068 0,1912878 181835,34 179458,41 1,013245 495801,01 180354,86 2,7490305
12093,728 0,3934614 0,1272505 76641,008 81145,986 0,9444831 173801,14 95038,759 1,8287396

6136,1997 0,3508677 0,0358744 88147,398 104658,39 0,8422392 88184,424 171046,83 0,5155572
6254,5079 0,3404506 0,0729168 56193,712 68760,903 0,8172335 89884,653 85775,993 1,0478999
2888,1568 0,4243117 0,0484435 35106,945 34467,988 1,0185377 41506,218 59619,101 0,6961899
6394,3565 0,5343099 0,048345 73457,279 57272,951 1,2825824 91894,443 132265,23 0,694774
2262,9253 0,4122766 0,045816 26162,713 26436,381 0,9896481 32520,905 49391,648 0,6584292
47073,747 0,4358189 0,066509 430078,6 411102,15 1,0461599 676505,24 707779,89 0,955813
3963,4154 0,4811003 0,0665577 38684,141 33496,947 1,1548557 56958,953 59548,55 0,9565129
2708,2637 0,4206026 0,0539047 28184,104 27915,165 1,0096341 38920,943 50241,745 0,7746734
4797,6925 0,4215204 0,0636032 43884,006 43370,622 1,0118372 68948,498 75431,585 0,9140534
7277,3471 0,358659 0,0865062 47428,335 55088,897 0,8609418 104584,06 84125,181 1,2431956

21481,132 0,4462155 0,0838182 149107,11 139207,17 1,0711166 308709,19 256282,32 1,2045669
13848,214 0,2843602 0,1386506 59023,165 86469,231 0,6825915 199015,17 99878,536 1,9925719
9698,8238
501,57568 0,4499813 0,0368963 7407,8615 6858,1397 1,0801561 7208,2339 13594,214 0,5302428
19615,655 0,4368099 0,2139995 85214,874 81270,113 1,0485389 281900,09 91662,152 3,0754252

897,90408 0,1733711 0,0629576 14000,717 33641,98 0,416168 12903,94 14262,049 0,9047747
1248,3812 0,1768427 0,0650883 19302,066 45469,967 0,4245014 17940,709 19179,805 0,9353958
1767,3539 0,2104525 0,0914133 16395,888 32455,539 0,5051799 25398,96 19333,654 1,3137175
5392,0454 0,2132343 0,0928991 58245,689 113792,75 0,5118576 77490,049 58041,935 1,3350701
7142,4395 0,1527827 0,0677846 74431,765 202951,4 0,3667467 102645,28 105369,65 0,9741446
14517,925 0,3049682 0,1295015 113303,96 154774,15 0,73206 208639,7 112106,24 1,8610891
3478,489 0,2832276 0,0650465 45705,543 67226,622 0,6798727 49989,988 53476,934 0,9347953

2890,1518 0,2466185 0,0484657 47753,647 80665,696 0,5919945 41534,89 59632,94 0,6965092

3558,9686 0,1669776 0,0379088 45109,504 112542,78 0,4008209 51146,574 93882,371 0,5447942
6225,4165 0,3144072 0,022845 168739,93 223580,17 0,7547178 89466,576 272506,62 0,3283097
3771,5593 0,2454702 0,0551684 53981,825 91612,934 0,589238 54201,754 68364,467 0,7928352
9917,2269 0,1933775 0,0816801 80612,547 173661,97 0,4641923 142522,24 121415,49 1,173839
16421,667 0,3461553 0,1136171 75484,712 90843,934 0,8309274 235998,71 144535,21 1,6328112
16286,256 0,513766 0,1009862 105020,92 85156,612 1,2332679 234052,7 161272,06 1,4512911
18196,897 0,4165287 0,0987217 108584,27 108600,03 0,9998549 261510,87 184325,24 1,418747
21918,545 0,3581364 0,082064 139161,49 161874,55 0,8596873 314995,33 267090,76 1,1793569
8452,2452 0,3600682 0,035628 118883,84 137545,36 0,8643246 121468,73 237235,77 0,5120169
27481,125 0,4417973 0,085682 201553,53 190053,23 1,0605109 394936,17 320733,81 1,2313519
4231,9053 0,4045014 0,0523591 46565,278 47956,794 0,970984 60817,469 80824,563 0,7524627
6364,6025 0,4284042 0,0651976 59757,042 58108,99 1,0283614 91466,842 97620,256 0,9369658



4763,4046 0,3932299 0,0523172 53464,278 56640,238 0,9439275 68455,741 91048,457 0,7518605

5585,9683 0,3851533 0,0733876 43378,237 46918,722 0,92454 80276,951 76115,937 1,0546668
16982,741 0,3389481 0,0456903 351429,14 431929,09 0,8136269 244062,01 371692,18 0,656624
882,11511 0,3185229 0,0247902 15706,709 20542,462 0,7645972 12677,034 35583,261 0,356264
2246,9249 0,3329316 0,0236914 42372,086 53019,144 0,7991846 32290,96 94841,521 0,3404728
2574,9571 0,3913989 0,0175379 67448,309 71789,251 0,9395321 37005,169 146822,52 0,2520401

744,2996 0,9419138 0,035869 12929,064 5718,2593 2,2610139 10696,463 20750,513 0,5154794
12494,864 0,6624966 0,0834719 105950,26 66623,329 1,5902877 179565,92 149689,46 1,1995896
4093,7173 0,3735663 0,0445347 41333,85 46094,178 0,896726 58831,544 91921,921 0,6400165
5723,7383 0,5837794 0,0283576 120319,03 85860,521 1,4013313 82256,867 201841,25 0,4075325
3466,9379 0,6709595 0,0350538 61942,516 38459,219 1,6106026 49823,985 98903,331 0,5037645
4830,6071 0,7944476 0,047097 72133,712 37825,177 1,9070291 69421,52 102567,18 0,6768395
1988,8172 0,5349697 0,0202912 44293,071 34491,696 1,2841662 28581,648 98013,718 0,2916086
24846,97 0,713698 0,0416041 508643,04 296897,53 1,7131939 357080,26 597223,89 0,5979002

5111,1975 0,4394696 0,1124365 25520,449 24191,758 1,0549233 73453,934 45458,515 1,6158454
653,99629 0,5575041 0,0321299 9673,3967 7228,3444 1,338259 9398,6977 20354,777 0,4617441
2059,549 0,3494644 0,0660823 18392,764 21925,627 0,8388706 29598,148 31166,425 0,9496806

16034,589 0,43036 0,0438366 214271,52 207415,16 1,0330562 230435,94 365781,11 0,6299832
1648,1108 0,4267601 0,0572508 19292,816 18833,011 1,0244149 23685,296 28787,552 0,8227617

22202,759
2892,4843
59537,908
12500,935
6922,9934
17388,786
877,7854

1497,1017
19592,825
3611,9162
2771,5358
22296,575
5691,7949
3830,0111
9426,4834
4554,6294
232,61654
58778,332
568,12884 0,8593026 0,0346276 11608,116 5627,6041 2,0627101 8164,6813 16406,815 0,4976396
6634,3421 0,5873327 0,0693746 64117,083 45477,597 1,4098609 95343,318 95630,66 0,9969953
20144,294 0,9726607 0,0707503 261376,93 111947,35 2,3348202 289497,26 284723,64 1,0167658
9988,6047 0,9287098 0,0734251 127181,64 57049,564 2,2293183 143548,03 136038,06 1,0552049

8645,7828
4304,7307
1799,7106
3870,0917
2356,232

1948,5584 0,3617993 0,0639011 14394,086 16573,884 0,86848 28003,082 30493,353 0,918334



1234,9694 0,3925717 0,0552031 9887,2813 10492,181 0,9423475 17747,967 22371,384 0,7933334
12242,164
10062,702
14947,451
142463,29
116233,73
68624,694

2682,9886 0,4420827 0,0293092 54101,008 50981,166 1,061196 38557,71 91540,98 0,4212071
1417,705 0,4385401 0,0309457 27339,722 25971,244 1,052692 20374,093 45812,667 0,4447262
6068,512 0,4365594 0,0581794 64501,349 61550,754 1,0479376 87211,673 104306,82 0,8361071

11700,151 0,4614612 0,1742723 56488,56 50995,667 1,1077129 168144,97 67137,199 2,5044979
490,10009 0,2718404 0,025456 8756,3795 13418,95 0,6525384 7043,3162 19252,86 0,3658322

6963,0161 0,2773596 0,0636858 41671,542 62589,916 0,6657868 100066,75 109333,94 0,9152396
27294,295
2587,2784 0,3464688 0,0627506 17863,543 21478,868 0,8316799 37182,242 41231,161 0,9017995
30994,768 0,3410041 0,0498151 247445,93 302293,39 0,8185621 445431,36 622196,65 0,7159013
3255,1605 0,2894136 0,0435173 26637,718 38342,987 0,694722 46780,495 74801,508 0,6253951

2052,6445 0,4031824 0,0414109 28945,946 29908,462 0,967818 29498,922 49567,786 0,5951228
448,406 0,388266 0,0465235 5805,1631 6228,6364 0,9320119 6444,1228 9638,2752 0,6685971

5993,7931 0,3995292 0,0359425 101362,19 105690,35 0,9590486 86137,874 166760,82 0,5165354
2589,0925 0,3488299 0,0387607 40432,646 48286,574 0,8373476 37208,312 66796,868 0,5570368
118,42179 0,1464613 0,0134389 1862,8989 5298,7626 0,3515724 1701,8607 8811,8668 0,1931328
4124,5722 0,3974632 0,026031 78181,848 81943,952 0,9540893 59274,966 158448,27 0,3740966
4558,2557 0,5305991 0,0396984 74748,63 58687,375 1,2736748 65507,509 114822,27 0,5705122

9202,5345 0,4375441 0,0472757 164917,88 157019,6 1,0503013 132251,27 194656,61 0,6794081
1327,5067 0,6913729 0,0906203 12560,823 7568,5666 1,6596039 19077,836 14649,114 1,3023201
2019,4441 0,8031961 0,0853375 21072,764 10929,691 1,9280294 29021,793 23664,208 1,2264004
8670,8139 0,6035728 0,1008178 70369,539 48569,423 1,4488445 124609,82 86004,828 1,44887
4895,0483
4008,5147
2397,3739
10268,199

1805,0497 0,3801519 0,0537131 18513,226 20287,702 0,9125344 25940,693 33605,375 0,7719209
1402,5449 0,3745887 0,0454426 18537,534 20616,04 0,8991802 20156,223 30864,117 0,6530633
735,34079 0,3414531 0,0349047 11085,661 13525,038 0,8196399 10567,714 21067,101 0,5016217
1795,5156 0,2009672 0,0393198 24906,646 51629,505 0,4824111 25803,676 45664,375 0,5650724
280,44332 0,2863664 0,020599 5230,4077 7608,8925 0,6874072 4030,3012 13614,396 0,2960323
440,34688 0,3708653 0,0479023 5841,6365 6561,8485 0,8902425 6328,3039 9192,5982 0,688413
1664,3929 0,3166774 0,0466431 18229,315 23980,662 0,7601673 23919,288 35683,558 0,6703168

1505,1647 0,5074926 0,0430028 17314,034 14212,696 1,218209 21630,992 35001,569 0,6180006
2325,6979 0,6989017 0,0499455 22362,583 13329,497 1,6776764 33423,022 46564,67 0,7177764
29446,103 0,8434246 0,0557181 277829,82 137227,29 2,0245959 423175,22 528483,94 0,8007343
50567,286 0,8882979 0,0762647 385328,91 180709,45 2,1323118 726711,52 663049,32 1,0960143
7332,1617 0,6088551 0,0626203 51359,029 35140,731 1,4615242 105371,81 117089,28 0,899927
10845,035 0,6591916 0,0668751 79197,623 50050,497 1,5823544 155855,94 162168,41 0,9610746
6164,1881 0,7296095 0,0562514 65084,311 37161,544 1,7513888 88586,651 109582,77 0,8083994



39525,059 0,9378347 0,0554915 422585,94 187714 2,2512223 568021,7 712271,8 0,7974789
36755,785 0,7045975 0,0616799 344157,26 203480,97 1,6913487 528223,97 595911,5 0,8864134

511,60812 0,376517 0,045996 5815,2159 6434,1205 0,903809 7352,4119 11122,872 0,6610174
2025,0815 0,3160071 0,0612228 25735,785 33927,239 0,7585582 29102,809 33077,25 0,8798437
480,55623 0,2393864 0,0392405 7929,4212 13799,077 0,5746342 6906,1596 12246,424 0,5639328
820,23378 0,2971855 0,1037822 8155,3375 11432,003 0,7133778 11787,726 7903,4156 1,4914724

4284,6752 0,3235941 0,050337 46387,396 59718,287 0,7767704 61575,835 85119,848 0,7234016
17661,085 0,3126545 0,0979811 101803,25 135645,34 0,7505105 253810,62 180249,9 1,4081041
33360,884 0,4096786 0,0515128 361478,4 367575,91 0,9834116 479435,23 647623,8 0,740299
30459,963 0,4518769 0,0673535 300107,02 276671,18 1,0847065 437745,59 452240,35 0,967949
9206,2916 0,4970127 0,042844 127861,55 107171,77 1,1930525 132305,26 214879,34 0,6157189
3476,7233 0,3997282 0,0512865 42265,882 44048,697 0,9595263 49964,613 67790,189 0,7370478

507,43089 0,4224805 0,0749599 2410,631 2377,0156 1,0141418 7292,3802 6769,3639 1,0772622
2841,4865 0,5139178 0,0320199 21698,378 17589,015 1,2336324 40835,511 88741,322 0,4601634
1055,0129 0,6373649 0,0212056 14482,49 9465,9246 1,5299604 15161,78 49751,685 0,3047491
7218,9402 0,3432081 0,0353016 126628,14 153702,39 0,8238528 103744,68 204493,17 0,5073259

8067,8786 0,3233019 0,0793121 58725,629 75670,62 0,7760691 115944,93 101723,16 1,1398085
650,39354 0,1365388 0,0313406 10816,969 33003,296 0,3277542 9346,922 20752,435 0,4504012
2292,5464 0,3363406 0,0339764 34072,399 42201,838 0,8073677 32946,595 67474,682 0,4882808
23160,63 0,3249601 0,074552 179865,48 230582,19 0,7800493 332845,56 310664,1 1,0714001

21478,083 0,3165887 0,0383613 308520,86 405972,96 0,7599542 308665,37 559888,77 0,5512977
25629,901 0,321882 0,037342 364295,52 471481,92 0,7726606 368331,9 686355,52 0,5366488
22639,569 0,3899558 0,0486546 275187,17 293981,98 0,9360682 325357,29 465311,64 0,6992245

1401,3121 0,4581283 0,0754075 11232,67 10214,187 1,0997125 20138,507 18583,192 1,0836947
1585,5385 0,469146 0,0185305 49488,85 43944,782 1,1261599 22786,057 85563,827 0,2663048
845,16831 0,6489668 0,0358847 15539,14 9974,9889 1,5578102 12146,065 23552,344 0,5157051
2826,1422 0,5887626 0,0362881 52963,184 37475,017 1,4132931 40614,996 77880,584 0,5215035
2198,5134 0,4982124 0,0369439 40508,201 33871,651 1,1959323 31595,23 59509,586 0,5309267
10434,508 0,4746223 0,1023202 79409,232 69699,677 1,1393056 149956,19 101978,93 1,4704624

1876,7577 0,4714736 0,0314392 33755,142 29825,687 1,1317473 26971,221 59694,818 0,4518185
3324,5463 0,4622976 0,0421512 44386,558 39997,954 1,1097207 47777,65 78871,959 0,6057622
2561,0253 0,4170801 0,0406459 37137,249 37093,53 1,0011786 36804,953 63008,157 0,58413
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38721,821 0,4014779 0,0485437 448366,62 465242,69 0,9637263 556478,22 797669,54 0,69763
30627,876 0,388691 0,0480441 330032,5 353720,45 0,933032 440158,69 637495,42 0,69045

24556,589 0,5655093 0,0499208 339580,78 250156,22 1,3574748 352907,13 491910,58 0,7174213
10678,262 0,5561337 0,0618069 130378,23 97663,836 1,3349694 153459,22 172768,25 0,8882374
4833,1379 0,4188412 0,0495236 41821,117 41596,244 1,0054061 69457,891 97592,572 0,7117129
6558,3603 0,3394337 0,1100606 41947,112 51481,956 0,8147925 94251,37 59588,608 1,5817012
22335,601 0,3352944 0,1306344 106315,1 132092,02 0,8048563 320988,92 170977,97 1,87737

50650,405 0,4656983 0,2227861 304867,9 272718,72 1,117884 727906,04 227349,9 3,2016994
42074,319 0,3814081 0,1159283 331009,02 361541,28 0,9155497 604657,57 362933,86 1,6660269
16862,498 0,3844707 0,1992081 101018,3 109457,31 0,9229014 242333,98 84647,666 2,8628549
15747,527 0,4040181 0,2409854 87610,451 90336,452 0,9698239 226310,53 65346,396 3,4632442
25217,844 0,469226 0,2632671 139632,53 123968,81 1,1263521 362410,15 95788,071 3,7834581

6426,0663 0,2089363 0,0221633 72292,796 144141,53 0,5015404 92350,15 289941,16 0,3185134



4454,9009 0,3568535 0,0410782 59260,804 69180,787 0,8566078 64022,179 108449,18 0,5903427
1595,6413 0,2360233 0,036141 12845,68 22673,064 0,5665613 22931,247 44150,41 0,5193892

2767,3476 0,3984113 0,0618109 20022,505 20936,045 0,9563652 39770,047 44771,188 0,8882955
6125,8809 0,3852079 0,0413923 64996,091 70291,051 0,9246709 88036,131 147995,79 0,5948556
762,25161 0,304341 0,0316387 6599,8376 9034,012 0,7305544 10954,454 24092,352 0,454686

37125,106 0,4446562 0,1591742 161036,92 150872,14 1,0673735 533531,54 233235,77 2,2875202
5432,6006 0,4454934 0,085019 48028,95 44912,763 1,0693831 78072,875 63898,627 1,221824
4600,5563 0,447127 0,0665193 44863,153 41799,094 1,0733044 66115,418 69161,183 0,9559614
3052,1706 0,3570082 0,0503916 33354,131 38920,585 0,8569792 43863,29 60569,02 0,7241869

15706,87
19223,379
50627,511
9754,1738 0,4713217 0,1228329 54754,167 48395,796 1,1313827 140178,98 79410,09 1,765254

327905,9 0,8468306 0,3141617 2108598,2 1037302 2,0327716 4712394,4 1043748,9 4,5148737
9629,0265 0,8916325 0,2463577 79967,247 37362,352 2,1403162 138380,46 39085,547 3,540451
28002,062 0,6648901 0,1494782 202325,99 126768,03 1,5960332 402422,64 187332,03 2,1481785
20318,382 0,7366516 0,2411384 99987,502 56544,653 1,7682928 291999,11 84260,249 3,4654432
21293,577 0,9006949 0,2019911 130110,58 60178,703 2,1620702 306013,81 105418,38 2,9028508
80125,088 0,6951834 0,1834025 687298,93 411864,38 1,6687506 1151492 436881,15 2,63571

28098,349 0,4564569 0,0717837 215106,28 196318,51 1,0957005 403806,4 391430,91 1,031616
1540,93 0,3940902 0,0461746 16737,567 17693,128 0,9459925 22144,981 33371,824 0,6635832

12535,891 0,4126418 0,0288437 208126,54 210117,46 0,9905247 180155,53 434614,44 0,414518
3331,3029 0,3849029 0,0383939 40880,84 44246,258 0,9239389 47874,751 86766,452 0,5517657
1108,2521 0,4113019 0,0482935 13005,012 13172,188 0,9873084 15926,89 22948,254 0,6940349
13338,989 0,183112 0,0655626 82320,652 187283,71 0,4395505 191697 203454,27 0,9422118
8065,1692 0,3636283 0,0535137 71371,273 81766,177 0,8728704 115905,99 150712,26 0,7690548

1890,4786 0,2404071 0,0368021 22217,697 38499,91 0,5770844 27168,407 51368,837 0,5288889
1554,0114 0,4878544 0,0583419 19349,768 16523,174 1,1710685 22332,976 26636,28 0,838442
691,27154 0,3174789 0,0391779 9339,6628 12255,31 0,7620911 9934,387 17644,434 0,5630324

6957,1078 0,3029101 0,3701035 10909,688 15003,983 0,7271195 99981,842 18797,735 5,318824
7381,9301 0,2750677 0,4369091 8382,3065 12694,976 0,6602854 106087,04 16895,802 6,2788993
5413,194 0,3861246 0,0617392 37716,789 40692,57 0,9268716 77793,98 87678,443 0,8872646

7583,1479 0,3320797 0,0554662 77621,698 97375,298 0,7971395 108978,78 136716,63 0,7971142
8257,3752 0,2872267 0,0502845 84804,852 122999,63 0,6894724 118668,22 164213,04 0,722648
24744,939 0,4115707 0,0944235 179416,43 181604,14 0,9879534 355613,95 262063,48 1,3569764

633,24765 0,9853434 0,0369212 10700,228 4523,9038 2,3652642 9100,5154 17151,31 0,5306018
2998,6718 0,523121 0,0277138 41245,269 32845,805 1,2557241 43094,45 108201,57 0,3982793
1275,3693 0,4142989 0,0386608 16114,465 16203,543 0,9945025 18328,561 32988,663 0,5556018

2809,4674 0,5707183 0,0457558 39172,639 28593,608 1,3699788 40375,358 61401,369 0,6575645
9598,0731 0,268149 0,0948786 62874,371 97679,942 0,6436774 137935,63 101161,65 1,363517
1806,0865 0,4766846 0,0602956 19082,873 16677,1 1,1442561 25955,593 29953,846 0,8665195



30102,806 0,6750375 0,2267556 106411,04 65669,955 1,6203915 432612,82 132754,39 3,2587458
2240,8204 0,8313647 0,1558508 16015,127 8025,0308 1,9956468 32203,231 14377,981 2,2397603
2582,1517 0,6323717 0,1652878 16726,15 11018,73 1,5179745 37108,565 15622,159 2,37538
3914,1565 0,5006659 0,054101 31402,031 26128,69 1,2018219 56251,043 72348,993 0,7774959
4196,1172 0,4043963 0,088179 33401,454 34408,527 0,9707319 60303,151 47586,364 1,267236

5385,6604 0,2443305 0,0343617 67889,854 115753,76 0,5865024 77398,29 156734,31 0,4938184
7756,7558 0,23896 0,0793229 60879,786 106134,33 0,5736107 111473,73 97787,11 1,1399634
9311,6467 0,2877691 0,0430277 120238,79 174063,79 0,6907743 133819,34 216410,31 0,6183594

15791,653 0,3450318 0,0417426 233946,02 282464,87 0,8282305 226944,67 378310,43 0,5998901
15356,585 0,3328722 0,0395912 229963,34 287798,78 0,7990421 220692,23 387878,51 0,5689726
1879,4178 0,2901108 0,0414302 26603,557 38201,789 0,6963956 27009,449 45363,48 0,5954007
19084,675 0,2816608 0,0515328 219383,47 324478,12 0,6761118 274269,29 370340,13 0,7405875

36476,802 0,9104945 0,267957 161849,55 74052,906 2,1855936 524214,65 136129,33 3,8508574
12059,209 0,5425115 0,1216298 70538,19 54165,57 1,3022699 173305,05 99146,846 1,7479633
54907,033 0,8082362 0,270532 259349,62 133676,55 1,940128 789078,81 202959,5 3,8878633
1946,7314 0,8853975 0,2392694 9093,8873 4278,7725 2,1253495 27976,825 8136,1493 3,438583

2235,2144 0,7972615 0,0518506 17879,671 9342,5768 1,9137836 32122,666 43108,718 0,7451548
7722,1334 0,435706 0,1434164 67793,886 64819,388 1,045889 110976,16 53844,135 2,0610631
4458,0728 0,4448014 0,0552694 31677,178 29668,002 1,067722 64067,763 80660,76 0,7942866

3700,3746 0,5028318 0,1050261 24294,548 20127,692 1,207021 53178,746 35232,892 1,5093495
644,46517 0,3040767 0,0280786 11751,632 16099,892 0,72992 9261,7244 22952,211 0,4035221
8459,6974 0,4353675 0,0460481 113627,19 108726,2 1,0450764 121575,83 183714,48 0,6617651

858,80187 0,5824364 0,0536128 9805,46 7013,3806 1,3981075 12341,995 16018,59 0,7704795
2671,8778 0,5232415 0,0466747 36071,363 28718,933 1,2560133 38398,034 57244,72 0,6707699
1269,3427 0,5343407 0,0390898 20681,275 16123,785 1,2826564 18241,951 32472,503 0,5617661
3073,6467 0,5340057 0,0361399 52925,801 41288,533 1,2818523 44171,928 85048,63 0,5193726
1207,8449 0,4921378 0,039606 21154,404 17906,966 1,1813506 17358,155 30496,549 0,5691842
3664,6316 0,3827117 0,0492636 48034,865 52286,887 0,918679 52665,076 74388,197 0,7079762

1111,6332 0,3663169 0,0507773 15257,704 17351,628 0,8793241 15975,48 21892,31 0,7297302
285,59725 0,2879921 0,0413183 4249,7041 6147,323 0,6913097 4104,3693 6912,1299 0,5937923
2391,3236 0,3798478 0,0587055 26865,007 29463,565 0,9118043 34366,139 40734,22 0,8436675

1815,8475 0,429128 0,0533108 15028,823 14589,69 1,0300988 26095,869 34061,552 0,7661386
1208,9592 0,4144894 0,0397918 11662,422 11721,501 0,9949597 17374,17 30382,098 0,5718555
1072,9853 0,536659 0,042126 11729,481 9105,1756 1,2882213 15420,064 25470,838 0,6054007
1061,6255 0,501731 0,0758535 7332,9953 6088,6133 1,2043786 15256,811 13995,731 1,0901046
10213,993 0,4755716 0,0291981 125855,03 110245,95 1,1415842 146787,12 349816,64 0,4196116

1451,3297 0,3289961 0,0535216 11441,617 14487,871 0,7897376 20857,319 27116,719 0,7691682
1114,4571 0,3332793 0,0544766 8138,5848 10172,988 0,8000191 16016,062 20457,526 0,7828934
893,88012 0,3044583 0,0753797 5573,8814 7626,7194 0,730836 12846,111 11858,374 1,0832945
1761,6495 0,2423834 0,0453244 12778,559 21962,76 0,5818285 25316,98 38867,554 0,6513654
1672,9008 0,3771262 0,0764064 11177,426 12347,044 0,9052714 24041,558 21894,778 1,0980498



8018,7817 0,2890416 0,0599662 73134,628 105407,29 0,6938289 115239,35 133721,67 0,8617851
14460,608 0,2813278 0,0507529 160036,47 236981,38 0,6753124 207815,99 284921,68 0,7293794
1108,3358 0,2385688 0,0421458 6587,9214 11503,834 0,5726718 15928,092 26297,65 0,605685

6698,3837 0,4426152 0,0457934 90787,639 85449,268 1,0624742 96263,672 146274,1 0,6581047
13356,955 0,5979008 0,0381406 236770,97 164970,86 1,4352291 191955,19 350203,5 0,5481247
9367,9465 0,3602977 0,0475324 115166,08 133159,18 0,8648753 134628,44 197085,63 0,6830962
27294,295
1484,1852 0,3284592 0,0445798 12725,135 16139,458 0,7884487 21329,491 33292,792 0,6406639

1419,2627 0,1847585 0,0924468 14613,55 32950,283 0,443503 20396,478 15352,203 1,3285701
1449,9684 0,2138594 0,0485454 30419,564 59256,032 0,5133581 20837,756 29868,275 0,6976552
754,85365 0,2038311 0,0471637 14328,872 29285,283 0,4892858 10848,137 16004,968 0,6777981

2113,3962 0,3858308 0,1090699 10911,845 11781,734 0,9261664 30371,995 19376,533 1,5674628
3441,1713 0,6697053 0,0355228 59181,36 36813,673 1,6075918 49453,689 96872,314 0,5105038
4309,8487 0,4445113 0,0220464 74488,963 69809,907 1,0670257 61937,607 195489,75 0,316833

31576,923 0,3289528 0,0574784 314807,69 398675,58 0,7896338 453797,61 549370,16 0,8260325
21638,952 0,3589329 0,0637742 200832,04 233092,18 0,8615992 310977,25 339305,8 0,9165103
2244,3985 0,3582978 0,0514459 28734,827 33409,685 0,8600748 32254,652 43626,416 0,7393377
7730,7489 0,4563349 0,0757168 84781,141 77396,892 1,0954076 111099,98 102100,8 1,0881401
15394,86 0,314874 0,058704 172574,22 228321,6 0,7558383 221242,29 262245,73 0,843645

4986,2563 0,3161568 0,0668168 39650,806 52246,52 0,7589177 71658,382 74625,737 0,9602368
1172,082 0,3722756 0,0256365 22277,035 24928,766 0,8936277 16844,2 45719,354 0,368426

149,32835 0,2429649 0,0423358 1036,366 1776,9597 0,5832242 2146,0244 3527,2318 0,608416

7387,1207 0,5092849 0,0727703 68940,618 56392,62 1,2225113 106161,63 101512,86 1,0457949
15899,06 0,5135012 0,0612723 170240,09 138111,02 1,2326322 228488,24 259481,95 0,8805554

15654,111 0,3972432 0,0692287 115244,9 120857,37 0,9535612 224968,03 226121,72 0,994898

2771,9147 0,4132846 0,0827359 24037,769 24229,971 0,9920676 39835,682 33503,183 1,1890119
16037,198 0,4548508 0,1014215 116887,36 107054,89 1,0918452 230473,44 158124,18 1,4575471
176,29111 0,5227747 0,0478579 1318,938 1051,0363 1,2548928 2533,5112 3683,6384 0,6877741

10441,591 0,4431744 0,1056331 52737,57 49573,931 1,0638166 150057,97 98847,726 1,5180721
15307,754 0,522208 0,1145656 83652,087 66733,08 1,2535325 219990,48 133615,66 1,6464423
31009,46 0,4872434 0,0570036 278094,99 237768,93 1,1696019 445642,5 543991,31 0,8192089

4344,3063 0,4321901 0,0693984 31293,749 30164,124 1,0374493 62432,804 62599,497 0,9973372

26285,086 0,335052 0,109674 159851,99 198753,01 0,8042746 377747,67 239665,55 1,576145
21885,393 0,5662952 0,6569692 63933,782 47032,218 1,3593614 314518,9 33312,663 9,4414218
20450,544 0,5535967 0,6985326 56621,725 42608,624 1,3288795 293898,44 29276,437 10,038737
633119,94 0,3222824 0,1984659 3743138,6 4838460,5 0,7736218 9098680,1 3190069,4 2,8521888

28202,111 0,4633572 0,2464689 56381,622 50690,856 1,1122642 405297,58 114424,61 3,5420491
283313,23 0,49638 0,3543452 425276,84 356915,5 1,1915337 4071545,2 799540,15 5,0923586
52870,394 0,4014685 0,3267543 67561,339 70105,931 0,9637036 759809,9 161804,73 4,6958448

22202,759
2892,4843



59537,908
12500,935
6922,9934
17388,786
877,7854

1497,1017
19592,825
3611,9162
2771,5358
22296,575
5691,7949
3830,0111
9426,4834
4554,6294
58778,332
20144,294 0,9726607 0,0707503 261376,93 111947,35 2,3348202 289497,26 284723,64 1,0167658
9988,6047 0,9287098 0,0734251 127181,64 57049,564 2,2293183 143548,03 136038,06 1,0552049

52323,138 0,2561829 0,1597541 223456,03 363370,69 0,6149534 751945,18 327522,99 2,2958547
73605,808
36683,675
29535,604 0,3499132 0,2195238 116588,65 138804,59 0,8399481 424461,45 134543,95 3,1548162

526,35523 0,3016284 0,0280515 7338,8083 10135,876 0,7240428 7564,3453 18763,861 0,4031337
2508,5952 0,3858746 0,0540971 27938,996 30162,864 0,9262713 36051,471 46372,104 0,7774388
18270,146 0,3951832 0,0751714 122904,54 129561,91 0,9486163 262563,54 243046,56 1,0803014

58504,388 0,5745133 0,1198461 328682,19 238332,9 1,3790886 840777,03 488162,45 1,7223304
11305,721 0,3923827 0,0495639 83437,916 88585,282 0,9418937 162476,54 228103,87 0,7122919
12304,66 0,4883826 0,0586398 90583,365 77267,39 1,1723363 176832,48 209834,47 0,8427237

5658,6736 0,483584 0,0827667 24591,678 21184,792 1,1608175 81321,812 68368,968 1,189455

4875,4931 0,6390114 0,0381573 49743,126 32428,912 1,5339129 70066,584 127773,51 0,5483655
1067,3712 0,5074861 0,0417508 10549,189 8659,7002 1,2181933 15339,383 25565,281 0,6000084
2474,0485 0,5160784 0,0319754 36185,625 29209,784 1,2388186 35554,994 77373,589 0,4595237

97433,97 0,5166492 0,3063316 286988,09 231406,75 1,240189 1400241 318067,02 4,4023459
34223,038 0,4835368 0,3328014 115594,73 99590,169 1,1607042 491825,41 102833,21 4,7827486
6632,4464 0,5104333 0,0662997 90444,059 73815,746 1,2252678 95316,075 100037,4 0,9528044

2453,9387 0,8845302 0,0476817 24340,642 11463,766 2,1232675 35265,993 51465,032 0,6852418
6835,0432 0,8343084 0,063588 70305,254 35105,009 2,0027129 98227,629 107489,57 0,9138341
92765,641 0,8180271 0,1726864 492650,72 250887,7 1,9636304 1333151,6 537191,3 2,4817074

7707,4929 0,4600005 0,0692482 73014,406 66123,856 1,1042067 110765,76 111302,37 0,9951788
6654,1377 0,38738 0,0444433 83611,178 89915,61 0,929885 95627,805 149721,92 0,6387028
23797,884 0,3016397 0,0361801 223082,71 308095,46 0,7240701 342003,65 657761,78 0,5199506

4440,5236 0,4300152 0,1369244 32596,034 31578,313 1,0322285 63815,559 32430,486 1,9677645
10393,921 0,552424 0,1038098 81494,554 61455,958 1,3260643 149372,9 100124,64 1,4918694
5728,8654 0,4570303 0,075212 46192,486 42105,059 1,0970768 82330,55 76169,542 1,0808854



281,77823 0,3787388 0,0654729 2811,2449 3092,1945 0,9091423 4049,4854 4303,7359 0,9409233
26809,573 0,5201178 0,1589458 139489,75 111724,53 1,248515 385285,18 168671,2 2,284238

53012,794 1,1042755 0,1481017 537641,26 202825,75 2,6507544 761856,35 357948,7 2,1283953
53549,169
7579,1722
14439,705

4983,1864
3645,9868
10814,251
3573,6876
972,42614
2383,5149
17625,145

7087,3579 0,4474268 0,0350799 93805,645 87340,356 1,0740241 101853,69 202034,53 0,50414
8984,8107 0,3564975 0,0427215 86324,541 100875,5 0,8557533 129122,32 210311,14 0,6139586
18229,937 0,7304959 0,0505978 306909,04 175024,89 1,7535165 261985,69 360290,81 0,7271506
6594,9691 0,4173126 0,0330796 120712,74 120503,48 1,0017366 94777,482 199366,64 0,4753929

59374,581 0,4159496 0,2622242 235536,08 235898,25 0,9984647 853282,74 226426,77 3,768471
35394,95 0,4487881 0,1810802 202975,14 188412,39 1,0772919 508667,17 195465,63 2,6023356

22183,697 0,4324056 0,1400296 138722,09 133647,94 1,0379665 318805,88 158421,49 2,0123904
31152,72 0,3102626 0,2485581 126503,71 169856,36 0,7447688 447701,31 125333,76 3,5720729

2934,8977 0,3016761 0,0557205 30773,207 42495,189 0,7241574 42177,94 52671,768 0,8007694
5006,8689 0,5177713 0,0830724 45165,766 36339,534 1,2428824 71954,61 60271,154 1,1938482
2110,105 0,4077045 0,0314155 31220,177 31900,518 0,978673 30324,697 67167,673 0,4514776

679,28223 0,3813169 0,0237375 12883,213 14074,923 0,915331 9762,0866 28616,425 0,3411358
1749,9493 0,3987245 0,0373335 22807,151 23829,013 0,9571169 25148,835 46873,38 0,536527

9077,2154 0,3727903 0,0984658 54806,039 61245,15 0,8948633 130450,29 92186,489 1,4150695
14791,16 0,3057027 0,1168368 74093,892 100969,7 0,733823 212566,41 126596,73 1,679083

1899,6441 0,4840327 0,0403982 15036,887 12941,694 1,1618948 27300,126 47023,042 0,5805691
27540,093 0,4145642 0,0508117 225081,82 226181,21 0,9951393 395783,61 542002,73 0,7302244
9243,4841 0,5805694 0,0358277 114951,88 82484,025 1,3936259 132839,77 257998,52 0,5148858
3420,8334 0,5701888 0,0325332 51927,091 37938,768 1,3687079 49161,41 105148,93 0,4675407
3944,6645 0,7340144 0,039109 64863,316 36813,111 1,7619624 56689,479 100863,37 0,5620423

1518,4044 0,7323135 0,0396555 21215,282 12068,678 1,7578794 21821,261 38289,87 0,5698964
2169,2009 0,4701381 0,0518173 15669,638 13884,859 1,1285414 31173,974 41862,522 0,744675

328,201 0,2203063 0,1190711 1693,6535 3202,621 0,5288336 4716,6353 2756,3449 1,711192

28178,663 0,3114923 0,1652647 192007,35 256790,22 0,7477207 404960,61 170506,27 2,3750481
10174,234 0,5160939 0,0861692 74924,271 60478,6 1,2388559 146215,73 118072,76 1,2383529

37800,009 0,748221 0,1368155 146197,06 81398,552 1,7960646 543230,7 276284,63 1,9661995
9908,4651 0,4419859 0,0453905 95571,047 90079,474 1,0609636 142396,33 218294,01 0,6523144
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9316,2377 0,376163 0,0492061 75408,179 83512,269 0,9029593 133885,32 189330,79 0,7071503
12844,341
31077,884
23015,105
1657,2929 0,5620102 0,0363644 25776,827 19107,029 1,3490756 23817,252 45574,554 0,5225998
1440,9685 0,526046 0,0390031 20812,921 16482,279 1,2627453 20708,417 36944,929 0,5605212

34985,194 1,0540154 0,2288319 231885,16 91650,304 2,5301079 502778,48 152886 3,2885843
39422,771 0,5645165 0,1253582 303355,07 223863,1 1,3550919 566551,69 314481 1,8015451
17274,633 0,7950883 0,263548 89742,068 47020,653 1,908567 248256,85 65546,429 3,7874961

1841,7477 0,5492623 0,0890316 12484,584 9468,9581 1,318475 26468,085 20686,439 1,2794897
695,17056 0,5670826 0,1271435 4022,2613 2954,8257 1,3612516 9990,4206 5467,6043 1,8272025
1958,8302 0,6176741 0,1259989 10515,052 7091,857 1,4826937 28150,7 15546,41 1,8107525
7466,9259 0,6331929 0,1781688 29841,62 19633,345 1,5199458 107308,53 41909,28 2,5604957
8409,347 0,4706386 0,1319546 41825,224 37021,898 1,1297428 120852,23 63729,073 1,8963438

19256,045 0,3618876 0,0637366 129489,46 149062,57 0,868692 276732,07 302119,28 0,9159696
9289,1164 0,3973106 0,0639239 67486,556 70761,173 0,953723 133495,55 145315,33 0,9186612
3355,3742 0,4423427 0,0771108 22495,564 21185,851 1,0618202 48220,684 43513,664 1,1081734

5653,8852 0,3999591 0,0506277 68783,914 71643,904 0,9600805 81252,996 111675,75 0,7275796
6585,5062 0,4331655 0,1032214 38185,711 36724,419 1,0397907 94641,488 63799,8 1,4834136
2132,1472 0,3979354 0,0582519 25389,524 26579,69 0,9552227 30641,469 36602,223 0,8371478
1723,5294 0,3750358 0,0714658 17122,788 19019,966 0,9002534 24769,15 24116,857 1,0270472

5631,719 0,575336 0,1088356 30905,244 22377,86 1,3810634 80934,442 51745,178 1,5640963
7386,3307 0,5317544 0,0567974 68167,807 53404,296 1,276448 106150,28 130046,99 0,8162456
253712,6 0,5813602 0,1931272 1563110,3 1120088,2 1,3955243 3646149,2 1313707,4 2,7754652

141724,29 0,5190216 0,1852891 850947,14 683006,91 1,2458836 2036745,2 764881,83 2,6628233

5408,1928
1359,711 0,5435877 0,0231739 30987,331 23747,75 1,3048534 19540,65 58674,189 0,3330366

3167,1081 0,6677059 0,0443413 58052,317 36219,485 1,6027925 45515,078 71425,698 0,6372367

381,94236
1460,6945
2618,0965 0,3016619 0,031804 45052,792 62217,009 0,7241234 37625,134 82319,773 0,4570607
16182,648 0,3017555 0,0273872 335127,57 462660,98 0,724348 232563,74 590882,69 0,393587
5930,9485 0,3505326 0,0399879 89136,613 105934,06 0,8414349 85234,723 148318,58 0,5746732

5054,4849 0,4283228 0,0350753 64032,973 62278,828 1,028166 72638,907 144103,99 0,5040729
3570,2442 0,5045352 0,0418274 48163,271 39767,88 1,2111098 51308,619 85356,544 0,6011094
3531,1806 0,4675615 0,0374049 46141,693 41111,445 1,1223564 50747,229 94404,196 0,5375527
7097,0692 0,5006071 0,0406299 110794,17 92199,341 1,2016807 101993,25 174676,08 0,5838994
3833,8588 0,4539539 0,0357859 62332,438 57201,875 1,0896922 55097,072 107133,19 0,5142857

13327,489 0,3593777 0,1645175 61556,834 71356,417 0,8626671 191531,73 81009,537 2,3643109
6450,823 0,4707183 0,2060813 27491,837 24330,477 1,1299342 92705,932 31302,328 2,9616306

4448,8547 0,423842 0,179775 21931,119 21555,827 1,0174102 63935,287 24746,797 2,5835783
2750,417 0,5549426 0,0806333 34713,995 26059,401 1,3321102 39526,736 34110,187 1,1587956



67297,213 0,3205237 0,2024825 296128,73 384882,59 0,7694002 967140,3 332360,65 2,9099121
93558,134 0,4584235 0,3244244 363108,55 329972,32 1,1004212 1344540,7 288381,92 4,6623612
552944,33 0,3727267 0,3478006 1693259 1892521,4 0,8947106 7946461,9 1589831,6 4,9983041

9884,0338 0,6496464 0,5082559 4559,7605 2923,9702 1,5594415 142045,22 19446,962 7,3042369
5525,8574 0,4607304 0,100881 31146,174 28162,148 1,1059587 79413,086 54776,002 1,4497788
92040,326 0,5711165 0,4283665 85854,24 62624,596 1,3709348 1322728 214863,49 6,156132

15437,519 0,4173048 0,0451043 113890,63 113695,31 1,0017179 221855,35 342262,36 0,6482026
13801,374 0,3030418 0,029284 113132,91 155522,9 0,7274357 198342,02 471293,96 0,4208457
4183,7225 0,3086874 0,0473194 26428,303 35666,318 0,7409877 60125,026 88414,445 0,6800362

982,15327 0,4150469 0,043076 10351,144 10389,606 0,9962981 14114,701 22800,478 0,6190528
26,579832 0,2185844 0,0051526 1107,3195 2110,3852 0,5247002 381,98352 5158,5113 0,0740492

1042,5657 0,2736903 0,0362005 11792,886 17950,172 0,656979 14982,898 28799,758 0,5202439
2957,8527 0,3449292 0,041282 33930,837 40980,061 0,8279841 42507,831 71649,858 0,5932717
6111,2621 0,4037354 0,081187 54676,41 56417,151 0,9691452 87826,042 75273,863 1,1667535

1548,3848 0,4800282 0,0360668 19784,402 17169,757 1,152282 22252,115 42930,972 0,5183231
1736,8488 0,6157576 0,0378361 26420,016 17874,39 1,4780933 24960,565 45904,525 0,5437496
2917,404 0,5049086 0,028387 52521,372 43334,24 1,2120063 41926,535 102772,55 0,4079546

26682,927 0,444867 0,0562454 314649,01 294648,4 1,0678796 383465,12 474402,26 0,8083122
43668,787 0,4738875 0,0489272 562511,12 494497,14 1,1375417 627571,96 892525,08 0,7031421
8762,0935 0,4576405 0,0843826 60237,475 54834,044 1,0985415 125921,61 103837,67 1,2126776
19235,99 0,4339642 0,0786967 143184,72 137451,87 1,041708 276443,86 244432,13 1,1309637

8528,5132 0,3521399 0,0614167 84888,198 100424,57 0,8452931 122564,79 138863 0,882631
4345,4599 0,3224178 0,0564983 56009,785 72369,034 0,7739468 62449,383 76913,067 0,8119476
3836,3793 0,2688611 0,0549852 44456,902 68884,117 0,6453868 55133,294 69771,09 0,7902026
737,48576 0,4586916 0,0636665 6826,2427 6199,6737 1,1010648 10598,54 11583,579 0,9149625
8320,936 0,400437 0,0718639 64236,606 66827,663 0,9612278 119581,66 115787,38 1,0327694

1394,446 0,6388838 0,5243139 6686,8877 4360,2369 1,5336065 20039,834 2659,5635 7,5350085
6609,9718 0,6673185 0,3257427 33249,945 20757,054 1,6018625 94993,088 20292,001 4,6813071
5943,6903 0,8425869 0,428443 31188,227 15419,984 2,0225849 85417,837 13872,769 6,1572304

40213,723 0,3500136 0,1354586 124393,07 148053,66 0,8401891 577918,62 296871,02 1,9466993
89971,192 0,4709938 0,1747833 275475,83 243655,49 1,1305956 1292992,1 514758,58 2,5118417
9007,9917 0,6212417 0,060077 100062,69 67099,53 1,4912577 129455,46 149940,65 0,863378
5023,064 0,3441051 0,2233422 13173,064 15947,907 0,8260058 72187,352 22490,441 3,2096904

30758,815 0,3242405 0,176735 94323,216 121187,9 0,7783221 442040,44 174039,21 2,53989

89864,656 0,6888473 0,2349886 520846,97 314988,8 1,6535412 1291461,1 382421,3 3,3770636
45941,31 0,6182456 0,224358 249281,64 167972,13 1,4840655 660230,8 204767,88 3,2242889

10467,283 0,7952802 0,3371244 42373,622 22196,44 1,9090278 150427,2 31048,723 4,8448758
33057,232 0,8524449 0,3777012 138113,28 67495,851 2,0462485 475071,39 87522,173 5,4280119
32430,858 0,8176164 0,3852605 130269,24 66374,339 1,9626446 466069,66 84179,042 5,5366473
326,37643 0,6629826 0,1598652 2769,5597 1740,2696 1,5914544 4690,4141 2041,5724 2,2974517
611,55254 0,7702756 0,1994295 4331,1369 2342,4143 1,8490055 8788,731 3066,5093 2,8660376



7940,6402 0,3350944 0,0306771 135991,46 169064,47 0,8043764 114116,36 258845,46 0,4408668
14982,527 0,535376 0,0470285 223910,26 174230,04 1,2851415 215316,58 318584,1 0,6758548
1017,0098 0,43792 0,0371966 14512,201 13805,319 1,0512036 14615,63 27341,494 0,5345586

182004,76 0,8943535 0,3026689 895574,86 417158,03 2,146848 2615623 601332,87 4,349709
68054,527 0,5540487 0,2926482 358060,12 269225,35 1,3299644 978023,79 232547,23 4,2056996
5475,8984 0,260832 0,4176093 9915,7421 15836,974 0,6261134 78695,116 13112,492 6,0015378

6181,8622 0,2781514 0,048376 75594,008 113217,62 0,6676877 88840,649 127787,74 0,6952204
15620,658 0,3472119 0,221367 41050,094 49252,406 0,8334637 224487,27 70564,541 3,1813043
7299,7321 0,3191025 0,1458623 25732,449 33593,777 0,7659886 104905,76 50045,359 2,0962135
1437,4822 0,3333298 0,032767 22639,355 28294,227 0,8001404 20658,314 43869,818 0,4709004

1456,993 0,3447723 0,0391806 18331,19 22149,615 0,8276076 20938,707 37186,592 0,5630714
1611,9555 0,3391143 0,0296905 23196,271 28495,748 0,8140257 23165,702 54291,912 0,4266879
1841,8175 0,3959862 0,0386022 25676,377 27012,301 0,9505439 26469,089 47712,782 0,5547589
2073,9378 0,3975987 0,0294145 40083,795 41998,311 0,9544144 29804,931 70507,282 0,4227213
386,59531 0,3723168 0,0416385 4879,9037 5460,1748 0,8937266 5555,8305 9284,5712 0,5983939
4865,0343 0,4838582 0,1229103 31089,86 26767,549 1,1614758 69916,278 39581,99 1,7663659
8864,2325 0,5096407 0,0517666 125602,94 102670,02 1,2233654 127389,47 171234,74 0,7439464

5509,5007 0,3324285 0,0995697 29935,401 37514,122 0,7979769 79178,022 55333,118 1,4309337
8869,6114 0,4421893 0,0490405 151320,37 142559,81 1,0614518 127466,77 180862,92 0,7047701
1619,2496 0,4504331 0,055468 23261,491 21513,705 1,0812406 23270,525 29192,482 0,797141
15428,375 0,3095901 0,077249 141168,99 189959,16 0,7431545 221723,94 199722,75 1,1101587
14337,24 0,2933654 0,058562 157657,09 223878,56 0,7042081 206043,05 244821,69 0,8416046

984,55022 0,3854849 0,0554497 9728,9437 10513,958 0,925336 14149,147 17755,729 0,7968779
590,36552 0,3480648 0,0164418 13179,982 15774,754 0,8355111 8484,2486 35906,403 0,2362879

2616,1842 0,3367592 0,0520619 24218,929 29960,107 0,8083726 37597,652 50251,37 0,7481916
8058,3736 0,5338975 0,109214 39223,72 30605,456 1,2815924 115808,33 73785,177 1,5695338
3855,0577 0,3195575 0,0957484 18639,178 24298,849 0,7670807 55401,725 40262,366 1,3760176

16051,229 0,2474137 0,1670309 127802,81 215191,24 0,5939034 230675,08 96097,341 2,4004314
17145,938 0,3017534 0,1601844 164527,94 227140,96 0,7243429 246407,35 107038,76 2,3020386
25664,858 0,3756771 0,2267145 213421,68 236663,74 0,9017929 368834,27 113203,43 3,2581546
8847,3129 0,4356858 0,1249615 61568,176 58869,568 1,0458405 127146,32 70800,324 1,7958437

27373,049 0,6381829 0,0698164 383543,21 250366,97 1,5319242 393382,99 392071,67 1,0033446
12654,069 0,5846415 0,0653376 184875,51 131733,93 1,4034009 181853,89 193672,07 0,9389784
47280,136 0,4624336 0,1671117 200673,94 180779,65 1,1100472 679471,31 282925,27 2,4015929
11855,083 0,333755 0,0423449 138368,74 172710,27 0,8011611 170371,52 279965 0,6085458

2709,3197 0,3560892 0,0315614 28452,923 33287,1 0,8547733 38936,118 85842,786 0,4535747
1764,1671 0,4568535 0,0353607 22069,184 20124,137 1,0966525 25353,161 49890,678 0,5081743
830,17598 0,4523521 0,0382772 10057,768 9262,6006 1,085847 11930,608 21688,51 0,5500889

1316,9672 0,3631826 0,059428 11875,134 13621,389 0,8718005 18926,371 22160,725 0,8540502
800,25186 0,4049926 0,0487694 10717,323 11024,203 0,972163 11500,563 16408,897 0,7008736
1678,3024 0,5796057 0,0673249 17444,678 12538,287 1,3913127 24119,184 24928,405 0,9675382
983,99247 0,4003583 0,1554498 6132,0299 6380,6277 0,9610387 14141,132 6329,9706 2,2339964



5258,3074 0,7331331 0,036372 37571,77 21349,453 1,7598469 75568,077 144570,15 0,5227087
15677,322 0,9445121 0,0958441 100441,7 44301,094 2,2672509 225301,6 163571,09 1,3773925
9000,9598 0,6656876 0,099892 57171,624 35778,161 1,5979475 129354,4 90106,928 1,4355656

58338,786 0,3877487 0,260728 239382,73 257187,81 0,9307701 838397,14 223753,48 3,7469681
62686,366 0,3851488 0,2973985 239522 259074,55 0,9245292 900876,99 210782,4 4,2739669
102627,86 0,3605151 0,3495058 378669,41 437567,13 0,8653973 1474883,4 293637,11 5,02281
11637,413 0,4089284 0,0589297 114534,3 116679,94 0,9816109 167243,34 197479,68 0,8468889

6111,636 0,336144 0,0409894 75492,703 93559,413 0,8068959 87831,415 149103,02 0,5890653
193254,82 0,7465741 0,3625058 855627,94 477441,29 1,7921113 2777299,6 533108,27 5,2096353
107958,68 0,4421393 0,2463656 374428,34 352790,99 1,0613319 1551493,5 438205,18 3,540564
5933,0781 0,3467647 0,0387789 75971,376 91268,94 0,8323903 85265,328 152997,73 0,557298
7980,4594 0,3553451 0,0260009 147390,75 172793,65 0,8529871 114688,61 306930,1 0,3736636

10082,534 0,3202627 0,0642752 117679,21 153073,96 0,7687735 144897,9 156865,17 0,9237099
10003,418 0,2934444 0,0297674 174365,34 247538,24 0,7043976 143760,9 336052,98 0,4277924
8549,8088 0,4402331 0,0465503 111363,45 105382,36 1,0567561 122870,83 183668,24 0,6689825

10876,968 0,5527023 0,0641045 81279,812 61263,148 1,3267325 156314,85 169675,49 0,9212577
7802,6578 0,6025568 0,0677107 51453,639 35573,455 1,4464054 112133,39 115235,24 0,9730825

9741,7204 0,6143442 0,3752525 32197,258 21833,081 1,4747006 140000,01 25960,438 5,3928215
6402,6599 0,6047165 0,2545794 29011,722 19986,173 1,4515897 92013,772 25149,952 3,6586063
121451,45 0,7429923 0,2908514 506661,03 284080,32 1,7835133 1745400,5 417572,18 4,1798774

668,46746 0,4200049 0,0553658 7019,1114 6962,0269 1,0081994 9606,6655 12073,657 0,7956715
20980,444 0,4963115 0,0678574 156430,22 131302,87 1,1913694 301513,72 309184,12 0,9751915
7012,827 0,5551351 0,048606 84244,282 63219,3 1,3325722 100782,59 144279,03 0,6985256

8817,7743 0,3362358 0,0530152 79970,859 99082,22 0,8071161 126721,81 166325,25 0,7618916
41454,038 0,3091704 0,047415 306879,81 413502,75 0,742147 595743,41 874281,25 0,6814093
8749,0993 0,4500825 0,07228 69163,58 64016,7 1,080399 125734,87 121044,58 1,0387485

1463,9841 0,2147629 0,0460817 14025,13 27205,422 0,515527 21039,178 31769,284 0,6622491
3059,6606 0,2955768 0,0430487 36567,506 51538,634 0,7095164 43970,93 71074,426 0,6186604
31619,639 0,2989433 0,1081821 197072,29 274627,92 0,7175974 454411,49 292281,52 1,5547048

10985,582 0,3134026 0,0751922 76347,648 101484,79 0,7523063 157875,77 146099,98 1,0806009
1636,4228 0,4854929 0,049798 14381,591 12340,477 1,1653999 23517,325 32861,204 0,7156562
1209,735 0,4239095 0,0650239 9520,3163 9355,913 1,0175721 17385,319 18604,478 0,9344696

911,1408 0,4013458 0,0328596 11692,512 12136,6 0,9634093 13094,168 27728,302 0,4722311
2702,4173 0,4951389 0,054984 23986,297 20181,067 1,1885544 38836,923 49149,15 0,7901851
9377,4163 0,5200928 0,1611008 28291,822 22661,466 1,2484551 134764,53 58208,385 2,3152082

700,04748 0,159109 0,1032423 3107,072 8135,131 0,3819326 10060,508 6780,6248 1,483714
969,58254 0,2976349 0,1047278 5601,2722 7839,9054 0,7144566 13934,044 9258,1241 1,5050613
52332,374 0,2261192 0,2212667 152634,99 281206,04 0,542787 752077,91 236512,64 3,1798635

2271,8848 0,5970394 0,0262698 44273,633 30892,289 1,4331613 32649,664 86482,733 0,3775281



5591,8834 0,4721592 0,0535149 47319,002 41749,861 1,133393 80361,958 104492,13 0,7690719
7672,2981 0,7519822 0,0580344 86919,228 48152,21 1,8050932 110259,97 132202,48 0,8340234

6190,5481 0,2908913 0,0303002 80988,378 115984,47 0,6982691 88965,475 204307,38 0,4354492
25605,775 0,374685 0,0623578 270560,15 300819,1 0,8994115 367985,17 410626,73 0,8961549
7381,8361 0,3312553 0,0500698 93970,756 118178,31 0,7951608 106085,69 147430,94 0,7195619

89445,23 0,9399946 0,2919493 535537,15 237340,67 2,256407 1285433,4 306372,46 4,1956558
75466,69 0,9160403 0,2822258 432701,83 196780,51 2,1989059 1084545,3 267398,29 4,0559171

16456,695 0,3088608 0,1396046 82431,766 111183,36 0,7414038 236502,11 117880,73 2,0062829
13386,587 0,45104 0,1292751 61869,952 57144,26 1,0826976 192381,04 103551,16 1,8578357
36003,084 0,9655739 0,3666871 197625,6 85263,984 2,3178087 517406,76 98184,749 5,2697264
20169,123 0,2808638 0,1643456 94488,458 140149,29 0,6741986 289854,07 122723,81 2,3618406

3018,08 0,6384734 0,0384517 41245,996 26912,057 1,5326214 43373,368 78490,194 0,552596
2487,0401 0,3244132 0,0304863 48880,423 62768,869 0,7787367 35741,699 81578,844 0,4381246

3517,3511 0,487193 0,0434697 46355,1 39637,331 1,1694809 50548,482 80914,972 0,6247111
9582,6898 0,2977204 0,0272426 146085,44 204411,92 0,714662 137714,55 351753,87 0,3915083
3005,4502 0,5679869 0,0371882 49512,044 36314,536 1,3634222 43191,863 80817,281 0,5344385
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22077,255 0,6115546 0,0832247 232410,36 158317,23 1,4680042 317276,19 265272,94 1,1960368
1257,139 0,5723461 0,0439349 17590,738 12803,633 1,3738864 18066,57 28613,646 0,631397

14894,922 0,4227775 0,0404847 190838,56 188045,2 1,0148548 214057,59 367914,77 0,581813
2893,2039 0,4049483 0,1086421 19162,439 19713,292 0,9720568 41578,751 26630,598 1,5613149
2546,1251 0,5913909 0,0464726 34257,223 24131,563 1,4196023 36590,82 54787,702 0,6678656

4650,62 0,358087 0,0482558 48400,626 56308,038 0,8595687 66834,892 96374,231 0,6934934
15641,625 0,4408451 0,0515072 160652,52 151813,16 1,0582253 224788,6 303678,3 0,7402195
24679,398 0,4140408 0,0502744 250495,18 252036,91 0,9938829 354672,05 490893,67 0,7225028
8941,8775 0,4077866 0,0516321 90418,808 92370,601 0,97887 128505,32 173184,6 0,7420136

35285,242 0,2903692 0,103923 193960,02 278272,09 0,6970157 507090,53 339532,4 1,4934967
6522,0753 0,4229411 0,1380659 37404,642 36842,876 1,0152476 93729,912 47238,85 1,9841701
99184,104 0,4141015 0,1352832 532976,37 536178,15 0,9940285 1425392,5 733159,13 1,9441789
8804,3006 0,4016102 0,1193749 54221,108 56243,403 0,9640439 126528,18 73753,375 1,7155578

5499,1376 0,504636 0,0410357 78217,606 64570,509 1,2113519 79029,091 134008,6 0,5897315
2180,6673 0,4893782 0,0351601 33417,005 28446,63 1,1747263 31338,76 62021,145 0,5052915

24984,888 0,5173816 0,0695188 191759,57 154402,39 1,2419469 359062,3 359397,74 0,9990667
2602,9525 0,6580462 0,0618848 25082,15 15878,749 1,5796049 37407,497 42061,259 0,8893575
2934,6067 0,595012 0,0469529 41064,472 28750,7 1,4282947 42173,759 62501,072 0,6747686

218824,29 0,8624214 0,3057071 1462739,9 706570,51 2,0701967 3144763,1 715797,3 4,393371



51757,526 0,4950602 0,206957 267268,06 224903,9 1,1883656 743816,67 250088,26 2,9742167
87941,985 0,3194191 0,3385577 216687,93 282606,26 0,7667485 1263830 259754,78 4,8654735
62891,366 0,6437692 0,2187945 466128,41 301636,08 1,5453337 903823,08 287444,87 3,1443354

78,718054 0,6169576 0,0190503 2755,4218 1860,5473 1,4809738 1131,2713 4132,1269 0,2737746
3054,6275 0,7347203 0,0328118 58951,687 33425,826 1,7636569 43898,599 93095,446 0,471544

26096,243 0,472834 0,0978711 230004,99 202645,29 1,1350127 375033,78 266638,94 1,4065229
26395,219 0,3865752 0,0840715 209717,69 226000,32 0,9279531 379330,42 313961,6 1,2082064
29752,186 0,3720799 0,0545094 316623,97 354499,41 0,893158 427573,98 545817,16 0,7833649
2009,7385 0,4117652 0,0453436 26657,18 26969,477 0,9884204 28882,311 44322,469 0,6516404

1416,443 0,6467897 0,0587063 12694,217 8176,1857 1,5525843 20355,957 24127,6 0,8436793
22189,062 0,3701985 0,1102512 125289,6 140989,99 0,8886418 318882,99 201259,15 1,5844397
49908,378 0,3351614 0,1144989 250822,44 311759,97 0,804537 717242,23 435885,24 1,6454841

9103,199 0,5153924 0,0564798 94823,283 76645,194 1,2371719 130823,7 161176,22 0,8116812
3692,6582 0,6367019 0,0495951 57020,795 37308,268 1,5283689 53067,852 74456,08 0,7127403

1184,982 0,3686774 0,040022 13107,443 14810,828 0,8849905 17029,589 29608,295 0,5751628
432,11036 0,4428801 0,0474658 3970,8415 3735,1182 1,06311 6209,9354 9103,6181 0,6821393

7152,0446 0,259054 0,0745329 51918,573 83491,141 0,6218453 102783,31 95958,209 1,0711258
10451,864 0,2517478 0,0580403 100013,31 165500,79 0,6043072 150205,61 180079,35 0,8341079
7203,7344 0,2638992 0,0836716 49185,647 77644,053 0,633476 103526,16 86095,382 1,2024589
5068,6833 0,3330626 0,087335 38733,286 48446,942 0,7994991 72842,955 58037,261 1,2551067

1222,5489 0,232733 0,0229811 13815,759 24730,036 0,5586631 17569,47 53198,069 0,3302652
15323,838 0,2629942 0,0496757 176430,55 279470,26 0,6313035 220221,62 308477,85 0,7138977

2127,9644 0,7340444 0,1532498 23835,836 13527,452 1,7620344 30581,357 13885,594 2,2023803
2379,3968 0,2854074 0,1503854 14318,101 20899,124 0,6851053 34194,737 15821,989 2,161216

14978,443 0,4745389 0,0675469 159248,57 139801,43 1,1391054 215257,89 221748,93 0,970728
119894,19 0,3246097 0,1615427 863219,13 1107815,5 0,7792084 1723020,9 742182,8 2,3215586
49529,52 0,3717893 0,1455164 376483,54 421848,96 0,8924605 711797,61 340370,72 2,0912422

3617,2125 0,384406 0,0414127 44439,106 48159,621 0,9227462 51983,608 87345,469 0,5951495
2230,1672 0,4331913 0,0474227 30006,719 28856,7 1,0398527 32050,133 47027,388 0,6815206

1058,6128 0,3739015 0,0377432 14093,928 15703,003 0,8975307 15213,514 28047,797 0,5424139
3571,886 0,284658 0,0651952 28700,82 42002,859 0,6833063 51332,214 54787,542 0,9369322

628,79599 0,3568298 0,041555 4633,1473 5409,0738 0,8565509 9036,5398 15131,64 0,597195
3441,4085 0,2635753 0,0658956 19061,424 30127,183 0,6326985 49457,098 52225,15 0,9469977

7369,9266 0,2348743 0,0564799 56094,253 99492,594 0,5638033 105914,53 130487,59 0,8116828
774,35096 0,3287025 0,0512631 9072,7972 11498,632 0,7890327 11128,336 15105,427 0,7367111

1238,4655 0,6727609 0,0428232 18848,536 11671,451 1,6149266 17798,209 28920,43 0,6154199
1453,6743 0,4537333 0,028545 23026,825 21141,77 1,0891626 20891,013 50925,708 0,4102253



7584,249 0,3650525 0,1049255 42502,436 48502,757 0,8762891 108994,6 72282,196 1,5079038
12911,779
14277,646

14188,239 0,5186944 0,0325365 337780,28 271288,07 1,2450982 203901,72 436071,64 0,4675877
476,00045 0,3064917 0,0478602 5481,2594 7450,2282 0,735717 6840,6877 9945,6358 0,687808

1813,8684 0,3464371 0,0580837 18181,578 21863,267 0,8316039 26067,427 31228,545 0,8347308
12459,983 0,4557696 0,0674018 131871,53 120535,11 1,0940507 179064,64 184861,18 0,9686438

54278,322 0,5448269 0,0737162 382933,76 292801,32 1,307828 780043,48 736314,8 1,0593886
88682,947 0,6160484 0,0741804 614769,9 415724,59 1,4787913 1274478,5 1195503,4 1,0660601
62724,011 0,3371553 0,0394079 504251,78 623053,61 0,8093233 901417,99 1591660,5 0,5663381
101807,59 0,4666561 0,0623152 769227,33 686697,8 1,1201832 1463095,2 1633752,1 0,895543
10294,546 1,3126299 0,1235737 95994,079 30465,624 3,1508982 147944,77 83306,952 1,7758995
25932,741 0,5921713 0,1179807 156426,36 110045,04 1,4214757 372684,07 219804,92 1,695522

2214,8931 0,556524 0,0299497 23936,467 17917,774 1,3359063 31830,625 73953,817 0,4304122
2569,5991 0,4521644 0,0286138 27512,819 25348,174 1,0853965 36928,168 89802,683 0,4112145

4394,2162 0,3205823 0,0881429 30044,737 39042,425 0,7695408 63150,068 49853,307 1,2667177
2137,5584 0,2459417 0,0509586 21902,652 37099,88 0,5903699 30719,235 41946,968 0,7323351

3083,3349 0,4810736 0,0357708 48079,541 41634,823 1,1547915 44311,158 86196,881 0,5140692
2472,9521 0,3922955 0,0294334 41134,486 43681,817 0,9416844 35539,238 84018,47 0,4229932
3008,0673 0,3946939 0,0403204 43966,127 46405,105 0,9474416 43229,474 74604,099 0,5794517

34931,188 1,0366146 0,1849915 265174,29 106566,82 2,4883382 502002,35 188825,95 2,6585454
7551,5699 0,6429942 0,2328816 37862,162 24530,492 1,5434734 108524,96 32426,652 3,3467829

2249,9654 0,5240108 0,0240562 34862,373 27715,621 1,2578601 32334,655 93529,571 0,3457158
6769,3504 0,4506002 0,0559814 72850,686 67351,95 1,0816418 97283,546 120921,5 0,8045182

42615,831
42903,419 0,4373962 0,2365538 150910,33 143731,47 1,0499464 616572,71 181368,51 3,3995577

1860,5776 0,554173 0,0408227 16054,818 12068,909 1,3302626 26738,693 45577,065 0,5866699
1686,8268 0,5374705 0,0457993 14465,234 11211,888 1,2901693 24241,689 36830,812 0,6581905
4893,3861 0,6804773 0,065372 31595,929 19343,07 1,6334496 70323,727 74854,416 0,9394733

1886,4299 0,426016 0,0532135 21866,599 21382,734 1,0226288 27110,222 35450,185 0,7647413
1862,0854 0,5233968 0,0302336 39127,197 31142,653 1,2563861 26760,363 61589,957 0,4344923

27235,624 0,3196493 0,1485244 135692,24 176843,52 0,7673012 391408,03 183374,7 2,1344713
3833,312 0,4289514 0,0590161 43043,103 41802,612 1,029675 55089,213 64953,678 0,8481308

3931,3805 0,4267097 0,059332 37545,319 36654,829 1,0242939 56498,573 66260,746 0,8526703

14984,662 0,3966117 0,4563341 38750,72 40702,608 0,9520451 215347,26 32837,044 6,5580586
3457,2472 0,3977792 0,19369 12777,739 13381,966 0,9548477 49684,719 17849,38 2,7835543

37800,009 0,748221 0,1368155 146197,06 81398,552 1,7960646 543230,7 276284,63 1,9661995
10468,849



8591,6232 0,3045633 0,0802952 39393,932 53883,983 0,731088 123471,75 107000,4 1,1539373
4324,9338 0,2709997 0,0636502 24674,325 37930,139 0,6505203 62154,397 67948,448 0,9147287
6134,2759 0,3144314 0,0711243 32913,8 43607,386 0,7547758 88156,777 86247,275 1,0221399
6991,7197 0,3733644 0,0913726 35582,522 39701,944 0,8962413 100479,26 76518,819 1,3131313

310,22011 0,2458138 0,0269783 6038,5157 10233,682 0,5900629 4458,2287 11498,871 0,3877101
1900,1864 0,3883747 0,0749789 17556,428 18831,859 0,9322727 27307,919 25342,952 1,0775351

4541,263 0,4324502 0,0841189 31248,01 30101,923 1,0380736 65263,303 53986,221 1,2088882
4204,2579 0,698123 0,0712462 43763,794 26115,055 1,6758071 60420,143 59010,308 1,0238913

7373,2675 0,2659615 0,0720592 64876,827 101619,92 0,6384263 105962,55 102322,3 1,0355763
4475,1344 0,2849457 0,0460624 57526,227 84103,036 0,683997 64312,957 97153,704 0,6619712
8255,8608 0,2117672 0,0452196 94446,576 185795,62 0,5083359 118646,45 182572,75 0,6498585

3119,9105 0,3650191 0,038198 37973,871 43338,834 0,8762089 44836,792 81677,278 0,5489506
1661,4502 0,6373969 0,0318524 29939,715 19567,964 1,5300373 23876,998 52160,946 0,4577562

11691,398 0,3531014 0,0920287 77476,792 91407,15 0,847601 168019,18 127040,74 1,3225614
9099,4293 0,3981704 0,0639915 64583,346 67570,876 0,9557867 130769,53 142197,42 0,9196336
12160,519 0,4099228 0,0464185 123374,42 125380,8 0,9839977 174760,99 261975,52 0,667089

1994,4618 0,5726606 0,1168268 10407,012 7570,7122 1,3746411 28662,767 17071,954 1,6789389
5415,5214 0,2853977 0,1088391 32893,493 48013,946 0,6850821 77827,428 49757,142 1,5641459

14645,393 0,3456596 0,0715453 125359,36 151083,17 0,8297374 210471,57 204701,1 1,0281897
2633,7657 0,3425092 0,0464717 31851,484 38740,508 0,8221752 37850,319 56674,626 0,667853
2099,3522 0,4414299 0,0517523 27845,889 26278,905 1,0596289 30170,167 40565,401 0,7437414

64497,332 0,4914765 0,3174599 257707,5 218440,05 1,179763 926902,71 203166,85 4,5622733
97441,324 0,3013507 0,1536231 482089,56 666443,76 0,7233762 1400346,7 634288,04 2,2077457
62673,239 0,5170237 0,3856319 245131,06 197513,05 1,2410879 900688,34 162520,88 5,5419855

3720,813 0,3153093 0,0242716 81161,907 107231,75 0,7568832 53472,47 153298,89 0,3488119
16903,664 0,363023 0,1117793 102941,61 118131,24 0,8714173 242925,59 151223,55 1,6064005

4295,6281 0,6004244 0,1001836 27894,473 19353,868 1,4412867 61733,24 42877,549 1,4397568
2197,8023 0,1727515 0,063404 19535,911 47110,72 0,4146808 31585,01 34663,484 0,9111897

723,01837 0,6222288 0,0658872 6664,9239 4462,2409 1,4936271 10390,627 10973,577 0,9468769
3358,8885 0,4963384 0,0874833 29231,943 24535,093 1,1914339 48271,188 38394,614 1,2572385

24610,032 0,5010401 0,0891676 169647,41 141053,11 1,2027201 353675,17 275997,33 1,2814442
29387,893 0,8538056 0,1067963 173873,31 84836,325 2,0495148 422338,67 275176,97 1,5347893
15924,69 0,7246306 0,0933401 103328,12 59403,194 1,739437 228856,57 170609,23 1,3414079

4296,5775 0,8088053 0,0370301 94850,925 48854,607 1,941494 61746,885 116029,26 0,5321665
2331,5864 0,6776105 0,0411912 39549,502 24314,694 1,6265679 33507,646 56603,983 0,5919662
7559,3387 0,4311435 0,0554119 84900,675 82034,625 1,0349371 108636,61 136420,81 0,7963346
1072,5732 1,0881884 0,0378014 24482,304 9372,5144 2,6121384 15414,141 28373,889 0,5432509
2627,9017 1,0096343 0,0528641 44028,897 18166,933 2,4235734 37766,046 49710,487 0,7597199



2509,2299 0,5192312 0,0655611 25069,422 20113,676 1,2463869 36060,592 38273,153 0,9421903
2573,7817 0,5200108 0,0462006 30132,889 24139,95 1,2482581 36988,277 55708,821 0,6639573

6003,9621 0,7094449 0,047598 78071,102 45843,69 1,7029847 86284,015 126139,08 0,6840387
13972,589 0,4729392 0,0765717 98469,621 86737,091 1,1352654 200802,57 182477,3 1,1004249

10963,597 0,2701576 0,1126868 59963,057 92464,388 0,6484989 157559,81 97292,605 1,6194429
15571,666 0,2902517 0,1247432 89451,88 128387,46 0,6967338 223783,2 124829,76 1,7927071

4208,536 0,2785962 0,0507941 47741,129 71388,04 0,6687553 60481,624 82854,798 0,7299713
11418,078 0,3214256 0,2294811 70142,379 90909,217 0,7715651 164091,24 49756,078 3,2979134
5337,1301 0,3599215 0,1962718 37076,222 42913,665 0,8639724 76700,852 27192,54 2,8206579

700,32475 0,4232374 0,0555896 4951,594 4873,8141 1,0159587 10064,492 12598,116 0,7988887
857,21305 0,2935107 0,0398001 8264,3891 11729,912 0,7045568 12319,162 21537,985 0,5719738

1470,6887 0,4336516 0,0608702 11718,485 11257,408 1,0409576 21135,53 24161,054 0,8747768
2361,0921 0,4123917 0,0545523 19574,127 19773,357 0,9899243 33931,677 43281,276 0,7839805
3287,6592 0,3611224 0,0418016 34156,431 39402,702 0,8668551 47247,539 78649,104 0,6007384

1862,4936 0,2939331 0,0600188 17023,157 24126,789 0,7055708 26766,229 31031,846 0,8625407
3607,4957 0,3339726 0,0706346 30468,969 38006,234 0,8016835 51843,966 51072,646 1,0151024

1656,8054 1,1873702 0,0335644 6531,0115 2291,4071 2,8502188 23810,248 49362,026 0,4823596
3162,2206 0,5810449 0,0347121 21953,52 15739,917 1,3947672 45444,839 91098,473 0,498854

2184,538 0,2726821 0,0461997 31427,193 48012,776 0,654559 31394,387 47284,676 0,6639442
25122,556 0,3785705 0,0861627 189152,85 208148,89 0,9087382 361040,74 291571,22 1,2382592

3350,8286 0,3477779 0,035388 52312,851 62663,454 0,8348223 48155,358 94688,279 0,5085673
10369,448 0,4924027 0,0490414 137248,62 116116,92 1,1819864 149021,2 211442,81 0,7047825
5031,1393 0,5001614 0,0442514 58748,078 48931,83 1,2006107 72303,404 113694,46 0,6359448

9292,8291
75263,003
15079,69

4408,3866 0,4060567 0,0530217 41068,083 42133,319 0,9747175 63353,713 83143,093 0,7619841
7004,1413 0,7863326 0,127614 54195,866 28712,29 1,8875494 100657,77 54885,35 1,8339642

8663,2783 0,1550493 0,1317226 58558,285 157335,44 0,3721875 124501,52 65769,121 1,8930088
6686,8653 0,1458012 0,0976181 54590,345 155977,77 0,349988 96098,139 68500,294 1,4028865

4429,2691 0,4055284 0,0538963 47642,685 48942,133 0,9734493 63653,819 82181,309 0,7745535
836,90285 0,5174003 0,0709843 6888,4617 5546,3022 1,2419918 12027,281 11789,966 1,0201285
160,47164 0,4353136 0,0663243 1240,1357 1186,7927 1,0449472 2306,1667 2419,4983 0,9531591
1155,5771 0,4950882 0,0773859 8568,6534 7210,0445 1,1884328 16607,006 14932,663 1,1121262

16603,298 0,5272436 0,0650418 1403394,5 1108859,1 1,2656203 238608,97 255271,05 0,9347279
2382,0106 0,8891623 0,1964123 79084,807 37052,709 2,1343866 34232,3 12127,605 2,8226761



2530,7557 0,1535649 0,1008261 18151,622 49241,513 0,3686244 36369,943 25100,198 1,4489903
18904,895 0,3147993 0,1329045 128957,74 170655,98 0,7556591 271685,62 142244,21 1,9099942
21368,659 0,2896172 0,1736649 102381,54 147266,92 0,6952107 307092,83 123045,34 2,4957698

178,33392 0,2627539 0,035486 1943,4983 3081,3634 0,6307267 2562,8686 5025,4795 0,5099749
42890,288 0,4998147 0,1896432 210170,45 175174,38 1,1997785 616384 226163,03 2,7253969

38058,537 0,4693644 0,1263749 207626,6 184281,08 1,1266843 546946,05 301155,73 1,8161569
3020,7146 0,4105076 0,058129 26264,467 26653,569 0,9854015 43411,231 51965,667 0,8353829

3191,9606 0,437615 0,0386389 44347,389 42216,648 1,0504716 45872,237 82610,11 0,555286
2508,7886 0,421286 0,0311731 36823,762 36413,218 1,0112746 36054,25 80479,389 0,4479936

2874,0483 0,4670477 0,0517674 33005,375 29439,564 1,1211231 41303,463 55518,497 0,7439586
47292,639 0,2842132 0,0426713 399686,4 585845,47 0,6822386 679650,98 1108300 0,6132374

3314,7741 0,7927252 0,0443913 35617,09 18717,321 1,9028947 47637,212 74671,71 0,6379553
2394,9589 0,7962874 0,0379242 37233,031 19478,991 1,9114456 34418,384 63151,193 0,5450156

6621,4223 0,3293183 0,0456975 87763,819 111021,62 0,7905111 95157,646 144896,91 0,6567265
928,33936 0,3455775 0,045494 13729,03 16550,163 0,8295405 13341,331 20405,744 0,6538027

4215,1381 0,1349758 0,0533779 32238,539 99500,974 0,3240022 60576,504 78967,902 0,7671029
13496,115 0,178625 0,1777718 63411,401 147888 0,4287799 193955,08 75918,199 2,5547903

5812,3946 0,6688277 0,0226044 79313,354 49401,481 1,6054853 83530,963 257135,48 0,324852
3563,5123 0,7088099 0,0198686 62352,567 36646,5 1,7014603 51211,873 179353,93 0,2855353
7773,9869 0,6725928 0,0283931 112395,8 69615,471 1,6145233 111721,36 273798,83 0,4080418

823,05779 0,5583456 0,034042 14699,69 10967,635 1,3402789 11828,311 24177,731 0,4892234
19843,386 0,4370432 0,1310596 115549,29 110141,47 1,0490989 285172,85 151407,29 1,8834816

18837,368 0,9626729 0,2190272 132234,55 57223,461 2,310845 270715,19 86004,707 3,1476788
6018,9435 1,3742199 0,1749341 44426,393 13467,679 3,2987417 86499,314 34406,915 2,5140096

1063,9818 0,3893345 0,0412437 18126,765 19395,695 0,9345767 15290,673 25797,416 0,5927211
7742,5264 0,3766616 0,0479297 90964,619 100607,2 0,9041562 111269,23 161539,22 0,6888063
5405,3294 0,3518034 0,0399052 77075,645 91269,382 0,8444852 77680,956 135454,35 0,5734844

10987,968 0,4745228 0,081794 129053,4 113297,48 1,1390668 157910,06 134337,17 1,1754755
254,15227 0,5318729 0,0724584 1376,7705 1078,3547 1,2767326 3652,4677 3507,5601 1,041313

3637,8165 0,3975637 0,0349717 52781,154 55306,998 0,9543305 52279,712 104021,61 0,5025851
744,30057 0,3220756 0,0434354 9161,5674 11850,043 0,7731253 10696,477 17135,805 0,6242179

13189,52 1,4617606 0,1215155 72673,73 20711,385 3,5088784 189548,96 108541,9 1,7463207
10345,664 0,4905499 0,0753852 96079,728 81593,673 1,1775389 148679,39 137237,43 1,0833735

12349,243 0,4518113 0,0794713 96059,755 88571,155 1,084549 177473,19 155392,43 1,1420968
16972,373 0,4637259 0,0996627 64311,082 57773,991 1,1131494 243913,02 170298,08 1,4322711

13379,081 0,3407227 0,0397793 139707,62 170815,39 0,8178866 192273,16 336332,74 0,5716754



18351,598 0,3134123 0,0456196 158169,25 210239,31 0,7523296 263734,1 402274 0,6556081
16893,903 0,2572188 0,040177 143347,59 232164,43 0,6174399 242785,3 420486,87 0,5773909
16003,134 0,2998228 0,0464378 134141,76 186383,42 0,7197086 229983,9 344614,56 0,6673656
43240,47 0,4338255 0,0838445 256532,07 246339,76 1,041375 621416,54 515722,15 1,2049445

60641,699 0,3946571 0,2051267 322465,34 340385,51 0,9473533 871492,71 295630,46 2,9479124
49540,887 0,4269536 0,2007331 291090,66 284024,34 1,0248793 711960,95 246799,84 2,8847708
4871,6545 0,3157456 0,0467793 54982,036 72542,324 0,7579304 70011,419 104141,26 0,6722736

1907,555 0,5369801 0,0441679 45425,97 35241,467 1,288992 27413,814 43188,751 0,6347443
5140,1032 0,4650154 0,0689037 70695,393 63333,244 1,1162446 73869,344 74598,416 0,9902267

9094,2285 0,5096748 0,0605833 102142,26 83487,269 1,2234471 130694,79 150111,14 0,8706535
25300,826 0,2342024 0,0857778 165558,54 294488,37 0,5621904 363602,69 294957,83 1,2327277

9292,8291
6294,9075 0,5492492 0,0852659 63989,657 48534,246 1,3184434 90465,243 73826,806 1,2253712

84293,583 0,3253021 0,0667997 520293,9 666300,05 0,7808703 1211398,2 1261886,1 0,9599901
7521,6543 0,4952249 0,0902991 40006,886 33654,274 1,1887609 108095,04 83297,074 1,2977051
7320,933 0,4356864 0,0948443 32599,865 31170,928 1,045842 105210,44 77188,927 1,363025

4195,5882 0,3508368 0,1203248 44435,837 52763,808 0,8421651 60295,549 34868,871 1,7292085
6449,5267 0,5150757 0,1126605 38675,067 31280,086 1,2364118 92687,303 57247,437 1,6190647

6949,4044 0,4777471 0,0726028 100499,01 87633,803 1,1468064 99871,135 95718,173 1,0433874
3641,109 0,3246799 0,0502205 48668,468 62445,366 0,7793768 52327,029 72502,394 0,7217283

12685,255 0,2759497 0,0486743 138169,09 208587,84 0,6624024 182302,07 260615,2 0,6995067
1658,1523 0,303217 0,0561858 17291,591 23756,876 0,7278563 23829,603 29511,947 0,8074561

1469,2702 0,455897 0,0297822 25381,08 23192,701 1,0943564 21115,146 49333,896 0,4280048
5525,885 0,9632608 0,0891401 47084,257 20362,907 2,3122562 79413,483 61991,009 1,2810484

19207,686 0,4424117 0,0844373 158265,83 149028,2 1,0619858 276037,09 227478,58 1,2134641
7666,6536 0,4110932 0,0570657 95134,849 96406,706 0,9868074 110178,85 134347,88 0,8201011

6955,4695 0,5456887 0,0824967 68380,714 52203,134 1,3098967 99958,297 84312,138 1,1855742
9631,8806 0,6513149 0,0831602 102152,66 65338,117 1,5634467 138421,48 115823,14 1,1951107
3791,6035 0,4258586 0,0685213 32968,683 32251,067 1,0222509 54489,813 55334,634 0,9847325

20162,404 0,3698723 0,1080199 116898,2 131663,06 0,8878587 289757,52 186654,56 1,5523731
11107,014 0,3102027 0,13107 66901,287 89845,61 0,744625 159620,89 84741,104 1,88363

1694,9214 0,7742132 0,0490204 27479,302 14786,08 1,8584576 24358,019 34575,834 0,704481
19384,888 0,6556325 0,0999816 121096,17 76944,549 1,5738109 278583,7 193884,62 1,436853
6134,8168 0,6796514 0,0935254 42810,13 26240,267 1,6314671 88164,551 65595,204 1,3440701

9224,1238 0,5192447 0,1310054 64216,021 51520,405 1,2464192 132561,54 70410,233 1,8827027
5465,821 0,3768151 0,0710139 53845,565 59529,141 0,9045245 78550,292 76968,365 1,020553

20866,509 0,4824238 0,0515641 238873,77 206275,49 1,1580327 299876,34 404671,49 0,7410365



1905,2387 0,6532633 0,124832 11577,523 7383,0415 1,5681238 27380,526 15262,419 1,7939834

5084,2315 0,7527878 0,0977589 36347,509 20114,535 1,8070271 73066,401 52007,853 1,4049109
7629,1575 0,646929 0,0816693 57411,576 36970,115 1,5529185 109639,99 93415,273 1,1736837

10313,6 0,6614453 0,0705557 85937,655 54124,949 1,5877642 148218,59 146176,76 1,0139682

16303,959 0,3539322 0,0320771 173997,5 204800,4 0,8495955 234307,11 508274,52 0,4609854
7393,4188 0,444789 0,0747147 58532,459 54821,468 1,0676923 106252,15 98955,388 1,0737379

15686,551 0,5569079 0,0613301 153093,32 114519,86 1,3368276 225434,24 255772,42 0,881386
7979,7573 0,4227544 0,0413144 108093,29 106516,9 1,0147994 114678,52 193146,97 0,5937371

4590,894 0,5857695 0,0923852 33059,074 23511,039 1,4061086 65976,559 49692,952 1,3276845
911,30093 0,5545673 0,0727644 7956,8851 5977,1856 1,3312093 13096,469 12524,002 1,0457096

12024,871 0,4563962 0,2464985 53956,254 49250,164 1,0955548 172811,58 48782,733 3,5424743
13768,312 0,2785573 0,2161261 75456,311 112846,71 0,668662 197866,88 63705,004 3,1059865

3564,8196 0,4681279 0,0332231 35825,334 31881,126 1,1237161 51230,661 107299,53 0,4774547
7535,9288 0,4465734 0,0503628 71744,161 66927,049 1,0719756 108300,18 149632,89 0,7237726

11336,535 0,3881799 0,0595237 134884,45 144756,07 0,9318052 162919,38 190454,12 0,8554258
967,48007 0,3876572 0,0685449 11628,835 12496,728 0,9305504 13903,829 14114,554 0,9850704

244,87725 0,29443 0,0373588 1331,6968 1884,218 0,7067636 3519,1748 6554,7351 0,5368905
26204,647 0,8064994 0,1296507 156692,23 80937,793 1,9359588 376591,68 202117,29 1,8632333

1026,1113 0,4723618 0,054001 9231,1151 8141,1801 1,1338792 14746,429 19001,7 0,7760584

4895,0426 0,6004982 0,0567488 71476,71 49586,196 1,4414639 70347,534 86258,075 0,8155472
374,53386 0,6329004 0,0262194 8464,1039 5571,2614 1,5192437 5382,4931 14284,599 0,3768039

6852,629 0,6458125 0,1028931 77059,492 49708,155 1,5502384 98480,359 66599,484 1,4786955
12799,341 0,6744393 0,1297343 100675,52 62185,475 1,6189556 183941,62 98658,101 1,864435

17941,457 0,5941238 0,0878032 139497,56 97813,234 1,4261624 257839,89 204337,22 1,2618352
16191,037 0,3300953 0,1100094 105859,76 133597,88 0,7923761 232684,3 147178,7 1,5809644

6918,8324 0,2918949 0,1326713 24182,067 34512,372 0,7006782 99431,779 52150,166 1,9066436
1152,1836 0,6128477 0,03433 14056,743 9555,207 1,4711082 16558,236 33561,986 0,4933628

13995,885 0,3441985 0,0624036 144062,82 174361,59 0,8262303 201137,38 224280,04 0,8968135
1567,777 0,5379949 0,1277931 10057,891 7788,1925 1,2914281 22530,803 12268,089 1,8365374

5247,465 0,3422603 0,0713844 52982,589 64488,847 0,8215775 75412,259 73509,935 1,0258785
8628,1447 0,2226114 0,2063936 37835,15 70803,703 0,5343668 123996,61 41804,323 2,9661194



IR.N116 IR.N114 IR.N(116/114)IR.N117 IR.N115 IR.N(117/115)
0,4332989 0,5667011 0,7645987 0,5877663 0,4122337 1,4258087
0,4768773 0,5231227 0,9115974 0,5622091 0,4377909 1,2841953
0,503054 0,496946 1,012291 0,5305444 0,4694556 1,1301269

0,3812961 0,6187039 0,6162821 0,6233233 0,3766767 1,6547965
0,4022663 0,5977337 0,6729857 0,6126955 0,3873045 1,5819478
0,5159782 0,4840218 1,0660226 0,3525755 0,6474245 0,5445816
0,1488601 0,8511399 0,174895 0,6696118 0,3303882 2,0267426
0,4481305 0,5518695 0,8120225 0,6743998 0,3256002 2,0712515
0,5099445 0,4900555 1,0405851 0,6602037 0,3397963 1,9429398
0,4869655 0,5130345 0,9491867 0,6613345 0,3386655 1,9527659
0,4708596 0,5291404 0,8898576 0,6324198 0,3675802 1,7204946

0,48486 0,51514 0,9412197 0,447994 0,552006 0,8115745
0,5107578 0,4892422 1,0439776 0,6628833 0,3371167 1,9663316
0,4708811 0,5291189 0,8899346 0,5258884 0,4741116 1,1092079
0,4955317 0,5044683 0,9822851 0,6120243 0,3879757 1,577481
0,4790277 0,5209723 0,9194878 0,7525007 0,2474993 3,040416
0,4704269 0,5295731 0,8883134 0,7570503 0,2429497 3,1160788
0,4659034 0,5340966 0,8723204 0,7453277 0,2546723 2,9266142
0,3653842 0,6346158 0,5757565 0,7208847 0,2791153 2,5827483
0,5337352 0,4662648 1,1447042 0,7576744 0,2423256 3,1266791
0,5488468 0,4511532 1,2165421 0,4777817 0,5222183 0,914908
0,5398626 0,4601374 1,1732637 0,5214911 0,4785089 1,0898253
0,5206208 0,4793792 1,0860311 0,5966615 0,4033385 1,4793071
0,493653 0,506347 0,9749304 0,4672263 0,5327737 0,8769697
0,533672 0,466328 1,1444131 0,6124471 0,3875529 1,5802929

0,5657938 0,4342062 1,3030531 0,5480592 0,4519408 1,2126792
0,4895788 0,5104212 0,9591663 0,7426092 0,2573908 2,8851433
0,5050484 0,4949516 1,0203994 0,7385459 0,2614541 2,8247634
0,3931649 0,6068351 0,647894 0,5760704 0,4239296 1,3588824
0,4059698 0,5940302 0,6834161 0,5610499 0,4389501 1,2781632
0,345047 0,654953 0,5268272 0,5369124 0,4630876 1,1594186

0,5130321 0,4869679 1,0535235 0,7282053 0,2717947 2,6792473
0,435344 0,564656 0,7709899 0,5882947 0,4117053 1,4289221

0,4890077 0,5109923 0,9569766 0,6380767 0,3619233 1,7630161
0,5912695 0,4087305 1,4465997 0,4095843 0,5904157 0,6937218

0,4187185 0,5812815 0,7203368 0,6376259 0,3623741 1,7595789
0,444591 0,555409 0,8004749 0,6003976 0,3996024 1,5024877

0,5425537 0,4574463 1,1860487 0,6469641 0,3530359 1,832573
0,4853813 0,5146187 0,9431862 0,6968421 0,3031579 2,2986107
0,6017382 0,3982618 1,5109112 0,7333499 0,2666501 2,7502333
0,4575094 0,5424906 0,8433499 0,8384837 0,1615163 5,1913245
0,4324232 0,5675768 0,7618763 0,8505115 0,1494885 5,6894786
0,4820569 0,5179431 0,9307139 0,67647 0,32353 2,0909033
0,4167572 0,5832428 0,7145519 0,6894114 0,3105886 2,2196927
0,4354923 0,5645077 0,7714551 0,5962992 0,4037008 1,4770819
0,4428256 0,5571744 0,7947703 0,6190004 0,3809996 1,6246745
0,4730312 0,5269688 0,8976454 0,5598852 0,4401148 1,2721343
0,5000427 0,4999573 1,0001706 0,8152085 0,1847915 4,4115054
0,3901513 0,6098487 0,6397509 0,6303457 0,3696543 1,7052304
0,4936887 0,5063113 0,9750695 0,5944809 0,4055191 1,4659751



0,4013327 0,5986673 0,6703768 0,4902014 0,5097986 0,9615589
0,3848416 0,6151584 0,6255976 0,4483221 0,5516779 0,8126518
0,4078091 0,5921909 0,6886447 0,4937708 0,5062292 0,9753899
0,4115364 0,5884636 0,6993406 0,4986131 0,5013869 0,9944679

0,4422957 0,5577043 0,793065 0,511136 0,488864 1,0455587
0,468274 0,531726 0,8806678 0,2921818 0,7078182 0,4127922

0,4088148 0,5911852 0,6915172 0,7119972 0,2880028 2,4721879
0,4164419 0,5835581 0,7136253 0,4994458 0,5005542 0,9977857
0,479987 0,520013 0,9230289 0,516442 0,483558 1,0680043

0,3808862 0,6191138 0,6152121 0,7266078 0,2733922 2,6577488
0,4036498 0,5963502 0,6768671 0,5324109 0,4675891 1,1386299
0,4496325 0,5503675 0,8169678 0,5341228 0,4658772 1,1464884
0,3752065 0,6247935 0,6005289 0,4945813 0,5054187 0,9785578
0,5413205 0,4586795 1,1801718 0,5206106 0,4793894 1,0859867

0,5554358 0,4445642 1,2493939 0,3872591 0,6127409 0,6320111
0,5421058 0,4578942 1,1839106 0,3690562 0,6309438 0,5849272
0,5020508 0,4979492 1,0082372 0,3393425 0,6606575 0,5136436
0,5405401 0,4594599 1,1764684 0,372936 0,627064 0,5947334
0,518383 0,481617 1,0763389 0,614125 0,385875 1,5915126

0,4167477 0,5832523 0,7145239 0,6349424 0,3650576 1,7392938
0,594945 0,405055 1,4688005 0,5487909 0,4512091 1,2162672

0,3598129 0,6401871 0,5620434 0,5705923 0,4294077 1,3287893
0,4118216 0,5881784 0,7001645 0,6342334 0,3657666 1,733984
0,3277197 0,6722803 0,4874749 0,4963006 0,5036994 0,9853112
0,4617696 0,5382304 0,8579403 0,6062441 0,3937559 1,5396444
0,4641609 0,5358391 0,8662317 0,331465 0,668535 0,495808
0,4964798 0,5035202 0,9860175 0,3296317 0,6703683 0,4917173
0,4099218 0,5900782 0,6946908 0,465686 0,534314 0,8715586
0,4758249 0,5241751 0,9077595 0,6958142 0,3041858 2,2874644
0,5078101 0,4921899 1,0317363 0,7294095 0,2705905 2,6956212
0,4510766 0,5489234 0,8217477 0,4594439 0,5405561 0,8499466
0,4847546 0,5152454 0,9408227 0,6390065 0,3609935 1,7701331
0,3931134 0,6068866 0,6477542 0,5790531 0,4209469 1,3755966
0,4172846 0,5827154 0,7161036 0,6001385 0,3998615 1,500866
0,2537987 0,7462013 0,3401209 0,3685965 0,6314035 0,5837733
0,3974442 0,6025558 0,6595974 0,5074972 0,4925028 1,0304451
0,4589526 0,5410474 0,848267 0,4592722 0,5407278 0,8493593
0,5166303 0,4833697 1,0688098 0,4616436 0,5383564 0,8575054
0,5177034 0,4822966 1,0734131 0,4462641 0,5537359 0,8059149
0,3465947 0,6534053 0,5304437 0,3315687 0,6684313 0,4960401
0,3813436 0,6186564 0,6164062 0,5485352 0,4514648 1,2150121
0,4618453 0,5381547 0,8582018 0,5878295 0,4121705 1,4261806
0,4710497 0,5289503 0,8905369 0,5835631 0,4164369 1,401324
0,5653166 0,4346834 1,3005251 0,5114992 0,4885008 1,0470794
0,379705 0,620295 0,6121361 0,6656157 0,3343843 1,9905709

0,4960173 0,5039827 0,9841951 0,6872988 0,3127012 2,197941



0,5853902 0,4146098 1,4119062 0,845307 0,154693 5,4644167
0,5749974 0,4250026 1,3529267 0,8492513 0,1507487 5,6335547
0,4788187 0,5211813 0,9187182 0,7729321 0,2270679 3,40397
0,586627 0,413373 1,4191227 0,8346397 0,1653603 5,0474017

0,5101667 0,4898333 1,0415109 0,6375647 0,3624353 1,7591134
0,5001274 0,4998726 1,0005097 0,6469266 0,3530734 1,8322724
0,4749764 0,5250236 0,9046763 0,6216551 0,3783449 1,643091
0,3302591 0,6697409 0,4931148 0,6759287 0,3240713 2,0857412
0,3407034 0,6592966 0,516768 0,6116466 0,3883534 1,5749741
0,4917279 0,5082721 0,9674502 0,6416166 0,3583834 1,7903079
0,4245358 0,5754642 0,7377274 0,607669 0,392331 1,5488683
0,3665892 0,6334108 0,5787542 0,5951706 0,4048294 1,4701765
0,3856782 0,6143218 0,6278114 0,5846724 0,4153276 1,4077377
0,5491853 0,4508147 1,2182062 0,5604406 0,4395594 1,2750054
0,5797076 0,4202924 1,3792961 0,5872671 0,4127329 1,4228747
0,5934332 0,4065668 1,4596203 0,5009199 0,4990801 1,0036862
0,5630719 0,4369281 1,288706 0,4551341 0,5448659 0,8353138
0,5312244 0,4687756 1,1332168 0,4106423 0,5893577 0,6967624
0,570809 0,429191 1,3299649 0,4047548 0,5952452 0,6799798
0,569378 0,430622 1,3222225 0,542305 0,457695 1,1848611

0,5641668 0,4358332 1,2944559 0,4459888 0,5540112 0,8050177
0,4225923 0,5774077 0,7318784 0,3981672 0,6018328 0,6615912
0,5129356 0,4870644 1,0531167 0,3897448 0,6102552 0,6386586
0,4327857 0,5672143 0,763002 0,5298068 0,4701932 1,1267853
0,3980452 0,6019548 0,6612544 0,5318516 0,4681484 1,1360746
0,5693076 0,4306924 1,3218427 0,7455172 0,2544828 2,9295386
0,4747002 0,5252998 0,9036748 0,6514085 0,3485915 1,8686873
0,3727042 0,6272958 0,5941441 0,611724 0,388276 1,5754878
0,3386422 0,6613578 0,5120408 0,5883875 0,4116125 1,4294694
0,4327728 0,5672272 0,762962 0,6507029 0,3492971 1,8628925
0,4058873 0,5941127 0,6831824 0,5545899 0,4454101 1,2451219
0,3936236 0,6063764 0,6491407 0,5198533 0,4801467 1,0826969
0,3761794 0,6238206 0,603025 0,5659834 0,4340166 1,3040596

0,39951 0,60049 0,6653067 0,5836601 0,4163399 1,4018836
0,3657016 0,6342984 0,5765449 0,5352258 0,4647742 1,1515824
0,3969631 0,6030369 0,6582733 0,5510193 0,4489807 1,2272672

0,4503701 0,5496299 0,819406 0,8657518 0,1342482 6,4488883
0,3659526 0,6340474 0,5771691 0,8927189 0,1072811 8,3213025
0,4028297 0,5971703 0,6745642 0,8779544 0,1220456 7,1936573
0,3808303 0,6191697 0,6150662 0,8047536 0,1952464 4,1217344
0,3976558 0,6023442 0,6601803 0,6125653 0,3874347 1,5810801
0,3915437 0,6084563 0,6435034 0,6437728 0,3562272 1,8071972
0,4330684 0,5669316 0,7638812 0,8052764 0,1947236 4,1354842
0,3512953 0,6487047 0,5415336 0,4581062 0,5418938 0,84538
0,4850555 0,5149445 0,9419567 0,4514209 0,5485791 0,8228913
0,4305403 0,5694597 0,7560504 0,8446528 0,1553472 5,437192
0,3903906 0,6096094 0,6403946 0,8445591 0,1554409 5,4333142
0,3730381 0,6269619 0,5949933 0,450061 0,549939 0,8183834
0,4145871 0,5854129 0,708196 0,5464718 0,4535282 1,2049345
0,4355312 0,5644688 0,7715772 0,7796631 0,2203369 3,5385038
0,4904331 0,5095669 0,9624509 0,6359134 0,3640866 1,7465992



0,4447387 0,5552613 0,8009538 0,4401198 0,5598802 0,7860965
0,4910271 0,5089729 0,9647411 0,5068539 0,4931461 1,0277967
0,4468395 0,5531605 0,8077935 0,5792144 0,4207856 1,376507
0,3927147 0,6072853 0,6466725 0,8738633 0,1261367 6,9279095
0,4047225 0,5952775 0,6798889 0,8738142 0,1261858 6,9248204
0,4165869 0,5834131 0,7140514 0,847 0,153 5,5359475
0,454233 0,545767 0,8322836 0,8612919 0,1387081 6,2093818

0,4124002 0,5875998 0,7018386 0,5748248 0,4251752 1,3519715
0,6065977 0,3934023 1,5419272 0,4605015 0,5394985 0,8535733
0,4519209 0,5480791 0,8245542 0,8055917 0,1944083 4,1438141
0,4140155 0,5859845 0,7065297 0,8404792 0,1595208 5,2687741
0,4355019 0,5644981 0,7714852 0,6256396 0,3743604 1,671223
0,387044 0,612956 0,6314384 0,44471 0,55529 0,8008607

0,3462641 0,6537359 0,5296697 0,4303003 0,5696997 0,7553108
0,4367568 0,5632432 0,7754321 0,5720865 0,4279135 1,3369208
0,3773623 0,6226377 0,6060705 0,5182922 0,4817078 1,0759474
0,3973908 0,6026092 0,6594502 0,3752406 0,6247594 0,6006161
0,4428793 0,5571207 0,7949433 0,3956643 0,6043357 0,6547096
0,4399675 0,5600325 0,7856108 0,545961 0,454039 1,202454
0,4067574 0,5932426 0,6856511 0,8444726 0,1555274 5,4297341
0,4070371 0,5929629 0,6864461 0,5132295 0,4867705 1,0543562
0,3696737 0,6303263 0,58648 0,5017086 0,4982914 1,0068577
0,3312256 0,6687744 0,4952726 0,5251522 0,4748478 1,1059377
0,2857008 0,7142992 0,3999737 0,4608278 0,5391722 0,8546952
0,2862015 0,7137985 0,4009556 0,4448162 0,5551838 0,8012054
0,4371278 0,5628722 0,7766023 0,8475965 0,1524035 5,5615296
0,280291 0,719709 0,3894504 0,733443 0,266557 2,7515427

0,4716428 0,5283572 0,8926589 0,5125306 0,4874694 1,0514106
0,4918266 0,5081734 0,9678324 0,5546358 0,4453642 1,2453534
0,4594215 0,5405785 0,84987 0,3334061 0,6665939 0,5001637
0,4462242 0,5537758 0,805785 0,3010405 0,6989595 0,4306981
0,4481762 0,5518238 0,8121727 0,3680261 0,6319739 0,5823439
0,4362017 0,5637983 0,7736841 0,5144386 0,4855614 1,0594716
0,4505591 0,5494409 0,8200319 0,7141029 0,2858971 2,4977623
0,4509531 0,5490469 0,8213379 0,8089492 0,1910508 4,234211
0,4344114 0,5655886 0,7680696 0,7782129 0,2217871 3,5088293
0,3879058 0,6120942 0,6337354 0,5214595 0,4785405 1,0896872
0,3623464 0,6376536 0,5682496 0,5052047 0,4947953 1,0210376
0,3881992 0,6118008 0,634519 0,4187352 0,5812648 0,7203863
0,4572654 0,5427346 0,8425211 0,5133126 0,4866874 1,0547071
0,3445861 0,6554139 0,5257534 0,7803167 0,2196833 3,552007
0,351526 0,648474 0,5420819 0,6329848 0,3670152 1,7246829

0,5123209 0,4876791 1,0505286 0,7374489 0,2625511 2,8087821
0,3603956 0,6396044 0,5634663 0,789339 0,210661 3,7469641
0,4478398 0,5521602 0,8110687 0,8157319 0,1842681 4,426876
0,4496866 0,5503134 0,8171465 0,819758 0,180242 4,5480978
0,4269586 0,5730414 0,7450746 0,8038647 0,1961353 4,0985223
0,4025321 0,5974679 0,67373 0,8820159 0,1179841 7,4757148
0,424323 0,575677 0,7370852 0,859402 0,140598 6,1124792

0,3957682 0,6042318 0,654994 0,5648044 0,4351956 1,2978174
0,4601171 0,5398829 0,8522536 0,7047317 0,2952683 2,3867506
0,3493736 0,6506264 0,5369803 0,8582993 0,1417007 6,0571268



0,4074513 0,5925487 0,687625 0,8021704 0,1978296 4,0548564
0,3772303 0,6227697 0,6057301 0,7617931 0,2382069 3,1980318
0,3512334 0,6487666 0,5413863 0,3934545 0,6065455 0,6486808
0,3948711 0,6051289 0,6525404 0,5038073 0,4961927 1,0153461
0,4128533 0,5871467 0,7031518 0,7214948 0,2785052 2,590597
0,3898722 0,6101278 0,639001 0,8190856 0,1809144 4,5274752
0,432728 0,567272 0,7628227 0,4119815 0,5880185 0,7006269

0,4894615 0,5105385 0,9587162 0,6875456 0,3124544 2,200467
0,4933627 0,5066373 0,9737987 0,4309286 0,5690714 0,7572486
0,4739148 0,5260852 0,9008327 0,334312 0,665688 0,5022052
0,4239346 0,5760654 0,735914 0,5417537 0,4582463 1,1822325
0,631816 0,368184 1,7160336 0,6758307 0,3241693 2,0848076

0,3810649 0,6189351 0,6156782 0,4844241 0,5155759 0,9395787
0,5372222 0,4627778 1,1608644 0,5827173 0,4172827 1,396457
0,3931833 0,6068167 0,6479442 0,4626934 0,5373066 0,8611346
0,4598741 0,5401259 0,8514201 0,5330119 0,4669881 1,1413822
0,4347955 0,5652045 0,769271 0,8755 0,1245 7,0321294
0,4754728 0,5245272 0,906479 0,7859937 0,2140063 3,6727587
0,4677218 0,5322782 0,878717 0,588641 0,411359 1,4309665

0,3660959 0,6339041 0,5775257 0,7707991 0,2292009 3,3629843
0,4506778 0,5493222 0,8204253 0,3410913 0,6589087 0,5176609
0,3588849 0,6411151 0,5597822 0,7471001 0,2528999 2,9541331
0,4034152 0,5965848 0,6762077 0,7187175 0,2812825 2,5551444
0,4789557 0,5210443 0,9192226 0,648207 0,351793 1,8425809
0,5001284 0,4998716 1,0005138 0,6994947 0,3005053 2,3277288
0,5003573 0,4996427 1,0014303 0,7136091 0,2863909 2,4917308
0,4266837 0,5733163 0,7442378 0,7469537 0,2530463 2,9518462
0,4337839 0,5662161 0,7661102 0,698928 0,301072 2,3214641
0,3914651 0,6085349 0,6432911 0,716505 0,283495 2,5273989
0,3831068 0,6168932 0,6210262 0,7725489 0,2274511 3,3965501
0,4758358 0,5241642 0,9077992 0,7652288 0,2347712 3,2594658
0,3780102 0,6219898 0,6077434 0,7529549 0,2470451 3,0478447
0,4489251 0,5510749 0,8146354 0,7307164 0,2692836 2,7135569
0,4499795 0,5500205 0,818114 0,7388705 0,2611295 2,8295169

0,4086216 0,5913784 0,6909647 0,7733879 0,2266121 3,4128279
0,3992143 0,6007857 0,664487 0,3322318 0,6677682 0,4975256
0,5065392 0,4934608 1,0265032 0,2887568 0,7112432 0,4059888
0,5498468 0,4501532 1,2214658 0,4426761 0,5573239 0,7942888
0,5238207 0,4761793 1,1000491 0,3395231 0,6604769 0,5140576
0,6257662 0,3742338 1,6721266 0,6143164 0,3856836 1,5927989
0,3608216 0,6391784 0,5645085 0,7664445 0,2335555 3,2816374
0,4485045 0,5514955 0,8132515 0,8049313 0,1950687 4,126399
0,3781734 0,6218266 0,6081655 0,7787329 0,2212671 3,5194241

0,4056117 0,5943883 0,682402 0,7608827 0,2391173 3,1820475
0,4497678 0,5502322 0,8174145 0,770612 0,229388 3,3594266



0,3458801 0,6541199 0,5287718 0,6807576 0,3192424 2,1324156
0,5128295 0,4871705 1,0526693 0,5670298 0,4329702 1,3096279
0,5055659 0,4944341 1,0225144 0,6437388 0,3562612 1,8069291
0,4083255 0,5916745 0,6901186 0,763076 0,236924 3,2207633
0,4158817 0,5841183 0,7119818 0,7759453 0,2240547 3,4631958
0,3669285 0,6330715 0,5796004 0,7589874 0,2410126 3,1491609
0,3237368 0,6762632 0,4787142 0,695977 0,304023 2,2892244
0,3026198 0,6973802 0,433938 0,6609109 0,3390891 1,949077
0,3987393 0,6012607 0,6631721 0,7445321 0,2554679 2,9143866
0,5808523 0,4191477 1,3857938 0,4150104 0,5849896 0,709432
0,5363878 0,4636122 1,1569752 0,5232108 0,4767892 1,0973628
0,5201459 0,4798541 1,0839668 0,6120007 0,3879993 1,5773239
0,5106065 0,4893935 1,0433453 0,6632683 0,3367317 1,969723
0,4049413 0,5950587 0,6805064 0,6845242 0,3154758 2,1698155
0,5276881 0,4723119 1,117245 0,2652387 0,7347613 0,3609863
0,4880306 0,5119694 0,9532416 0,2170289 0,7829711 0,2771863
0,511147 0,488853 1,0456049 0,342474 0,657526 0,5208523

0,5449489 0,4550511 1,1975552 0,3185326 0,6814674 0,4674216
0,3890437 0,6109563 0,6367784 0,724389 0,275611 2,6283026
0,4332845 0,5667155 0,764554 0,684408 0,315592 2,1686477

0,3759809 0,6240191 0,6025151 0,6887015 0,3112985 2,2123507
0,3536291 0,6463709 0,5470992 0,661475 0,338525 1,9539917
0,5587513 0,4412487 1,2662959 0,6274904 0,3725096 1,6844946
0,3202407 0,6797593 0,4711089 0,6607268 0,3392732 1,9474769
0,2453962 0,7546038 0,3251987 0,5657453 0,4342547 1,3027962
0,2799063 0,7200937 0,3887081 0,6529421 0,3470579 1,8813633
0,4287246 0,5712754 0,7504692 0,7521864 0,2478136 3,0352906
0,3834096 0,6165904 0,6218223 0,6657961 0,3342039 1,9921849
0,4337718 0,5662282 0,7660724 0,3212524 0,6787476 0,4733016
0,4189413 0,5810587 0,7209965 0,3096554 0,6903446 0,448552

0,4138823 0,5861177 0,7061419 0,7922688 0,2077312 3,8139134
0,3359833 0,6640167 0,5059863 0,6436457 0,3563543 1,8061963
0,3550624 0,6449376 0,5505375 0,7001241 0,2998759 2,3347122
0,4757195 0,5242805 0,9073758 0,7780736 0,2219264 3,5059975
0,2995441 0,7004559 0,4276416 0,7113705 0,2886295 2,4646489
0,2539415 0,7460585 0,3403774 0,6758914 0,3241086 2,0853853
0,3917989 0,6082011 0,644193 0,6858216 0,3141784 2,1829051
0,3738514 0,6261486 0,5970649 0,764159 0,235841 3,2401443
0,3952525 0,6047475 0,6535828 0,7511353 0,2488647 3,0182476
0,4475738 0,5524262 0,8101967 0,6877329 0,3122671 2,2023872
0,422914 0,577086 0,732844 0,8111532 0,1888468 4,2952977

0,4194602 0,5805398 0,7225347 0,8227472 0,1772528 4,6416607
0,4762163 0,5237837 0,9091851 0,4717753 0,5282247 0,8931337
0,5869494 0,4130506 1,4210108 0,497179 0,502821 0,9887792
0,6092954 0,3907046 1,5594787 0,4855697 0,5144303 0,9438978
0,516489 0,483511 1,0682054 0,455493 0,544507 0,8365237

0,5416643 0,4583357 1,1818069 0,4405522 0,5594478 0,7874767
0,5298002 0,4701998 1,1267555 0,5174286 0,4825714 1,0722321



0,5162292 0,4837708 1,0670947 0,4233097 0,5766903 0,7340329
0,5014716 0,4985284 1,0059036 0,4723248 0,5276752 0,8951053
0,4779764 0,5220236 0,9156222 0,4895175 0,5104825 0,9589309
0,5717592 0,4282408 1,3351349 0,7744974 0,2255026 3,4345388
0,5123139 0,4876861 1,0504991 0,4615353 0,5384647 0,8571319
0,4314909 0,5685091 0,7589869 0,7062775 0,2937225 2,4045738
0,377954 0,622046 0,6075983 0,6958323 0,3041677 2,2876601
0,378996 0,621004 0,6102955 0,7276792 0,2723208 2,6721394

0,3438087 0,6561913 0,5239458 0,7529589 0,2470411 3,0479102
0,3688043 0,6311957 0,5842947 0,7119103 0,2880897 2,4711414
0,4149923 0,5850077 0,7093792 0,607191 0,392809 1,5457666
0,365174 0,634826 0,5752347 0,7488391 0,2511609 2,981511

0,3076431 0,6923569 0,4443418 0,7758788 0,2241212 3,461871
0,4441161 0,5558839 0,7989369 0,7067156 0,2932844 2,4096591

0,4577113 0,5422887 0,8440364 0,4282365 0,5717635 0,748975
0,4095667 0,5904333 0,6936713 0,7261031 0,2738969 2,6510085
0,3730488 0,6269512 0,5950204 0,7325315 0,2674685 2,7387583
0,454307 0,545693 0,8325322 0,6114475 0,3885525 1,5736545

0,4066255 0,5933745 0,6852765 0,6696344 0,3303656 2,0269495
0,4672045 0,5327955 0,8768926 0,6198818 0,3801182 1,6307609
0,5076514 0,4923486 1,0310812 0,3475785 0,6524215 0,5327515
0,4587683 0,5412317 0,8476377 0,4219285 0,5780715 0,7298899
0,4336292 0,5663708 0,7656279 0,6883108 0,3116892 2,2083238
0,5212926 0,4787074 1,0889587 0,6354597 0,3645403 1,7431808
0,439376 0,560624 0,7837266 0,2148175 0,7851825 0,2735893

0,6062225 0,3937775 1,5395054 0,1974248 0,8025752 0,2459891
0,6159282 0,3840718 1,60368 0,3050519 0,6949481 0,4389564
0,6349863 0,3650137 1,7396233 0,3981542 0,6018458 0,6615552
0,5604729 0,4395271 1,2751726 0,3453921 0,6546079 0,5276321
0,5193562 0,4806438 1,080543 0,2346958 0,7653042 0,3066699
0,5518724 0,4481276 1,2315071 0,3520074 0,6479926 0,5432276
0,5279747 0,4720253 1,1185304 0,2461532 0,7538468 0,3265294
0,4424636 0,5575364 0,7936049 0,3092997 0,6907003 0,4478058
0,5057764 0,4942236 1,0233755 0,2822295 0,7177705 0,3932029
0,5301293 0,4698707 1,1282453 0,2819077 0,7180923 0,3925786
0,5314688 0,4685312 1,1343294 0,3042696 0,6957304 0,4373384
0,5720756 0,4279244 1,3368615 0,2446604 0,7553396 0,3239078
0,5034551 0,4965449 1,0139164 0,6429516 0,3570484 1,8007408

0,4340148 0,5659852 0,7668306 0,6927503 0,3072497 2,2546813
0,359364 0,640636 0,5609488 0,7801824 0,2198176 3,5492271

0,4009551 0,5990449 0,6693241 0,8380146 0,1619854 5,1733942
0,4645101 0,5354899 0,8674488 0,7800374 0,2199626 3,546228
0,4455797 0,5544203 0,8036856 0,7867404 0,2132596 3,6891196
0,4404236 0,5595764 0,7870661 0,7788568 0,2211432 3,5219577
0,3952504 0,6047496 0,6535771 0,7155897 0,2844103 2,5160474
0,3955991 0,6044009 0,654531 0,6948683 0,3051317 2,2772732



0,4283711 0,5716289 0,7493868 0,7731732 0,2268268 3,4086492
0,4424297 0,5575703 0,7934957 0,7566071 0,2433929 3,108584
0,4932099 0,5067901 0,9732035 0,8119116 0,1880884 4,3166477
0,4029527 0,5970473 0,6749092 0,8655057 0,1344943 6,4352614
0,4317308 0,5682692 0,7597295 0,8632201 0,1367799 6,3110139
0,385348 0,614652 0,6269368 0,8224813 0,1775187 4,6332089

0,4073418 0,5926582 0,6873132 0,8170032 0,1829968 4,4645751
0,4054607 0,5945393 0,6819746 0,8196321 0,1803679 4,5442248
0,4013654 0,5986346 0,6704681 0,7931323 0,2068677 3,8340071
0,4417359 0,5582641 0,7912668 0,750455 0,249545 3,0072937
0,4458011 0,5541989 0,8044063 0,7909373 0,2090627 3,783254
0,2826058 0,7173942 0,3939337 0,8426991 0,1573009 5,3572409
0,2798381 0,7201619 0,3885767 0,8367228 0,1632772 5,1245547
0,296268 0,703732 0,4209956 0,818409 0,181591 4,5068796

0,2853938 0,7146062 0,3993721 0,8279297 0,1720703 4,8115785
0,3001041 0,6998959 0,4287839 0,8204448 0,1795552 4,569319
0,2996551 0,7003449 0,427868 0,8172414 0,1827586 4,4716992
0,3067808 0,6932192 0,4425452 0,8488132 0,1511868 5,6143337
0,3439947 0,6560053 0,5243779 0,7534989 0,2465011 3,056777
0,2983181 0,7016819 0,4251472 0,8187839 0,1812161 4,518273

0,27376 0,72624 0,3769553 0,8358563 0,1641437 5,0922226
0,4161529 0,5838471 0,7127771 0,6621474 0,3378526 1,9598707
0,3728994 0,6271006 0,5946405 0,7776512 0,2223488 3,4974382
0,4455314 0,5544686 0,8035288 0,7579167 0,2420833 3,1308092
0,3795315 0,6204685 0,6116853 0,8227895 0,1772105 4,6430068
0,3076513 0,6923487 0,444359 0,7564287 0,2435713 3,1055739
0,4865462 0,5134538 0,9475948 0,7574809 0,2425191 3,123386
0,4607922 0,5392078 0,8545726 0,786612 0,213388 3,6862983
0,3910218 0,6089782 0,6420948 0,8387723 0,1612277 5,2024099
0,3314491 0,6685509 0,4957724 0,7547029 0,2452971 3,0766885
0,4517744 0,5482256 0,8240665 0,8124089 0,1875911 4,3307432
0,4740204 0,5259796 0,9012143 0,8167209 0,1832791 4,4561581
0,4338279 0,5661721 0,7662474 0,7791267 0,2208733 3,5274824
0,5776639 0,4223361 1,3677825 0,9094766 0,0905234 10,046861
0,4902445 0,5097555 0,9617248 0,8175197 0,1824803 4,4800428
0,3003557 0,6996443 0,4292976 0,8096195 0,1903805 4,2526387
0,354487 0,645513 0,5491556 0,8733533 0,1266467 6,8959785
0,311808 0,688192 0,4530829 0,8749106 0,1250894 6,9942809

0,4111823 0,5888177 0,6983186 0,8776125 0,1223875 7,1707718
0,4056346 0,5943654 0,6824666 0,868378 0,131622 6,5975114
0,3880845 0,6119155 0,6342125 0,8592992 0,1407008 6,1072787
0,423668 0,576332 0,7351109 0,8728527 0,1271473 6,8648953

0,3714074 0,6285926 0,5908556 0,8700923 0,1299077 6,6977736
0,3848984 0,6151016 0,6257476 0,8753073 0,1246927 7,0197152
0,3866417 0,6133583 0,6303685 0,8636682 0,1363318 6,3350443
0,3636165 0,6363835 0,5713796 0,8714687 0,1285313 6,7802084
0,3708479 0,6291521 0,5894409 0,8700203 0,1299797 6,6935081
0,4043116 0,5956884 0,67873 0,8706157 0,1293843 6,7289146
0,3697742 0,6302258 0,5867329 0,8724321 0,1275679 6,8389626
0,4238315 0,5761685 0,7356034 0,8748927 0,1251073 6,9931376
0,4078001 0,5921999 0,6886189 0,8703115 0,1296885 6,7107834
0,3984213 0,6015787 0,6622928 0,8760226 0,1239774 7,0659888



0,3722508 0,6277492 0,5929929 0,8648774 0,1351226 6,4006869
0,3636318 0,6363682 0,5714174 0,8440969 0,1559031 5,4142392
0,3516592 0,6483408 0,5423987 0,872772 0,127228 6,8599055
0,4113646 0,5886354 0,6988446 0,7825638 0,2174362 3,5990499
0,4273328 0,5726672 0,7462149 0,8536573 0,1463427 5,8332738
0,3929928 0,6070072 0,6474268 0,8302201 0,1697799 4,8899798
0,3613621 0,6386379 0,5658325 0,8255599 0,1744401 4,7326265
0,4270302 0,5729698 0,7452928 0,8538366 0,1461634 5,8416572
0,4347376 0,5652624 0,76909 0,7099476 0,2900524 2,4476525
0,3789614 0,6210386 0,610206 0,8268785 0,1731215 4,77629
0,3680593 0,6319407 0,582427 0,8211494 0,1788506 4,5912604
0,3945081 0,6054919 0,6515497 0,8708467 0,1291533 6,7427375
0,461879 0,538121 0,8583179 0,7313606 0,2686394 2,7224619
0,397315 0,602685 0,6592417 0,872803 0,127197 6,861822
0,36202 0,63798 0,5674473 0,869214 0,130786 6,6460799

0,4018466 0,5981534 0,671812 0,7481232 0,2518768 2,9701947
0,2550266 0,7449734 0,3423297 0,674709 0,325291 2,0741701
0,3567948 0,6432052 0,5547139 0,8543318 0,1456682 5,8649161
0,401796 0,598204 0,6716706 0,8582236 0,1417764 6,0533595

0,3877402 0,6122598 0,6332936 0,8311343 0,1688657 4,9218649
0,3873709 0,6126291 0,6323091 0,8393736 0,1606264 5,2256249
0,3544452 0,6455548 0,5490552 0,8173201 0,1826799 4,4740553
0,3928457 0,6071543 0,6470277 0,8301718 0,1698282 4,8883047
0,3568578 0,6431422 0,5548661 0,8324067 0,1675933 4,9668255
0,3856503 0,6143497 0,6277373 0,8326192 0,1673808 4,9744
0,3788511 0,6211489 0,6099198 0,8332357 0,1667643 4,9964878
0,3578271 0,6421729 0,557213 0,7936336 0,2063664 3,8457503
0,3686969 0,6313031 0,5840251 0,8044681 0,1955319 4,1142559
0,3369906 0,6630094 0,5082743 0,8074792 0,1925208 4,1942446
0,2952805 0,7047195 0,4190044 0,8193322 0,1806678 4,5350206
0,4475498 0,5524502 0,810118 0,7649694 0,2350306 3,2547644

0,3992736 0,6007264 0,6646512 0,8579385 0,1420615 6,0392042
0,3830691 0,6169309 0,6209271 0,8473758 0,1526242 5,5520409
0,387539 0,612461 0,6327571 0,8480508 0,1519492 5,5811474

0,4223753 0,5776247 0,731228 0,886163 0,113837 7,7844918
0,405687 0,594313 0,6826149 0,8863014 0,1136986 7,7951818

0,2702747 0,7297253 0,3703786 0,792494 0,207506 3,8191377
0,457657 0,542343 0,8438516 0,8475707 0,1524293 5,560417

0,3607966 0,6392034 0,5644472 0,7366301 0,2633699 2,7969405
0,381708 0,618292 0,6173588 0,8610243 0,1389757 6,195504

0,3634026 0,6365974 0,5708516 0,8721327 0,1278673 6,8206066
0,3808047 0,6191953 0,6149993 0,8583276 0,1416724 6,0585401
0,4103411 0,5896589 0,6958958 0,8600137 0,1399863 6,143558
0,2884941 0,7115059 0,4054696 0,7741207 0,2258793 3,4271423
0,2526588 0,7473412 0,3380769 0,7175718 0,2824282 2,5407224
0,3356254 0,6643746 0,505175 0,7946601 0,2053399 3,8699742
0,4295268 0,5704732 0,7529307 0,8361769 0,1638231 5,1041446
0,4013975 0,5986025 0,6705576 0,8353567 0,1646433 5,0737379
0,4096463 0,5903537 0,6938997 0,8616513 0,1383487 6,2281118
0,4238431 0,5761569 0,7356382 0,8618945 0,1381055 6,2408391



0,4787458 0,5212542 0,9184498 0,8649672 0,1350328 6,4056087
0,477519 0,522481 0,9139452 0,8497436 0,1502564 5,6552892

0,4661797 0,5338203 0,8732897 0,8695488 0,1304512 6,6657023
0,5022173 0,4977827 1,0089086 0,7134921 0,2865079 2,4903048
0,4886774 0,5113226 0,9557123 0,8557513 0,1442487 5,9324719
0,4128774 0,5871226 0,7032218 0,8693449 0,1306551 6,6537383
0,4710371 0,5289629 0,8904917 0,8203824 0,1796176 4,5673846
0,4069324 0,5930676 0,6861485 0,8397147 0,1602853 5,2388759
0,6255019 0,3744981 1,6702406 0,9477373 0,0522627 18,134088
0,3677783 0,6322217 0,5817236 0,7333399 0,2666601 2,7500926
0,3817297 0,6182703 0,6174154 0,8305019 0,1694981 4,8997727
0,4145656 0,5854344 0,7081334 0,8147322 0,1852678 4,3975922
0,4065349 0,5934651 0,685019 0,787632 0,212368 3,7088076
0,4105147 0,5894853 0,6963952 0,8012652 0,1987348 4,0318318
0,4253567 0,5746433 0,7402098 0,8087262 0,1912738 4,2281083
0,4090954 0,5909046 0,6923204 0,7160941 0,2839059 2,5222944
0,4093871 0,5906129 0,6931564 0,6479542 0,3520458 1,8405392
0,3878143 0,6121857 0,6334914 0,7807386 0,2192614 3,5607653
0,3612596 0,6387404 0,5655813 0,8086563 0,1913437 4,2261979
0,3965107 0,6034893 0,6570303 0,8098816 0,1901184 4,2598813
0,375898 0,624102 0,6023022 0,7892742 0,2107258 3,7455043

0,4465155 0,5534845 0,8067354 0,8047285 0,1952715 4,1210746
0,4055842 0,5944158 0,6823242 0,8459342 0,1540658 5,4907351
0,4010664 0,5989336 0,6696341 0,8468446 0,1531554 5,5293152
0,3683366 0,6316634 0,5831217 0,7977782 0,2022218 3,9450657
0,3705771 0,6294229 0,5887569 0,7652954 0,2347046 3,2606741
0,3786154 0,6213846 0,6093092 0,818549 0,181451 4,5111287
0,3552449 0,6447551 0,5509764 0,6587125 0,3412875 1,9300806
0,4141502 0,5858498 0,706922 0,8989344 0,1010656 8,8945676
0,3821081 0,6178919 0,618406 0,897111 0,102889 8,7192081
0,3981375 0,6018625 0,6615091 0,900904 0,099096 9,0912266
0,4228254 0,5771746 0,7325778 0,8918072 0,1081928 8,2427569
0,4965255 0,5034745 0,9861979 0,8573098 0,1426902 6,0081886
0,4070566 0,5929434 0,6865015 0,8366547 0,1633453 5,1219993
0,340119 0,659881 0,5154247 0,7856977 0,2143023 3,666305
0,415443 0,584557 0,7106971 0,8561237 0,1438763 5,950414
0,462248 0,537752 0,8595934 0,869719 0,130281 6,6757135

0,3965536 0,6034464 0,657148 0,8823131 0,1176869 7,4971238
0,4136258 0,5863742 0,7053956 0,8711926 0,1288074 6,7635276
0,3865878 0,6134122 0,6302252 0,8544725 0,1455275 5,8715538
0,4060902 0,5939098 0,6837573 0,8420669 0,1579331 5,3317935

0,496519 0,503481 0,9861723 0,784805 0,215195 3,6469484
0,6176334 0,3823666 1,6152914 0,8165132 0,1834868 4,4499843
0,4601788 0,5398212 0,8524653 0,6871251 0,3128749 2,1961653
0,5418501 0,4581499 1,1826917 0,7410792 0,2589208 2,8621853
0,619627 0,380373 1,6289985 0,849327 0,150673 5,6368877

0,5983686 0,4016314 1,4898453 0,8213288 0,1786712 4,596872
0,6634813 0,3365187 1,9716034 0,7362163 0,2637837 2,7909843
0,5944179 0,4055821 1,4655923 0,7119674 0,2880326 2,4718295
0,5428088 0,4571912 1,1872689 0,7807121 0,2192879 3,5602143
0,6959381 0,3040619 2,2888045 0,7370414 0,2629586 2,8028806



0,6505315 0,3494685 1,8614885 0,7007043 0,2992957 2,3411769
0,6723914 0,3276086 2,0524226 0,8455394 0,1544606 5,4741446
0,664373 0,335627 1,979498 0,6423408 0,3576592 1,7959575

0,6735745 0,3264255 2,0634858 0,6645392 0,3354608 1,9809741
0,6249872 0,3750128 1,6665754 0,6445578 0,3554422 1,8133966
0,5988462 0,4011538 1,4928096 0,5835311 0,4164689 1,4011397
0,391318 0,608682 0,6428941 0,5153378 0,4846622 1,0632926

0,4479074 0,5520926 0,8112904 0,5997876 0,4002124 1,4986729
0,5935466 0,4064534 1,4603065 0,7569771 0,2430229 3,1148393
0,5636729 0,4363271 1,2918583 0,7984361 0,2015639 3,961207
0,5401675 0,4598325 1,174705 0,8029853 0,1970147 4,0757641
0,5695554 0,4304446 1,3231794 0,806056 0,193944 4,1561262
0,6080842 0,3919158 1,5515684 0,8223015 0,1776985 4,6275085
0,538588 0,461412 1,1672604 0,7841964 0,2158036 3,6338423

0,5157106 0,4842894 1,0648812 0,735497 0,264503 2,7806756
0,5748187 0,4251813 1,3519381 0,7827698 0,2172302 3,603412
0,4774303 0,5225697 0,9136204 0,7392281 0,2607719 2,8347695
0,5859606 0,4140394 1,415229 0,7927493 0,2072507 3,8250737
0,5799021 0,4200979 1,3803972 0,7914725 0,2085275 3,7955307
0,5536353 0,4463647 1,2403204 0,8028556 0,1971444 4,0724244
0,5560386 0,4439614 1,2524479 0,6237182 0,3762818 1,6575826
0,5416762 0,4583238 1,1818635 0,7904178 0,2095822 3,7713977
0,5339284 0,4660716 1,1455933 0,6260151 0,3739849 1,6739048
0,476954 0,523046 0,9118777 0,4473099 0,5526901 0,8093324

0,5755695 0,4244305 1,3560984 0,8498699 0,1501301 5,6608883
0,5517738 0,4482262 1,2310165 0,844026 0,155974 5,4113255
0,5733479 0,4266521 1,34383 0,8669704 0,1330296 6,5171259
0,5929685 0,4070315 1,4568124 0,8665339 0,1334661 6,4925368
0,4689378 0,5310622 0,8830184 0,7082514 0,2917486 2,4276083
0,5839085 0,4160915 1,4033173 0,8672384 0,1327616 6,5322996
0,5866443 0,4133557 1,4192237 0,866763 0,133237 6,5054246
0,5605615 0,4394385 1,2756312 0,8274865 0,1725135 4,7966478
0,5484419 0,4515581 1,2145545 0,8589608 0,1410392 6,0902284
0,5554185 0,4445815 1,2493065 0,8371932 0,1628068 5,1422506
0,5313244 0,4686756 1,133672 0,8038528 0,1961472 4,0982131
0,5877555 0,4122445 1,425745 0,8118341 0,1881659 4,3144605
0,6080878 0,3919122 1,5515919 0,8396067 0,1603933 5,2346732
0,5382615 0,4617385 1,1657278 0,8394345 0,1605655 5,2279877
0,5661606 0,4338394 1,3050007 0,8357297 0,1642703 5,0875269
0,5506586 0,4493414 1,2254792 0,8049701 0,1950299 4,12742
0,5731697 0,4268303 1,3428512 0,8055824 0,1944176 4,1435676
0,5564019 0,4435981 1,2542928 0,756313 0,243687 3,1036251
0,5393004 0,4606996 1,1706117 0,7915895 0,2084105 3,7982227
0,6872662 0,3127338 2,1976079 0,8809211 0,1190789 7,3977932
0,5549967 0,4450033 1,2471743 0,7897882 0,2102118 3,757107
0,5523617 0,4476383 1,2339464 0,785927 0,214073 3,6713034
0,5374149 0,4625851 1,1617643 0,802657 0,197343 4,0673187
0,5327443 0,4672557 1,1401557 0,8113939 0,1886061 4,3020542
0,5385943 0,4614057 1,1672902 0,815077 0,184923 4,4076565
0,5345865 0,4654135 1,1486271 0,8090312 0,1909688 4,2364583

0,53441 0,46559 1,1478125 0,7783817 0,2216183 3,5122619
0,5107995 0,4892005 1,0441517 0,8022643 0,1977357 4,0572567



0,5500324 0,4499676 1,222382 0,7866595 0,2133405 3,6873423
0,5235929 0,4764071 1,099045 0,8039074 0,1960926 4,099631
0,5557168 0,4442832 1,2508166 0,8103633 0,1896367 4,2732405
0,5735571 0,4264429 1,34498 0,8085025 0,1914975 4,2220011
0,5634702 0,4365298 1,2907945 0,808806 0,191194 4,2302887
0,5229046 0,4770954 1,0960169 0,7970382 0,2029618 3,927035
0,5455253 0,4544747 1,2003423 0,8046915 0,1953085 4,1201046
0,5943277 0,4056723 1,465044 0,8479503 0,1520497 5,5767974
0,5965139 0,4034861 1,4784004 0,8489344 0,1510656 5,6196407
0,5750339 0,4249661 1,353129 0,845329 0,154671 5,4653365
0,5890741 0,4109259 1,4335288 0,8360148 0,1639852 5,0981104
0,4801537 0,5198463 0,9236456 0,8245182 0,1754818 4,6985981
0,5675508 0,4324492 1,3124105 0,8439263 0,1560737 5,4072299
0,5837009 0,4162991 1,4021189 0,8469636 0,1530364 5,5343941
0,5653987 0,4346013 1,3009596 0,8357426 0,1642574 5,0880058
0,4624941 0,5375059 0,8604448 0,8091922 0,1908078 4,2408759
0,5882951 0,4117049 1,4289241 0,8263049 0,1736951 4,7572156
0,639407 0,360593 1,7732093 0,8705369 0,1294631 6,7242084

0,6924418 0,3075582 2,2514171 0,7797893 0,2202107 3,5411063
0,7459446 0,2540554 2,9361488 0,8214735 0,1785265 4,601409
0,4712404 0,5287596 0,8912187 0,6189266 0,3810734 1,6241666
0,6435428 0,3564572 1,8053861 0,9261252 0,0738748 12,536419
0,5667884 0,4332116 1,3083407 0,8883341 0,1116659 7,9552865
0,5707265 0,4292735 1,3295174 0,8005836 0,1994164 4,0146337
0,5494495 0,4505505 1,2195071 0,8170104 0,1829896 4,4647908
0,4429679 0,5570321 0,7952286 0,6893987 0,3106013 2,2195613
0,5137725 0,4862275 1,0566503 0,7907377 0,2092623 3,7786906
0,5159061 0,4840939 1,0657149 0,7874328 0,2125672 3,7043944
0,5076679 0,4923321 1,0311494 0,8248159 0,1751841 4,7082807
0,4931525 0,5068475 0,9729799 0,8000537 0,1999463 4,0013437
0,5112886 0,4887114 1,0461974 0,8408796 0,1591204 5,2845481
0,7172965 0,2827035 2,537275 0,8608403 0,1391597 6,185988
0,5927422 0,4072578 1,4554471 0,7632821 0,2367179 3,2244383
0,5950334 0,4049666 1,4693396 0,8137359 0,1862641 4,3687219
0,4999683 0,5000317 0,9998731 0,8061918 0,1938082 4,1597398
0,5607558 0,4392442 1,276638 0,8530479 0,1469521 5,804939
0,6717867 0,3282133 2,0467988 0,7647939 0,2352061 3,2515905
0,5418035 0,4581965 1,1824697 0,7043138 0,2956862 2,3819632
0,6222759 0,3777241 1,6474353 0,8436473 0,1563527 5,3957963
0,6623351 0,3376649 1,961516 0,8529227 0,1470773 5,7991436
0,6487764 0,3512236 1,8471889 0,8237194 0,1762806 4,672773
0,5438386 0,4561614 1,1922065 0,7966268 0,2033732 3,9170688

0,472706 0,527294 0,8964753 0,724081 0,275919 2,6242515
0,377229 0,622771 0,6057268 0,7071747 0,2928253 2,415006

0,4218984 0,5781016 0,7297997 0,7024907 0,2975093 2,3612396
0,3928332 0,6071668 0,6469938 0,7266966 0,2733034 2,6589371
0,4576262 0,5423738 0,8437469 0,7147834 0,2852166 2,5061075
0,4222196 0,5777804 0,7307614 0,6254343 0,3745657 1,6697583
0,392382 0,607618 0,645771 0,7042859 0,2957141 2,3816446

0,4353659 0,5646341 0,7710586 0,5405317 0,4594683 1,1764289
0,5328637 0,4671363 1,1407026 0,5050804 0,4949196 1,0205302



0,5367212 0,4632788 1,1585275 0,6135601 0,3864399 1,5877247
0,6235019 0,3764981 1,6560562 0,7388707 0,2611293 2,8295198
0,5120819 0,4879181 1,0495244 0,4782024 0,5217976 0,9164518
0,5169644 0,4830356 1,0702409 0,6607063 0,3392937 1,9472994
0,4479373 0,5520627 0,8113883 0,5428279 0,4571721 1,18736
0,4499275 0,5500725 0,8179422 0,5545527 0,4454473 1,2449342
0,4587526 0,5412474 0,847584 0,7393091 0,2606909 2,83596
0,4041213 0,5958787 0,6781939 0,565772 0,434228 1,3029376
0,4226483 0,5773517 0,7320465 0,6105833 0,3894167 1,5679433
0,4857872 0,5142128 0,94472 0,5605677 0,4394323 1,2756636
0,4667625 0,5332375 0,8753368 0,5344156 0,4655844 1,1478384
0,4558129 0,5441871 0,8376033 0,691827 0,308173 2,2449305
0,3949429 0,6050571 0,6527367 0,677036 0,322964 2,0963208
0,5136906 0,4863094 1,0563042 0,6597078 0,3402922 1,9386508
0,3904989 0,6095011 0,6406862 0,7331346 0,2668654 2,7472068
0,4891118 0,5108882 0,9573754 0,7414022 0,2585978 2,8670086
0,5034028 0,4965972 1,0137046 0,7349993 0,2650007 2,7735751
0,4324369 0,5675631 0,7619187 0,6546413 0,3453587 1,8955405
0,4587968 0,5412032 0,8477347 0,6581086 0,3418914 1,9249051
0,4979107 0,5020893 0,9916774 0,4621425 0,5378575 0,8592285
0,4389288 0,5610712 0,7823049 0,5382378 0,4617622 1,1656168
0,4779528 0,5220472 0,9155357 0,5366002 0,4633998 1,1579637
0,445928 0,554072 0,8048195 0,5677811 0,4322189 1,3136424

0,4698974 0,5301026 0,8864272 0,5485289 0,4514711 1,2149811
0,4726915 0,5273085 0,8964232 0,6279645 0,3720355 1,6879158
0,5326073 0,4673927 1,1395284 0,8073408 0,1926592 4,1905139
0,5281249 0,4718751 1,119205 0,4763875 0,5236125 0,9098092
0,4277033 0,5722967 0,7473454 0,7545459 0,2454541 3,0740814
0,543867 0,456133 1,1923432 0,692762 0,307238 2,2548056

0,5671558 0,4328442 1,3102999 0,6852181 0,3147819 2,1768026
0,3275947 0,6724053 0,4871983 0,7053764 0,2946236 2,3941612
0,4541198 0,5458802 0,8319038 0,6867899 0,3132101 2,1927449
0,4849177 0,5150823 0,9414375 0,7172335 0,2827665 2,5364872
0,4055763 0,5944237 0,6823018 0,6624707 0,3375293 1,9627061
0,4941832 0,5058168 0,9770005 0,6743832 0,3256168 2,0710944
0,3846449 0,6153551 0,625078 0,746813 0,253187 2,9496497
0,4324202 0,5675798 0,7618669 0,7322732 0,2677268 2,7351504
0,4214965 0,5785035 0,728598 0,6852493 0,3147507 2,1771173
0,462491 0,537509 0,8604339 0,7650116 0,2349884 3,2555291

0,5241055 0,4758945 1,1013062 0,7372806 0,2627194 2,8063431

0,3272256 0,6727744 0,4863823 0,6112844 0,3887156 1,5725751
0,4651205 0,5348795 0,8695799 0,6296356 0,3703644 1,7000432
0,4404806 0,5595194 0,7872482 0,480822 0,519178 0,9261218

0,4540648 0,5459352 0,8317193 0,6341188 0,3658812 1,7331275
0,5455548 0,4544452 1,2004852 0,6140671 0,3859329 1,5911241
0,4329024 0,5670976 0,763365 0,6032441 0,3967559 1,5204413
0,568031 0,431969 1,3149811 0,7661912 0,2338088 3,2769986

0,492705 0,507295 0,9712394 0,6165657 0,3834343 1,608009
0,4134855 0,5865145 0,7049876 0,3818502 0,6181498 0,6177309



0,5313612 0,4686388 1,1338394 0,4489783 0,5510217 0,8148104
0,4618377 0,5381623 0,8581756 0,734945 0,265055 2,7728023
0,5032335 0,4967665 1,013018 0,2820454 0,7179546 0,3928457
0,5659677 0,4340323 1,303976 0,8819369 0,1180631 7,4700464
0,4599721 0,5400279 0,8517561 0,5348463 0,4651537 1,1498271

0,5834186 0,4165814 1,4004913 0,6937196 0,3062804 2,264982
0,564035 0,435965 1,293762 0,6682434 0,3317566 2,0142579

0,5032122 0,4967878 1,0129318 0,640335 0,359665 1,7803647
0,4783418 0,5216582 0,9169641 0,515576 0,484424 1,0643071
0,5215067 0,4784933 1,0898933 0,7666711 0,2333289 3,2857957
0,5136299 0,4863701 1,0560476 0,4428821 0,5571179 0,7949521
0,5181256 0,4818744 1,0752297 0,4473038 0,5526962 0,8093123
0,4855353 0,5144647 0,9437681 0,4701043 0,5298957 0,887164
0,4003418 0,5996582 0,6676166 0,5670214 0,4329786 1,3095831
0,496812 0,503188 0,9873289 0,7001838 0,2998162 2,3353771
0,524883 0,475117 1,1047448 0,5841291 0,4158709 1,4045926

0,4938618 0,5061382 0,9757451 0,6479943 0,3520057 1,8408629
0,4538021 0,5461979 0,8308381 0,5207453 0,4792547 1,086573
0,4576753 0,5423247 0,8439136 0,5313576 0,4686424 1,1338234
0,4382743 0,5617257 0,7802284 0,4927335 0,5072665 0,9713506
0,5131232 0,4868768 1,0539076 0,4638995 0,5361005 0,8653219

0,6146864 0,3853136 1,5952889 0,4621317 0,5378683 0,859191
0,5046524 0,4953476 1,0187842 0,4581499 0,5418501 0,845529
0,5858279 0,4141721 1,4144551 0,519326 0,480674 1,0804122
0,6804025 0,3195975 2,128936 0,497461 0,502539 0,9898953
0,5866217 0,4133783 1,4190916 0,5588742 0,4411258 1,2669268
0,6185809 0,3814191 1,6217883 0,4338485 0,5661515 0,7663117
0,6909159 0,3090841 2,2353656 0,3898187 0,6101813 0,6388571
0,599197 0,400803 1,4949912 0,464997 0,535003 0,8691484

0,6164979 0,3835021 1,6075478 0,4102078 0,5897922 0,6955124
0,5521784 0,4478216 1,2330322 0,3777533 0,6222467 0,6070795
0,5318859 0,4681141 1,1362315 0,3537542 0,6462458 0,5473989
0,5504596 0,4495404 1,2244943 0,3116417 0,6883583 0,4527319
0,522494 0,477506 1,0942144 0,5924762 0,4075238 1,4538447

0,6146378 0,3853622 1,5949614 0,6793158 0,3206842 2,1183322
0,572145 0,427855 1,3372406 0,6435677 0,3564323 1,8055819

0,6940794 0,3059206 2,2688222 0,6015284 0,3984716 1,5095894
0,6542817 0,3457183 1,8925288 0,5638688 0,4361312 1,2928881
0,5818043 0,4181957 1,3912249 0,3523217 0,6476783 0,5439764
0,6380608 0,3619392 1,7628954 0,695881 0,304119 2,2881869
0,7076131 0,2923869 2,4201264 0,4339926 0,5660074 0,7667613
0,5163071 0,4836929 1,0674276 0,4271842 0,5728158 0,745762
0,4588134 0,5411866 0,8477916 0,4577262 0,5422738 0,8440868
0,630126 0,369874 1,7036234 0,4755183 0,5244817 0,9066442



0,7647632 0,2352368 3,2510357 0,6160878 0,3839122 1,6047619
0,6431476 0,3568524 1,802279 0,5122621 0,4877379 1,0502816
0,6716283 0,3283717 2,045329 0,6362434 0,3637566 1,7490908
0,6496473 0,3503527 1,8542669 0,6126667 0,3873333 1,5817558
0,6422703 0,3577297 1,7954064 0,5979855 0,4020145 1,4874727
0,6992251 0,3007749 2,324745 0,4878378 0,5121622 0,9525066
0,5759645 0,4240355 1,358293 0,3309913 0,6690087 0,494749
0,5783337 0,4216663 1,3715436 0,7531559 0,2468441 3,05114
0,6296217 0,3703783 1,6999418 0,4542472 0,5457528 0,8323313
0,5774007 0,4225993 1,366308 0,5091145 0,4908855 1,0371349
0,6372162 0,3627838 1,7564629 0,7017731 0,2982269 2,3531513
0,5882056 0,4117944 1,428396 0,5204967 0,4795033 1,0854913
0,4787539 0,5212461 0,9184796 0,6875743 0,3124257 2,2007607
0,7040052 0,2959948 2,3784374 0,5138301 0,4861699 1,0568943
0,4616076 0,5383924 0,8573813 0,4397203 0,5602797 0,7848228
0,4999268 0,5000732 0,9997074 0,4720121 0,5279879 0,8939826

0,61681 0,38319 1,6096711 0,5137076 0,4862924 1,0563758
0,6995076 0,3004924 2,3278717 0,4870545 0,5129455 0,9495247
0,5700222 0,4299778 1,3257013 0,4592417 0,5407583 0,8492549
0,7105312 0,2894688 2,4546037 0,4860202 0,5139798 0,9456016
0,6977418 0,3022582 2,3084295 0,510099 0,489901 1,0412287
0,7386749 0,2613251 2,8266507 0,8101743 0,1898257 4,2679901
0,5288584 0,4711416 1,122504 0,4903201 0,5096799 0,9620158
0,566892 0,433108 1,3088928 0,5494165 0,4505835 1,2193445

0,4276706 0,5723294 0,7472454 0,7698259 0,2301741 3,344538
0,4712395 0,5287605 0,8912153 0,7419118 0,2580882 2,874645
0,4864503 0,5135497 0,9472314 0,7597938 0,2402062 3,1630894
0,3697819 0,6302181 0,5867524 0,8322853 0,1677147 4,9625065
0,4034494 0,5965506 0,6763039 0,8331773 0,1668227 4,9943867
0,4788173 0,5211827 0,9187131 0,8511932 0,1488068 5,7201223
0,4560106 0,5439894 0,8382713 0,7764436 0,2235564 3,4731451
0,5523991 0,4476009 1,2341331 0,715224 0,284776 2,5115322
0,3188793 0,6811207 0,4681686 0,7123886 0,2876114 2,4769135
0,3782852 0,6217148 0,6084544 0,8412071 0,1587929 5,2975094
0,371793 0,628207 0,5918321 0,8225003 0,1774997 4,6338136

0,4400437 0,5599563 0,7858536 0,7728217 0,2271783 3,4018291
0,5251996 0,4748004 1,1061481 0,7575387 0,2424613 3,1243698

0,4575 0,5425 0,843318 0,7827551 0,2172449 3,6031001
0,4648073 0,5351927 0,8684857 0,7877544 0,2122456 3,7115221
0,3751004 0,6248996 0,600257 0,7813345 0,2186655 3,5731949
0,4119873 0,5880127 0,7006434 0,7291154 0,2708846 2,6916087
0,6254636 0,3745364 1,6699676 0,5571922 0,4428078 1,2583161
0,3965833 0,6034167 0,6572296 0,6400097 0,3599903 1,7778525
0,3282015 0,6717985 0,4885415 0,7008673 0,2991327 2,3429985
0,4617565 0,5382435 0,8578951 0,8549708 0,1450292 5,8951638
0,360901 0,639099 0,5647029 0,833495 0,166505 5,0058246

0,5366862 0,4633138 1,1583646 0,533496 0,466504 1,1436044
0,3996605 0,6003395 0,6657242 0,7856136 0,2143864 3,664476
0,5733791 0,4266209 1,3440016 0,6622445 0,3377555 1,9607219
0,3459436 0,6540564 0,5289202 0,7547499 0,2452501 3,0774711
0,5030241 0,4969759 1,01217 0,7403698 0,2596302 2,8516316



0,3876339 0,6123661 0,6330101 0,8112972 0,1887028 4,2993371
0,4228604 0,5771396 0,732683 0,5446212 0,4553788 1,1959738
0,3941074 0,6058926 0,6504576 0,7446256 0,2553744 2,9158195
0,402729 0,597271 0,6742819 0,7391538 0,2608462 2,8336768

0,4602725 0,5397275 0,8527867 0,7227634 0,2772366 2,6070277
0,4622936 0,5377064 0,859751 0,6868321 0,3131679 2,1931751
0,4437504 0,5562496 0,7977542 0,6817013 0,3182987 2,141703
0,504959 0,495041 1,0200348 0,6204667 0,3795333 1,6348147

0,4223471 0,5776529 0,7311433 0,8008764 0,1991236 4,0220053
0,4106795 0,5893205 0,6968695 0,7815837 0,2184163 3,5784121
0,4302106 0,5697894 0,7550345 0,8174185 0,1825815 4,4770076
0,4111389 0,5888611 0,6981933 0,3722386 0,6277614 0,592962
0,4303309 0,5696691 0,755405 0,390616 0,609384 0,6410014
0,4467725 0,5532275 0,8075748 0,4393715 0,5606285 0,7837124
0,4846244 0,5153756 0,9403324 0,5153981 0,4846019 1,0635493
0,3586708 0,6413292 0,5592616 0,8073128 0,1926872 4,1897592
0,3900846 0,6099154 0,6395715 0,7933408 0,2066592 3,8388834
0,3622577 0,6377423 0,5680316 0,791108 0,208892 3,7871633
0,3889595 0,6110405 0,6365527 0,6561154 0,3438846 1,9079519
0,3870764 0,6129236 0,6315246 0,6311516 0,3688484 1,7111413
0,3419353 0,6580647 0,5196073 0,5298867 0,4701133 1,1271467
0,4441178 0,5558822 0,7989422 0,8144307 0,1855693 4,388822
0,3168462 0,6831538 0,4637992 0,7994187 0,2005813 3,9855097
0,3642746 0,6357254 0,5730062 0,7492565 0,2507435 2,9881387
0,3582813 0,6417187 0,5583153 0,6664305 0,3335695 1,9978757
0,4192417 0,5807583 0,7218868 0,677414 0,322586 2,0999481
0,4325349 0,5674651 0,762223 0,6722996 0,3277004 2,0515675
0,3935376 0,6064624 0,648907 0,6702511 0,3297489 2,032611
0,4616481 0,5383519 0,8575212 0,6521446 0,3478554 1,8747581
0,4538127 0,5461873 0,8308737 0,6535898 0,3464102 1,8867513

0,4694408 0,5305592 0,8848039 0,3697992 0,6302008 0,5867957
0,4897389 0,5102611 0,9597811 0,3150929 0,6849071 0,460052
0,4855833 0,5144167 0,9439495 0,5078254 0,4921746 1,0317995
0,5203961 0,4796039 1,0850537 0,3554087 0,6445913 0,5513705
0,5066976 0,4933024 1,0271542 0,2493118 0,7506882 0,332111
0,5250168 0,4749832 1,1053376 0,3985112 0,6014888 0,6625413
0,486235 0,513765 0,946415 0,3019513 0,6980487 0,4325648

0,5229966 0,4770034 1,0964211 0,3646313 0,6353687 0,5738892
0,4457675 0,5542325 0,8042968 0,6100384 0,3899616 1,564355
0,5320689 0,4679311 1,1370668 0,4310046 0,5689954 0,7574833
0,547371 0,452629 1,2093149 0,3330588 0,6669412 0,4993826

0,5521303 0,4478697 1,2327923 0,4395488 0,5604512 0,7842766
0,5498081 0,4501919 1,2212748 0,3698528 0,6301472 0,5869308
0,5291628 0,4708372 1,1238762 0,3577104 0,6422896 0,55693
0,5513624 0,4486376 1,2289706 0,3597215 0,6402785 0,5618202
0,542655 0,457345 1,1865331 0,611704 0,388296 1,5753548

0,5644485 0,4355515 1,2959397 0,2541447 0,7458553 0,3407427
0,5402128 0,4597872 1,1749191 0,3743597 0,6256403 0,5983625
0,535882 0,464118 1,1546247 0,3283649 0,6716351 0,4889038

0,5531695 0,4468305 1,237985 0,3458714 0,6541286 0,5287514
0,550478 0,449522 1,2245853 0,379986 0,620014 0,6128669



0,5904322 0,4095678 1,4415984 0,4216097 0,5783903 0,7289365
0,5827499 0,4172501 1,3966442 0,6515679 0,3484321 1,8699998
0,5730298 0,4269702 1,3420836 0,4406832 0,5593168 0,7878956
0,536254 0,463746 1,1563527 0,3906201 0,6093799 0,6410125

0,5281257 0,4718743 1,1192084 0,2230813 0,7769187 0,287136
0,5348948 0,4651052 1,1500512 0,2629542 0,7370458 0,3567678
0,5350128 0,4649872 1,1505966 0,3996201 0,6003799 0,6656121
0,5500306 0,4499694 1,2223734 0,41581 0,58419 0,7117718
0,434767 0,565233 0,7691818 0,5357651 0,4642349 1,1540817

0,5508774 0,4491226 1,2265635 0,4635903 0,5364097 0,8642468
0,559785 0,440215 1,2716175 0,8203893 0,1796107 4,5675962

0,5203222 0,4796778 1,0847326 0,3213776 0,6786224 0,4735734
0,5478662 0,4521338 1,2117345 0,236455 0,763545 0,3096805
0,5502519 0,4497481 1,2234667 0,2319726 0,7680274 0,3020369
0,5492606 0,4507394 1,218577 0,420182 0,579818 0,7246791
0,4371738 0,5628262 0,7767474 0,3757164 0,6242836 0,6018361
0,6310307 0,3689693 1,7102526 0,5373059 0,4626941 1,1612553
0,6479954 0,3520046 1,8408722 0,7795569 0,2204431 3,5363188

0,2908659 0,7091341 0,4101706 0,7082714 0,2917286 2,4278437
0,3953352 0,6046648 0,6538089 0,6209437 0,3790563 1,6381304
0,3897453 0,6102547 0,63866 0,5723892 0,4276108 1,3385749
0,3719153 0,6280847 0,592142 0,7574952 0,2425048 3,1236299
0,1613025 0,8386975 0,192325 0,8269149 0,1730851 4,7775045

0,3537498 0,6462502 0,5473884 0,675056 0,324944 2,0774534
0,3304535 0,6695465 0,4935481 0,7035359 0,2964641 2,3730892
0,3312763 0,6687237 0,495386 0,6098849 0,3901151 1,5633459
0,3590585 0,6409415 0,5602049 0,7476629 0,2523371 2,962952
0,4656328 0,5343672 0,8713725 0,7246632 0,2753368 2,6319162
0,4336889 0,5663111 0,765814 0,7275087 0,2724913 2,6698423
0,2882768 0,7117232 0,4050406 0,8046022 0,1953978 4,1177647
0,3346546 0,6653454 0,5029788 0,8401378 0,1598622 5,2553862
0,3538377 0,6461623 0,5475987 0,7847218 0,2152782 3,6451523
0,3010417 0,6989583 0,4307005 0,635891 0,364109 1,7464303
0,450314 0,549686 0,8192203 0,5434135 0,4565865 1,1901657

0,3939778 0,6060222 0,6501045 0,699399 0,300601 2,3266684
0,4083694 0,5916306 0,690244 0,6878968 0,3121032 2,2040688
0,2497657 0,7502343 0,332917 0,7018748 0,2981252 2,354295
0,4420568 0,5579432 0,792297 0,5841213 0,4158787 1,4045472
0,3925411 0,6074589 0,646202 0,4598618 0,5401382 0,8513781
0,3645966 0,6354034 0,5738034 0,6911725 0,3088275 2,2380532
0,4408842 0,5591158 0,7885382 0,5826122 0,4173878 1,3958533
0,3056673 0,6943327 0,4402319 0,7773874 0,2226126 3,4921078
0,3671256 0,6328744 0,5800924 0,756071 0,243929 3,0995541
0,4390388 0,5609612 0,7826545 0,756393 0,243607 3,1049724



0,3107008 0,6892992 0,4507489 0,7082128 0,2917872 2,4271552
0,3746284 0,6253716 0,5990493 0,7498313 0,2501687 2,9973032
0,4301538 0,5698462 0,7548595 0,7856299 0,2143701 3,6648295
0,4192958 0,5807042 0,7220472 0,7939989 0,2060011 3,854342
0,3446954 0,6553046 0,5260079 0,7130342 0,2869658 2,4847356

0,4594626 0,5405374 0,8500107 0,3565834 0,6434166 0,5542029
0,5001357 0,4998643 1,0005431 0,3495121 0,6504879 0,5373077

0,4074837 0,5925163 0,6877172 0,5173953 0,4826047 1,0720893

0,3908343 0,6091657 0,6415894 0,31871 0,68129 0,4678036
0,4804933 0,5195067 0,9249031 0,198742 0,801258 0,2480375

0,5294143 0,4705857 1,1250115 0,480569 0,519431 0,9251835
0,4224576 0,5775424 0,7314745 0,3075981 0,6924019 0,4442478
0,4414874 0,5585126 0,79047 0,2962824 0,7037176 0,4210245
0,4543704 0,5456296 0,8327451 0,291347 0,708653 0,4111278
0,5052873 0,4947127 1,0213751 0,4743014 0,5256986 0,9022307
0,4058436 0,5941564 0,6830585 0,6048339 0,3951661 1,5305816
0,4746862 0,5253138 0,9036239 0,5889805 0,4110195 1,4329745
0,4437328 0,5562672 0,7976972 0,3764595 0,6235405 0,6037451
0,440883 0,559117 0,7885345 0,5115294 0,4884706 1,047206

0,4285123 0,5714877 0,7498189 0,3442836 0,6557164 0,5250495
0,4958223 0,5041777 0,9834278 0,4913606 0,5086394 0,9660294
0,4923003 0,5076997 0,9696682 0,3998806 0,6001194 0,6663349

0,5073425 0,4926575 1,0298077 0,2870837 0,7129163 0,4026892
0,5411957 0,4588043 1,1795786 0,2975837 0,7024163 0,4236571
0,4445617 0,5554383 0,8003799 0,4011291 0,5988709 0,6698088

0,5099185 0,4900815 1,0404768 0,4362691 0,5637309 0,7738959
0,4134856 0,5865144 0,7049879 0,2750641 0,7249359 0,3794324
0,4827552 0,5172448 0,9333206 0,4809488 0,5190512 0,9265923
0,4864018 0,5135982 0,9470473 0,4840062 0,5159938 0,9380077



0,4499432 0,5500568 0,8179942 0,7484877 0,2515123 2,9759485
0,5827621 0,4172379 1,3967142 0,6691581 0,3308419 2,0225915
0,4045498 0,5954502 0,6794017 0,7356097 0,2643903 2,7822867
0,4418384 0,5581616 0,7915958 0,7449532 0,2550468 2,9208494
0,4429478 0,5570522 0,7951638 0,8168904 0,1831096 4,4612115
0,3918749 0,6081251 0,6443985 0,6795839 0,3204161 2,1209419
0,455316 0,544684 0,8359271 0,8655166 0,1344834 6,4358639

0,4665075 0,5334925 0,8744407 0,8479833 0,1520167 5,5782263
0,3269784 0,6730216 0,4858364 0,4497744 0,5502256 0,8174362
0,1757356 0,8242644 0,213203 0,6587315 0,3412685 1,930244
0,1850685 0,8149315 0,227097 0,6233368 0,3766632 1,6548916
0,5713655 0,4286345 1,33299 0,8676634 0,1323366 6,5564858
0,3470425 0,6529575 0,5314932 0,6110864 0,3889136 1,571265
0,3134709 0,6865291 0,4566024 0,6223517 0,3776483 1,6479661
0,4475189 0,5524811 0,8100167 0,7533009 0,2466991 3,0535206
0,3643231 0,6356769 0,5731263 0,6829554 0,3170446 2,1541308
0,2924755 0,7075245 0,4133786 0,6917814 0,3082186 2,2444509
0,2912926 0,7087074 0,4110195 0,7665892 0,2334108 3,2842911
0,4027803 0,5972197 0,6744258 0,8213917 0,1786083 4,5988428
0,4030733 0,5969267 0,6752475 0,8316229 0,1683771 4,9390489
0,3569397 0,6430603 0,5550642 0,7473032 0,2526968 2,9573119
0,3550234 0,6449766 0,5504438 0,7282929 0,2717071 2,6804339
0,3883947 0,6116053 0,6350413 0,7596731 0,2403269 3,1609983
0,4279904 0,5720096 0,7482225 0,8016609 0,1983391 4,0418701
0,4069894 0,5930106 0,6863104 0,8316917 0,1683083 4,9414775
0,448384 0,551616 0,8128552 0,8368852 0,1631148 5,1306533

0,4548971 0,5451029 0,8345162 0,7264798 0,2735202 2,6560367
0,3932588 0,6067412 0,6481491 0,6507228 0,3492772 1,8630554
0,4752086 0,5247914 0,9055189 0,6462911 0,3537089 1,8271836
0,426788 0,573212 0,7445552 0,724859 0,275141 2,6345001

0,4404829 0,5595171 0,7872554 0,641821 0,358179 1,7919002
0,3532402 0,6467598 0,5461691 0,6052638 0,3947362 1,5333378
0,3812045 0,6187955 0,6160428 0,7098977 0,2901023 2,4470597
0,3978331 0,6021669 0,6606692 0,5523657 0,4476343 1,2339663
0,3752402 0,6247598 0,6006153 0,7304874 0,2695126 2,7104012
0,4112139 0,5887861 0,6984098 0,7362362 0,2637638 2,7912702
0,3775299 0,6224701 0,6065028 0,6836316 0,3163684 2,1608717
0,3704672 0,6295328 0,5884795 0,7071389 0,2928611 2,4145876
0,4111962 0,5888038 0,6983587 0,7572724 0,2427276 3,1198453
0,3537005 0,6462995 0,5472702 0,6554276 0,3445724 1,9021474
0,5275219 0,4724781 1,1165004 0,718373 0,281627 2,5507959
0,2659606 0,7340394 0,3623247 0,6449065 0,3550935 1,8161594
0,3154159 0,6845841 0,4607408 0,6164773 0,3835227 1,6074073
0,3320953 0,6679047 0,4972197 0,6723358 0,3276642 2,0519052



0,2826718 0,7173282 0,394062 0,7479045 0,2520955 2,966751

0,6180031 0,3819969 1,6178225 0,8363901 0,1636099 5,1121013
0,6681522 0,3318478 2,0134296 0,5870232 0,4129768 1,4214438
0,6210035 0,3789965 1,6385468 0,5445521 0,4554479 1,1956409
0,6488958 0,3511042 1,8481577 0,8514727 0,1485273 5,7327673
0,6862377 0,3137623 2,1871261 0,8538683 0,1461317 5,8431422
0,5322243 0,4677757 1,1377767 0,8034486 0,1965514 4,0877279
0,6758374 0,3241626 2,0848717 0,7798411 0,2201589 3,5421734
0,5445366 0,4554634 1,1955663 0,7016952 0,2983048 2,3522758
0,5436447 0,4563553 1,1912752 0,7941779 0,2058221 3,8585641
0,5310971 0,4689029 1,1326377 0,7598644 0,2401356 3,1643133
0,7842387 0,2157613 3,6347518 0,6821472 0,3178528 2,1461107
0,5878778 0,4121222 1,4264647 0,8049722 0,1950278 4,127474
0,6402084 0,3597916 1,7793866 0,8232157 0,1767843 4,6566106
0,638161 0,361839 1,7636599 0,8200807 0,1799193 4,5580464

0,6500814 0,3499186 1,8578072 0,8322549 0,1677451 4,9614271
0,6812167 0,3187833 2,1369273 0,7167313 0,2832687 2,5302173

0,5760787 0,4239213 1,3589286 0,76485 0,23515 3,2526048
0,6536587 0,3463413 1,8873254 0,8110164 0,1889836 4,291465
0,6777038 0,3222962 2,1027362 0,7534897 0,2465103 3,0566249
0,6221705 0,3778295 1,6466967 0,7972231 0,2027769 3,9315275
0,6386964 0,3613036 1,7677558 0,8127952 0,1872048 4,3417445
0,5608416 0,4391584 1,2770828 0,7654684 0,2345316 3,2638185
0,3831614 0,6168386 0,6211697 0,7218833 0,2781167 2,595613
0,5947046 0,4052954 1,4673363 0,7324653 0,2675347 2,7378324
0,5551733 0,4448267 1,2480666 0,7518463 0,2481537 3,0297613
0,5081344 0,4918656 1,0330757 0,7594604 0,2405396 3,1573188
0,5464514 0,4535486 1,2048354 0,7513121 0,2486879 3,0211051
0,6009152 0,3990848 1,5057333 0,7373554 0,2626446 2,8074267
0,5720616 0,4279384 1,3367848 0,7169065 0,2830935 2,5324021
0,5433516 0,4566484 1,1898685 0,6901229 0,3098771 2,2270854
0,6104666 0,3895334 1,5671743 0,688545 0,311455 2,2107368
0,6337376 0,3662624 1,7302827 0,8400228 0,1599772 5,2508904
0,4965031 0,5034969 0,9861097 0,7330572 0,2669428 2,7461203

0,546438 0,453562 1,2047701 0,3550855 0,6449145 0,5505932
0,5095203 0,4904797 1,0388205 0,3278595 0,6721405 0,4877842
0,4623178 0,5376822 0,8598348 0,4545593 0,5454407 0,8333798
0,5947579 0,4052421 1,4676605 0,3481412 0,6518588 0,5340747
0,5871853 0,4128147 1,4223941 0,3709236 0,6290764 0,5896319
0,5724572 0,4275428 1,338947 0,3376604 0,6623396 0,5097994
0,5558335 0,4441665 1,2514077 0,3713419 0,6286581 0,5906897
0,5360716 0,4639284 1,1555049 0,3655443 0,6344557 0,5761541
0,4291216 0,5708784 0,7516866 0,2650384 0,7349616 0,3606153
0,5378459 0,4621541 1,1637806 0,511867 0,488133 1,0486222
0,5766718 0,4233282 1,3622335 0,3363652 0,6636348 0,5068528
0,5927583 0,4072417 1,4555445 0,3050859 0,6949141 0,4390267
0,3591184 0,6408816 0,5603506 0,2861768 0,7138232 0,4009071
0,4119871 0,5880129 0,7006429 0,3184336 0,6815664 0,4672085
0,4824035 0,5175965 0,9320071 0,3373973 0,6626027 0,5091999



0,4956512 0,5043488 0,9827549 0,3064578 0,6935422 0,4418734
0,446743 0,553257 0,8074781 0,252553 0,747447 0,3378875

0,3950932 0,6049068 0,6531474 0,2524971 0,7475029 0,3377874
0,5038592 0,4961408 1,0155569 0,3885189 0,6114811 0,6353734
0,4499216 0,5500784 0,8179226 0,3467369 0,6532631 0,5307768
0,4239207 0,5760793 0,735872 0,2788133 0,7211867 0,3866034
0,4004653 0,5995347 0,6679601 0,3125191 0,6874809 0,4545859
0,4190123 0,5809877 0,7212067 0,338152 0,661848 0,5109209
0,4151184 0,5848816 0,7097477 0,2804002 0,7195998 0,3896613
0,4595837 0,5404163 0,8504252 0,3340088 0,6659912 0,5015214
0,4075385 0,5924615 0,6878735 0,4598902 0,5401098 0,8514754
0,5969669 0,4030331 1,4811855 0,6105818 0,3894182 1,5679336
0,5197192 0,4802808 1,0821154 0,3856556 0,6143444 0,6277515
0,4732537 0,5267463 0,8984473 0,3273469 0,6726531 0,4866504
0,5393626 0,4606374 1,1709049 0,4451855 0,5548145 0,8024043
0,4957897 0,5042103 0,9832995 0,4877351 0,5122649 0,9521149
0,4980009 0,5019991 0,9920354 0,4162897 0,5837103 0,7131786
0,5156501 0,4843499 1,064623 0,457687 0,542313 0,8439537
0,541541 0,458459 1,1812203 0,3969414 0,6030586 0,6582136

0,5114042 0,4885958 1,0466816 0,2913401 0,7086599 0,4111142
0,5899287 0,4100713 1,4386002 0,3510408 0,6489592 0,5409288
0,5750101 0,4249899 1,3529971 0,3930155 0,6069845 0,6474885
0,5361411 0,4638589 1,1558279 0,4116452 0,5883548 0,6996547
0,4957282 0,5042718 0,9830575 0,4900837 0,5099163 0,961106
0,5137267 0,4862733 1,0564566 0,5382896 0,4617104 1,1658597
0,5287827 0,4712173 1,1221633 0,3112748 0,6887252 0,4519579
0,3938121 0,6061879 0,6496534 0,3108884 0,6891116 0,4511438
0,3801657 0,6198343 0,6133344 0,1033087 0,8966913 0,1152111
0,4879771 0,5120229 0,9530378 0,5311132 0,4688868 1,1327108
0,4608513 0,5391487 0,8547758 0,3931001 0,6068999 0,6477182
0,5210698 0,4789302 1,0879869 0,408088 0,591912 0,6894403
0,5086538 0,4913462 1,0352247 0,249163 0,750837 0,331847
0,5409126 0,4590874 1,1782342 0,2644539 0,7355461 0,3595341

0,4582366 0,5417634 0,8458243 0,5679389 0,4320611 1,3144874
0,4993159 0,5006841 0,9972674 0,3027872 0,6972128 0,4342824

0,3637557 0,6362443 0,5717232 0,6047295 0,3952705 1,5299133

0,4607598 0,5392402 0,8544612 0,34224 0,65776 0,5203114
0,4434805 0,5565195 0,7968823 0,2831872 0,7168128 0,3950645
0,4575343 0,5424657 0,8434347 0,6048202 0,3951798 1,5304938



0,3178471 0,6821529 0,465947 0,3063859 0,6936141 0,4417239
0,3525201 0,6474799 0,5444496 0,3546452 0,6453548 0,5495351
0,5230844 0,4769156 1,096807 0,4461765 0,5538235 0,8056296

0,388686 0,611314 0,6358206 0,492271 0,507729 0,9695547
0,3933579 0,6066421 0,6484183 0,5769568 0,4230432 1,3638247
0,4926306 0,5073694 0,9709507 0,5078991 0,4921009 1,0321037
0,473107 0,526893 0,8979187 0,5602233 0,4397767 1,2738812

0,3280852 0,6719148 0,4882839 0,4236385 0,5763615 0,7350222

0,5214096 0,4785904 1,0894694 0,3580594 0,6419406 0,5577765

0,4058853 0,5941147 0,6831767 0,5953714 0,4046286 1,471402
0,3877185 0,6122815 0,6332357 0,589775 0,410225 1,4376865
0,4550149 0,5449851 0,8349127 0,604971 0,395029 1,5314595

0,5630844 0,4369156 1,2887715 0,5108689 0,4891311 1,0444416
0,626525 0,373475 1,6775551 0,4966653 0,5033347 0,9867494

0,5850833 0,4149167 1,4101226 0,2570562 0,7429438 0,3459969
0,6015382 0,3984618 1,5096507 0,3317208 0,6682792 0,4963807
0,6241756 0,3758244 1,6608172 0,5955715 0,4044285 1,4726247
0,5086278 0,4913722 1,0351172 0,8111388 0,1888612 4,2948944



0,473043 0,526957 0,8976882 0,3050036 0,6949964 0,4388564
0,5072205 0,4927795 1,0293053 0,23579 0,76421 0,3085409
0,5224127 0,4775873 1,093858 0,3259584 0,6740416 0,4835879
0,4829245 0,5170755 0,9339534 0,2662366 0,7337634 0,362837
0,3950856 0,6049144 0,6531264 0,2670838 0,7329162 0,3644124
0,5072082 0,4927918 1,0292546 0,3876586 0,6123414 0,633076
0,4760453 0,5239547 0,9085619 0,3537758 0,6462242 0,5474506
0,4144701 0,5855299 0,7078547 0,3748549 0,6251451 0,5996287

0,51826 0,48174 1,0758085 0,4792029 0,5207971 0,9201337
0,4972244 0,5027756 0,9889589 0,5129159 0,4870841 1,0530335
0,4688654 0,5311346 0,8827618 0,39905 0,60095 0,664032

0,4268528 0,5731472 0,7447524 0,4734463 0,5265537 0,8991415

0,5280947 0,4719053 1,1190692 0,3355699 0,6644301 0,5050491
0,5728916 0,4271084 1,3413258 0,3951912 0,6048088 0,653415
0,5613349 0,4386651 1,2796433 0,4579468 0,5420532 0,8448374
0,4776679 0,5223321 0,9144907 0,6639917 0,3360083 1,9761173
0,5388364 0,4611636 1,168428 0,3249049 0,6750951 0,4812728
0,5027095 0,4972905 1,0108972 0,3266075 0,6733925 0,4850181
0,5457232 0,4542768 1,2013009 0,3221221 0,6778779 0,4751919
0,5334871 0,4665129 1,1435634 0,4315097 0,5684903 0,7590449
0,5779726 0,4220274 1,3695145 0,3353004 0,6646996 0,504439
0,5096967 0,4903033 1,0395541 0,3380411 0,6619589 0,5106677
0,5361246 0,4638754 1,1557513 0,3800094 0,6199906 0,6129278
0,5887053 0,4112947 1,4313468 0,2537896 0,7462104 0,3401047
0,5524623 0,4475377 1,2344485 0,334816 0,665184 0,5033434
0,3612366 0,6387634 0,5655249 0,4570996 0,5429004 0,8419585
0,5724663 0,4275337 1,3389969 0,2167907 0,7832093 0,2767979
0,4909753 0,5090247 0,9645411 0,3182863 0,6817137 0,4668914
0,5542773 0,4457227 1,2435474 0,3586781 0,6413219 0,5592793
0,5122964 0,4877036 1,0504256 0,6210684 0,3789316 1,6389989
0,5087924 0,4912076 1,035799 0,3257138 0,6742862 0,4830497
0,598245 0,401755 1,4890791 0,5975743 0,4024257 1,484931

0,5319238 0,4680762 1,1364041 0,2732098 0,7267902 0,3759128



0,5031867 0,4968133 1,0128284 0,4010578 0,5989422 0,6696102
0,5025197 0,4974803 1,0101297 0,4794878 0,5205122 0,9211844

0,4067772 0,5932228 0,6857072 0,3192818 0,6807182 0,4690367
0,5163071 0,4836929 1,0674274 0,3594256 0,6405744 0,5610988
0,4818543 0,5181457 0,929959 0,345909 0,654091 0,5288392
0,514419 0,485581 1,0593886 0,4124178 0,5875822 0,7018894

0,5162915 0,4837085 1,0673606 0,3435368 0,6564632 0,5233147
0,4877537 0,5122463 0,9521859 0,3569075 0,6430925 0,5549864
0,5483338 0,4516662 1,2140242 0,3737685 0,6262315 0,5968536
0,4840369 0,5159631 0,9381232 0,3787475 0,6212525 0,6096515
0,5244141 0,4755859 1,1026696 0,3418225 0,6581775 0,519347
0,5126647 0,4873353 1,0519755 0,3342213 0,6657787 0,5020006
0,5286998 0,4713002 1,1217899 0,3290183 0,6709817 0,4903536
0,4825294 0,5174706 0,9324768 0,3106384 0,6893616 0,4506175
0,5669702 0,4330298 1,3093101 0,4137183 0,5862817 0,7056646
0,4511384 0,5488616 0,821953 0,3148993 0,6851007 0,4596394



0,4914087 0,5085913 0,9662152 0,3937404 0,6062596 0,6494585
0,4565312 0,5434688 0,8400321 0,3757008 0,6242992 0,601796
0,4745886 0,5254114 0,9032703 0,4173176 0,5826824 0,7162007
0,4754676 0,5245324 0,9064599 0,4233124 0,5766876 0,734041
0,5396779 0,4603221 1,1723921 0,4107239 0,5892761 0,6969975
0,5131802 0,4868198 1,0541482 0,4023218 0,5976782 0,6731411
0,486943 0,513057 0,9491012 0,3910609 0,6089391 0,6422003

0,4996269 0,5003731 0,9985087 0,4523141 0,5476859 0,8258639

0,4673866 0,5326134 0,8775345 0,7500001 0,2499999 3,000001
0,6314703 0,3685297 1,7134854 0,6920229 0,3079771 2,2469947
0,3570104 0,6429896 0,5552351 0,4793732 0,5206268 0,9207615
0,5538291 0,4461709 1,2412935 0,6356311 0,3643689 1,7444712
0,3832876 0,6167124 0,6215012 0,7284854 0,2715146 2,6830433
0,3728165 0,6271835 0,5944296 0,581014 0,418986 1,3867144
0,5007966 0,4992034 1,0031916 0,4336406 0,5663594 0,7656632
0,4272105 0,5727895 0,745842 0,4437099 0,5562901 0,7976231
0,4992126 0,5007874 0,9968555 0,3227738 0,6772262 0,4766116
0,4377897 0,5622103 0,7786937 0,7162496 0,2837504 2,5242243
0,3603051 0,6396949 0,5632451 0,7074062 0,2925938 2,417707
0,4575407 0,5424593 0,8434562 0,7693655 0,2306345 3,3358656
0,5333241 0,4666759 1,1428148 0,7243445 0,2756555 2,6277169
0,5493272 0,4506728 1,2189047 0,5963408 0,4036592 1,477337
0,6151107 0,3848893 1,59815 0,7964622 0,2035378 3,9130922
0,439732 0,560268 0,7848603 0,5731867 0,4268133 1,3429449

0,4653403 0,5346597 0,8703484 0,5766459 0,4233541 1,362089
0,3338915 0,6661085 0,501257 0,5595097 0,4404903 1,2701974
0,5971174 0,4028826 1,4821129 0,8130139 0,1869861 4,3479912
0,5838302 0,4161698 1,4028652 0,8191672 0,1808328 4,529969
0,6018664 0,3981336 1,5117195 0,8111404 0,1888596 4,2949382
0,4137734 0,5862266 0,7058251 0,3288898 0,6711102 0,4900683
0,6321283 0,3678717 1,7183392 0,7630711 0,2369289 3,2206758
0,3994306 0,6005694 0,6650864 0,5606764 0,4393236 1,2762266
0,4157669 0,5842331 0,7116456 0,6346075 0,3653925 1,7367834
0,5114715 0,4885285 1,0469633 0,562006 0,437994 1,2831365
0,5499102 0,4500898 1,221779 0,5012228 0,4987772 1,0049034

0,5585145 0,4414855 1,2650798 0,3002075 0,6997925 0,4289951
0,5499535 0,4500465 1,2219926 0,3834382 0,6165618 0,6218973

0,4581773 0,5418227 0,8456222 0,6607337 0,3392663 1,9475373



0,4835968 0,5164032 0,9364712 0,5996156 0,4003844 1,4975995
0,4774931 0,5225069 0,9138502 0,6028955 0,3971045 1,518229

0,5230329 0,4769671 1,0965807 0,4758457 0,5241543 0,9078351

0,5425703 0,4574297 1,1861283 0,8389214 0,1610786 5,2081477
0,5659449 0,4340551 1,303855 0,8140888 0,1859112 4,3789107
0,3055498 0,6944502 0,4399881 0,7910861 0,2089139 3,786661
0,4787827 0,5212173 0,9185856 0,7871431 0,2128569 3,697991
0,4829172 0,5170828 0,9339264 0,7507215 0,2492785 3,0115774
0,5023989 0,4976011 1,0096418 0,7771995 0,2228005 3,4883195

0,5141998 0,4858002 1,0584595 0,8452364 0,1547636 5,4614668
0,5467538 0,4532462 1,2063064 0,6350416 0,3649584 1,7400383
0,5234427 0,4765573 1,0983837 0,7128794 0,2871206 2,4828567
0,4695707 0,5304293 0,8852656 0,8465456 0,1534544 5,5165952
0,5056136 0,4943864 1,0227093 0,8515407 0,1484593 5,7358546
0,4946976 0,5053024 0,9790128 0,8356169 0,1643831 5,0833505
0,536356 0,463644 1,1568274 0,8360857 0,1639143 5,1007502



0,484057 0,515943 0,9381985 0,8806539 0,1193461 7,3789893
0,4409308 0,5590692 0,7886872 0,862955 0,137045 6,2968714
0,4671695 0,5328305 0,8767693 0,8380527 0,1619473 5,1748486
0,485598 0,514402 0,9440048 0,878603 0,121397 7,2374387

0,5047357 0,4952643 1,0191238 0,8452773 0,1547227 5,4631761

0,4826443 0,5173557 0,9329063 0,3003638 0,6996362 0,4293142
0,4671784 0,5328216 0,8768007 0,4022105 0,5977895 0,6728297
0,4883916 0,5116084 0,9546201 0,3439458 0,6560542 0,5242642
0,472021 0,527979 0,8940149 0,2769919 0,7230081 0,3831103

0,5167814 0,4832186 1,0694566 0,2839828 0,7160172 0,3966144
0,4723533 0,5276467 0,8952075 0,4609546 0,5390454 0,8551312
0,5088772 0,4911228 1,0361506 0,2758913 0,7241087 0,3810082
0,5015603 0,4984397 1,0062606 0,4075765 0,5924235 0,6879816
0,3839281 0,6160719 0,6231873 0,2063495 0,7936505 0,2600005
0,274155 0,725845 0,3777046 0,1420642 0,8579358 0,1655884

0,3428944 0,6571056 0,5218254 0,2886342 0,7113658 0,4057466
0,3832895 0,6167105 0,6215064 0,3269314 0,6730686 0,4857327
0,3849921 0,6150079 0,6259953 0,3759252 0,6240748 0,6023719
0,2847185 0,7152815 0,398051 0,3336045 0,6663955 0,5006104
0,3347715 0,6652285 0,5032428 0,3712118 0,6287882 0,5903606
0,3692373 0,6307627 0,5853822 0,4402643 0,5597357 0,7865575
0,3425808 0,6574192 0,5210995 0,3830247 0,6169753 0,6208105
0,3261429 0,6738571 0,4839941 0,2369316 0,7630684 0,3104985
0,2940096 0,7059904 0,4164499 0,2571177 0,7428823 0,3461083
0,2945238 0,7054762 0,4174822 0,2890802 0,7109198 0,4066284
0,2910038 0,7089962 0,4104448 0,2365645 0,7634355 0,3098684
0,3665672 0,6334328 0,5786995 0,3428027 0,6571973 0,521613
0,4134335 0,5865665 0,7048366 0,437588 0,562412 0,7780561
0,3392908 0,6607092 0,5135251 0,3483983 0,6516017 0,5346798
0,4499377 0,5500623 0,8179758 0,3610543 0,6389457 0,5650783
0,4914729 0,5085271 0,9664634 0,2677793 0,7322207 0,3657085
0,4291837 0,5708163 0,7518772 0,2855803 0,7144197 0,3997374
0,4766756 0,5233244 0,9108607 0,3002502 0,6997498 0,4290823
0,4442668 0,5557332 0,7994246 0,2668356 0,7331644 0,3639506
0,4128154 0,5871846 0,703042 0,2000214 0,7999786 0,2500335
0,3960449 0,6039551 0,6557522 0,2309067 0,7690933 0,3002324
0,4509852 0,5490148 0,8214444 0,2815666 0,7184334 0,3919174
0,3949358 0,6050642 0,6527172 0,223729 0,776271 0,2882099
0,6280269 0,3719731 1,6883666 0,6337056 0,3662944 1,7300444



0,4164191 0,5835809 0,7135585 0,335372 0,664628 0,5046011
0,3910755 0,6089245 0,6422397 0,2809505 0,7190495 0,3907248
0,420791 0,579209 0,7264925 0,3992053 0,6007947 0,664462

0,6099033 0,3900967 1,5634669 0,7476891 0,2523109 2,9633646
0,4786206 0,5213794 0,917989 0,3690435 0,6309565 0,5848953
0,4601583 0,5398417 0,8523947 0,3246831 0,6753169 0,4807862
0,4419276 0,5580724 0,7918822 0,3884881 0,6115119 0,6352912
0,3940862 0,6059138 0,6503998 0,377742 0,622258 0,6070505

0,44399 0,55601 0,7985289 0,3361557 0,6638443 0,5063774
0,484986 0,515014 0,9416946 0,3309215 0,6690785 0,4945929

0,4374761 0,5625239 0,7777023 0,3630538 0,6369462 0,5699912
0,431976 0,568024 0,7604891 0,2998527 0,7001473 0,4282709

0,4461938 0,5538062 0,8056857 0,3160593 0,6839407 0,462115
0,5054745 0,4945255 1,0221402 0,4028371 0,5971629 0,674585

0,52487 0,47513 1,1046872 0,4412216 0,5587784 0,7896182
0,3929141 0,6070859 0,6472134 0,5686468 0,4313532 1,318286
0,4893372 0,5106628 0,9582395 0,6387824 0,3612176 1,7684142
0,535452 0,464548 1,1526299 0,5981333 0,4018667 1,4883873

0,4954712 0,5045288 0,9820475 0,5677899 0,4322101 1,3136895



0,4697244 0,5302756 0,8858118 0,5928824 0,4071176 1,4562925
0,442471 0,557529 0,7936287 0,6161049 0,3838951 1,6048781

0,5385868 0,4614132 1,1672547 0,5274348 0,4725652 1,11611
0,4908162 0,5091838 0,9639275 0,6991904 0,3008096 2,3243619
0,4505046 0,5494954 0,8198514 0,6894544 0,3105456 2,2201388
0,2911262 0,7088738 0,4106884 0,6622078 0,3377922 1,9604001
0,3127284 0,6872716 0,4550289 0,6154665 0,3845335 1,6005537
0,1760638 0,8239362 0,2136862 0,5116072 0,4883928 1,0475321
0,2596193 0,7403807 0,3506566 0,5504826 0,4495174 1,2246081
0,2819455 0,7180545 0,392652 0,5220607 0,4779393 1,0923158
0,4748027 0,5251973 0,9040463 0,5740084 0,4259916 1,3474641

0,4119085 0,5880915 0,7004157 0,6085123 0,3914877 1,5543583
0,4429579 0,5570421 0,7951965 0,6325663 0,3674337 1,7215797
0,362485 0,637515 0,5685906 0,6686317 0,3313683 2,0177897

0,3816077 0,6183923 0,6170966 0,6161151 0,3838849 1,6049474
0,445759 0,554241 0,8042693 0,646516 0,353484 1,8289826

0,3810976 0,6189024 0,6157636 0,5692345 0,4307655 1,3214485
0,4364088 0,5635912 0,7743356 0,7241728 0,2758272 2,6254582
0,5073772 0,4926228 1,0299507 0,650646 0,349354 1,8624262
0,3926169 0,6073831 0,6464075 0,6998107 0,3001893 2,3312308
0,4154539 0,5845461 0,710729 0,7093531 0,2906469 2,4406013
0,4417628 0,5582372 0,7913531 0,6945722 0,3054278 2,2740957
0,5088814 0,4911186 1,0361682 0,7089833 0,2910167 2,4362292
0,3898917 0,6101083 0,6390533 0,690157 0,309843 2,2274407
0,3774654 0,6225346 0,6063365 0,6049322 0,3950678 1,5312109



0,7161914 0,2838086 2,5235009 0,7888465 0,2111535 3,7358913
0,681242 0,318758 2,1371761 0,7604473 0,2395527 3,1744467



0,7707029 0,2292971 3,3611544 0,8086921 0,1913079 4,2271761
0,713419 0,286581 2,4894146 0,7904592 0,2095408 3,7723398

0,5987397 0,4012603 1,4921481 0,6950474 0,3049526 2,2791978





0,5233068 0,4766932 1,0977854 0,4377278 0,5622722 0,7784981

0,630586 0,369414 1,7069897 0,337546 0,662454 0,5095388
0,6408763 0,3591237 1,784556 0,3892687 0,6107313 0,6373812
0,558548 0,441452 1,2652518 0,4350881 0,5649119 0,7701875

0,531238 0,468762 1,1332789 0,3728038 0,6271962 0,5943974

0,5061736 0,4938264 1,025003 0,3181771 0,6818229 0,4666565
0,5294456 0,4705544 1,1251529 0,4708382 0,5291618 0,8897812
0,4961227 0,5038773 0,9846101 0,3212006 0,6787994 0,4731893
0,5136038 0,4863962 1,055937 0,2697939 0,7302061 0,3694764
0,5095908 0,4904092 1,0391133 0,4406454 0,5593546 0,7877748
0,4920995 0,5079005 0,9688894 0,4405443 0,5594557 0,7874517
0,5731718 0,4268282 1,3428632 0,3052723 0,6947277 0,4394129
0,5283801 0,4716199 1,1203518 0,5109409 0,4890591 1,0447427
0,5116614 0,4883386 1,0477595 0,3585527 0,6414473 0,5589745
0,4497354 0,5502646 0,8173076 0,4169071 0,5830929 0,7149927
0,4671166 0,5328834 0,876583 0,4598282 0,5401718 0,8512629
0,4339201 0,5660799 0,7665352 0,2972333 0,7027667 0,4229474
0,4226881 0,5773119 0,7321658 0,4823068 0,5176932 0,931646
0,5127929 0,4872071 1,0525153 0,2933392 0,7066608 0,4151062
0,508172 0,491828 1,0332313 0,3390864 0,6609136 0,513057

0,4528033 0,5471967 0,8274963 0,3302079 0,6697921 0,4930006
0,5472423 0,4527577 1,208687 0,4823534 0,5176466 0,9318198
0,4381856 0,5618144 0,7799472 0,3845397 0,6154603 0,6248001
0,4889309 0,5110691 0,9566825 0,5162304 0,4837696 1,0670997
0,4200452 0,5799548 0,7242724 0,5176431 0,4823569 1,0731538



0,6946009 0,3053991 2,2744036 0,7211469 0,2788531 2,5861176

0,7412405 0,2587595 2,8645924 0,7540359 0,2459641 3,0656344
0,7187424 0,2812576 2,5554594 0,8135859 0,1864141 4,3644005



0,6205938 0,3794062 1,6356976 0,464858 0,535142 0,8686628
0,6327619 0,3672381 1,723029 0,5071184 0,4928816 1,0288848
0,3548071 0,6451929 0,5499241 0,5130312 0,4869688 1,0535197



0,5379108 0,4620892 1,1640842 0,5438932 0,4561068 1,1924688
0,5370413 0,4629587 1,1600201 0,5622434 0,4377566 1,2843746
0,5672651 0,4327349 1,3108839 0,4350661 0,5649339 0,7701185
0,5644447 0,4355553 1,2959197 0,4331396 0,5668604 0,7641028
0,2966902 0,7033098 0,4218486 0,5607158 0,4392842 1,2764304
0,5359953 0,4640047 1,1551504 0,3253305 0,6746695 0,4822072
0,4277103 0,5722897 0,7473668 0,3971018 0,6028982 0,6586549
0,4599847 0,5400153 0,8517993 0,5093365 0,4906635 1,0380567
0,6231623 0,3768377 1,653662 0,5339622 0,4660378 1,1457485
0,5436501 0,4563499 1,191301 0,6286075 0,3713925 1,6925689
0,4818868 0,5181132 0,9300803 0,5872707 0,4127293 1,4228954
0,5133505 0,4866495 1,054867 0,5809841 0,4190159 1,3865441
0,5045457 0,4954543 1,0183494 0,4124414 0,5875586 0,701958
0,5769206 0,4230794 1,3636225 0,5439413 0,4560587 1,1927
0,5659773 0,4340227 1,3040272 0,425485 0,574515 0,7405986
0,5752515 0,4247485 1,3543341 0,6244489 0,3755511 1,6627537

0,4135759 0,5864241 0,7052505 0,4166534 0,5833466 0,7142468
0,4480959 0,5519041 0,8119089 0,4350379 0,5649621 0,7700302
0,416795 0,583205 0,714663 0,491025 0,508975 0,9647331

0,4700895 0,5299105 0,887111 0,5650692 0,4349308 1,2992161
0,4686705 0,5313295 0,8820713 0,3211508 0,6788492 0,4730813
0,4223752 0,5776248 0,7312275 0,3332213 0,6667787 0,4997481

0,52396 0,47604 1,1006637 0,5849039 0,4150961 1,4090807
0,5150308 0,4849692 1,0619865 0,3779437 0,6220563 0,6075716
0,4804733 0,5195267 0,9248289 0,2875842 0,7124158 0,4036747
0,4422835 0,5577165 0,7930258 0,5188677 0,4811323 1,0784306
0,2486092 0,7513908 0,3308654 0,5282219 0,4717781 1,1196404
0,384404 0,615596 0,6244421 0,3249101 0,6750899 0,4812842

0,4957447 0,5042553 0,9831225 0,3898006 0,6101994 0,6388085
0,44924 0,55076 0,815673 0,3027165 0,6972835 0,4341369

0,3803357 0,6196643 0,613777 0,4039669 0,5960331 0,6777593
0,4944776 0,5055224 0,9781518 0,4528819 0,5471181 0,8277588
0,4629451 0,5370549 0,8620069 0,4651329 0,5348671 0,8696233
0,4143651 0,5856349 0,7075485 0,2199454 0,7800546 0,2819615
0,4037726 0,5962274 0,6772125 0,3899664 0,6100336 0,639254
0,4766754 0,5233246 0,91086 0,3885019 0,6114981 0,635328
0,4564977 0,5435023 0,8399187 0,3768395 0,6231605 0,6047231

0,4564498 0,5435502 0,8397565 0,7145243 0,2854757 2,5029249
0,4190266 0,5809734 0,7212492 0,7520955 0,2479045 3,0338118

0,4405423 0,5594577 0,7874454 0,6399154 0,3600846 1,7771252

0,5477625 0,4522375 1,2112276 0,6296745 0,3703255 1,700327



0,6175578 0,3824422 1,6147744 0,6055915 0,3944085 1,5354422
0,574927 0,425073 1,3525373 0,6280678 0,3719322 1,6886622

0,5955967 0,4044033 1,4727791 0,6738583 0,3261417 2,0661522
0,6011156 0,3988844 1,5069919 0,7060973 0,2939027 2,4024869
0,6126193 0,3873807 1,5814401 0,6838443 0,3161557 2,1629985
0,5979954 0,4020046 1,4875338 0,5341056 0,4658944 1,1464091
0,5963581 0,4036419 1,4774433 0,4898419 0,5101581 0,9601766
0,6475567 0,3524433 1,8373359 0,4625121 0,5374879 0,860507
0,5536842 0,4463158 1,2405658 0,2751422 0,7248578 0,3795809
0,651904 0,348096 1,8727711 0,3497437 0,6502563 0,5378551

0,6138828 0,3861172 1,5898875 0,3989831 0,6010169 0,6638467
0,58457 0,41543 1,4071442 0,4033305 0,5966695 0,6759698

0,6756537 0,3243463 2,0831246 0,3140138 0,6859862 0,4577553
0,6656397 0,3343603 1,9907853 0,4249568 0,5750432 0,7389999
0,7472698 0,2527302 2,9567885 0,5024677 0,4975323 1,0099199
0,7385049 0,2614951 2,8241635 0,5671924 0,4328076 1,3104956
0,7194591 0,2805409 2,5645429 0,4443887 0,5556113 0,7998194
0,7755149 0,2244851 3,4546378 0,4603256 0,5396744 0,8529692
0,7549365 0,2450635 3,0805747 0,3548161 0,6451839 0,5499458
0,5432479 0,4567521 1,1893716 0,1327314 0,8672686 0,1530453
0,5502303 0,4497697 1,2233599 0,1668077 0,8331923 0,2002031
0,6521545 0,3478455 1,8748398 0,3374088 0,6625912 0,5092263
0,7141542 0,2858458 2,4983899 0,294245 0,705755 0,4169223
0,6850586 0,3149414 2,1751937 0,4682376 0,5317624 0,8805392
0,5402854 0,4597146 1,1752627 0,6411628 0,3588372 1,7867793
0,5495386 0,4504614 1,2199459 0,6455363 0,3544637 1,8211634
0,7145547 0,2854453 2,5032982 0,4351803 0,5648197 0,7704766
0,7648574 0,2351426 3,2527389 0,3774358 0,6225642 0,6062601
0,7741806 0,2258194 3,4283174 0,4689294 0,5310706 0,882989

0,2583665 0,7416335 0,3483749 0,7532243 0,2467757 3,052263
0,3921 0,6079 0,6450073 0,6550669 0,3449331 1,8991129

0,2283306 0,7716694 0,2958917 0,6006328 0,3993672 1,5039614
0,5269736 0,4730264 1,1140468 0,8217923 0,1782077 4,6114305



0,3647262 0,6352738 0,5741245 0,7695457 0,2304543 3,3392555
0,3284299 0,6715701 0,4890479 0,7744956 0,2255044 3,4345026
0,3351861 0,6648139 0,5041804 0,761232 0,238768 3,1881652
0,2460179 0,7539821 0,3262915 0,7007694 0,2992306 2,3419042
0,3291741 0,6708259 0,4906996 0,7207557 0,2792443 2,5810939
0,427006 0,572994 0,7452189 0,6253215 0,3746785 1,6689552

0,3181038 0,6818962 0,4664988 0,7591905 0,2408095 3,1526598
0,2712638 0,7287362 0,3722386 0,6966688 0,3033312 2,296726
0,5816426 0,4183574 1,3903006 0,6974379 0,3025621 2,3051062

0,6417348 0,3582652 1,7912281 0,7054652 0,2945348 2,3951844

0,551961 0,448039 1,2319486 0,7586148 0,2413852 3,1427563

0,4999808 0,5000192 0,9999234 0,7341827 0,2658173 2,7619822

0,6252241 0,3747759 1,6682611 0,8015749 0,1984251 4,0396859
0,3546782 0,6453218 0,5496144 0,37081 0,62919 0,5893452



0,4142891 0,5857109 0,7073271 0,3479223 0,6520777 0,5335596
0,3451486 0,6548514 0,5270641 0,3084183 0,6915817 0,4459608
0,3858111 0,6141889 0,6281637 0,4234501 0,5765499 0,7344553
0,4061206 0,5938794 0,6838435 0,5380078 0,4619922 1,1645385
0,4311854 0,5688146 0,7580419 0,3016675 0,6983325 0,4319827
0,4563626 0,5436374 0,8394614 0,5529539 0,4470461 1,2369056
0,3848092 0,6151908 0,6255121 0,2705922 0,7294078 0,3709752
0,4468707 0,5531293 0,8078957 0,3956287 0,6043713 0,6546121
0,4267756 0,5732244 0,7445176 0,4520974 0,5479026 0,8251419
0,4198987 0,5801013 0,7238369 0,2955471 0,7044529 0,4195414
0,4557291 0,5442709 0,8373204 0,4576041 0,5423959 0,8436719
0,2272664 0,7727336 0,2941071 0,2195645 0,7804355 0,2813359
0,4448143 0,5551857 0,801199 0,465503 0,534497 0,870918
0,4718821 0,5281179 0,8935166 0,4248815 0,5751185 0,7387721
0,402876 0,597124 0,6746941 0,2852858 0,7147142 0,3991606

0,5327378 0,4672622 1,140126 0,8424828 0,1575172 5,3485116
0,5394502 0,4605498 1,171318 0,766427 0,233573 3,2813165

0,4900154 0,5099846 0,9608436 0,8127783 0,1872217 4,341262
0,5238543 0,4761457 1,1001977 0,8387782 0,1612218 5,2026363
0,5066128 0,4933872 1,0268058 0,8433226 0,1566774 5,3825419
0,5211714 0,4788286 1,08843 0,8332181 0,1667819 4,995853
0,547466 0,452534 1,2097788 0,8393272 0,1606728 5,223827

0,5230345 0,4769655 1,0965877 0,8394196 0,1605804 5,2274109
0,5340851 0,4659149 1,1463146 0,8187421 0,1812579 4,5170005
0,7813835 0,2186165 3,5742208 0,8450167 0,1549833 5,4523074



0,5921797 0,4078203 1,4520603 0,3972758 0,6027242 0,6591336

0,5797022 0,4202978 1,3792652 0,3205417 0,6794583 0,4717606
0,5213274 0,4786726 1,0891105 0,4122668 0,5877332 0,7014524
0,4968401 0,5031599 0,9874399 0,3899578 0,6100422 0,6392309
0,5486427 0,4513573 1,2155395 0,4184536 0,5815464 0,7195534
0,5603714 0,4396286 1,2746474 0,4063534 0,5936466 0,6845038
0,4564446 0,5435554 0,839739 0,5285003 0,4714997 1,1208922
0,4299277 0,5700723 0,7541634 0,2388797 0,7611203 0,3138528



0,4530145 0,5469855 0,8282019 0,6218234 0,3781766 1,6442673
0,4915495 0,5084505 0,9667596 0,5556887 0,4443113 1,2506745
0,4799076 0,5200924 0,9227354 0,4031989 0,5968011 0,6756001
0,5400538 0,4599462 1,1741676 0,5049547 0,4950453 1,020017

0,4975997 0,5024003 0,9904445 0,4832197 0,5167803 0,9350583

0,5620993 0,4379007 1,2836225 0,550357 0,449643 1,2239868
0,6277249 0,3722751 1,6861852 0,5597549 0,4402451 1,2714621
0,5405095 0,4594905 1,1763237 0,4946968 0,5053032 0,9790098
0,606044 0,393956 1,5383543 0,4746856 0,5253144 0,9036219

0,5187904 0,4812096 1,0780966 0,5606061 0,4393939 1,2758623
0,5433788 0,4566212 1,1899993 0,4888403 0,5111597 0,9563357
0,5045296 0,4954704 1,0182839 0,402956 0,597044 0,6749185
0,4901949 0,5098051 0,9615338 0,3333948 0,6666052 0,5001383
0,4375443 0,5624557 0,7779177 0,521194 0,478806 1,0885287
0,5173818 0,4826182 1,0720313 0,422854 0,577146 0,7326638
0,5461868 0,4538132 1,2035498 0,4364085 0,5635915 0,7743348
0,5437877 0,4562123 1,1919618 0,3698856 0,6301144 0,5870133
0,5076517 0,4923483 1,0310823 0,5055618 0,4944382 1,0224976
0,4258492 0,5741508 0,7417026 0,6146534 0,3853466 1,5950665
0,4321651 0,5678349 0,7610754 0,6367209 0,3632791 1,7527045
0,2852407 0,7147593 0,3990723 0,5791913 0,4208087 1,3763767
0,3967104 0,6032896 0,6575787 0,4774539 0,5225461 0,9137069
0,6062945 0,3937055 1,5399698 0,6397661 0,3602339 1,7759741
0,395843 0,604157 0,6551988 0,5632624 0,4367376 1,2897045

0,5345131 0,4654869 1,1482882 0,5538916 0,4461084 1,2416079
0,5150867 0,4849133 1,0622242 0,628409 0,371591 1,691131
0,4974749 0,5025251 0,9899502 0,3891138 0,6108862 0,6369661
0,5187087 0,4812913 1,0777437 0,4797242 0,5202758 0,9220576
0,4444123 0,5555877 0,7998957 0,4437318 0,5562682 0,797694
0,5477965 0,4522035 1,2113936 0,4589813 0,5410187 0,848365
0,4038064 0,5961936 0,6773075 0,5403581 0,4596419 1,1756069
0,5197185 0,4802815 1,0821122 0,5293664 0,4706336 1,1247951
0,4900614 0,5099386 0,9610204 0,5302382 0,4697618 1,1287383
0,4657787 0,5342213 0,8718835 0,4733876 0,5266124 0,8989299
0,5318412 0,4681588 1,1360275 0,5320472 0,4679528 1,1369677
0,5265897 0,4734103 1,1123327 0,5353729 0,4646271 1,1522636
0,4610523 0,5389477 0,8554676 0,5705781 0,4294219 1,328712
0,5396601 0,4603399 1,172308 0,5088735 0,4911265 1,0361351
0,5090719 0,4909281 1,0369583 0,5394097 0,4605903 1,1711269
0,5267536 0,4732464 1,113064 0,5684422 0,4315578 1,3171868
0,5343977 0,4656023 1,1477555 0,5429314 0,4570686 1,1878555
0,5511845 0,4488155 1,228087 0,4362071 0,5637929 0,773701
0,5615568 0,4384432 1,2807971 0,3353257 0,6646743 0,5044963
0,5903995 0,4096005 1,4414035 0,3510421 0,6489579 0,540932



0,573463 0,426537 1,3444625 0,402734 0,597266 0,674296
0,6373213 0,3626787 1,7572615 0,4615209 0,5384791 0,8570824
0,5313172 0,4686828 1,133639 0,3928905 0,6071095 0,6471494
0,584304 0,415696 1,4056043 0,7756782 0,2243218 3,4578808

0,5456929 0,4543071 1,2011542 0,637718 0,362282 1,7602808
0,6074978 0,3925022 1,5477566 0,6953286 0,3046714 2,2822246
0,4516861 0,5483139 0,8237728 0,464495 0,535505 0,8673961
0,5471363 0,4528637 1,2081697 0,5896674 0,4103326 1,4370472

0,44279 0,55721 0,7946555 0,4945286 0,5054714 0,9783515
0,4207238 0,5792762 0,7262923 0,4767823 0,5232177 0,9112505
0,5118089 0,4881911 1,0483782 0,6994213 0,3005787 2,3269162
0,4659413 0,5340587 0,8724534 0,5170697 0,4829303 1,0706923
0,5901303 0,4098697 1,4398 0,6989931 0,3010069 2,3221835
0,5741894 0,4258106 1,3484617 0,6213417 0,3786583 1,6409034
0,3987077 0,6012923 0,6630846 0,6856189 0,3143811 2,1808532
0,5094147 0,4905853 1,0383815 0,6435942 0,3564058 1,8057907
0,6437244 0,3562756 1,8068161 0,7371905 0,2628095 2,8050372
0,6557876 0,3442124 1,9051832 0,7526307 0,2473693 3,0425393
0,4717872 0,5282128 0,8931765 0,4835546 0,5164454 0,9363131
0,5595125 0,4404875 1,270212 0,6024563 0,3975437 1,5154467
0,6144831 0,3855169 1,5939198 0,6952582 0,3047418 2,2814669
0,6538548 0,3461452 1,8889608 0,7285496 0,2714504 2,6839146
0,6697713 0,3302287 2,028204 0,7549069 0,2450931 3,0800829
0,4741964 0,5258036 0,9018507 0,4769118 0,5230882 0,9117234
0,5845645 0,4154355 1,4071127 0,6673673 0,3326327 2,0063186
0,5566063 0,4433937 1,2553321 0,6460791 0,3539209 1,8254901
0,5659932 0,4340068 1,3041114 0,6064871 0,3935129 1,5412128
0,5579421 0,4420579 1,2621471 0,604723 0,395277 1,5298717
0,546113 0,453887 1,2031915 0,6201874 0,3798126 1,6328771

0,6013365 0,3986635 1,5083811 0,6468803 0,3531197 1,8319011
0,5799256 0,4200744 1,3805308 0,6119174 0,3880826 1,5767709



0,5363617 0,4636383 1,1568539 0,5679634 0,4320366 1,3146188
0,3639648 0,6360352 0,57224 0,544187 0,455813 1,1938821
0,4352948 0,5647052 0,7708353 0,4194828 0,5805172 0,7226018
0,4656278 0,5343722 0,8713548 0,4059666 0,5940334 0,6834071
0,4563524 0,5436476 0,8394268 0,4167428 0,5832572 0,7145096
0,4881239 0,5118761 0,9535977 0,495034 0,504966 0,9803315
0,4774043 0,5225957 0,9135252 0,4928578 0,5071422 0,9718336
0,536194 0,463806 1,1560739 0,3957483 0,6042517 0,6549396
0,366209 0,633791 0,5778072 0,5669145 0,4330855 1,309013

0,5267242 0,4732758 1,1129328 0,72013 0,27987 2,5730878
0,464115 0,535885 0,8660718 0,5759606 0,4240394 1,3582712

0,4859431 0,5140569 0,9453098 0,6130085 0,3869915 1,5840358
0,4876314 0,5123686 0,95172 0,6346244 0,3653756 1,73691
0,5157342 0,4842658 1,0649818 0,6986075 0,3013925 2,3179325
0,4730506 0,5269494 0,8977153 0,6583569 0,3416431 1,927031

0,48853 0,51147 0,9551487 0,6625654 0,3374346 1,9635374
0,5005739 0,4994261 1,0022983 0,4223423 0,5776577 0,7311291
0,5347046 0,4652954 1,1491725 0,4585443 0,5414557 0,8468732
0,5225177 0,4774823 1,0943183 0,4428486 0,5571514 0,7948443
0,5109177 0,4890823 1,0446455 0,4829254 0,5170746 0,933957
0,4735907 0,5264093 0,8996626 0,4549958 0,5450042 0,8348484
0,4977609 0,5022391 0,9910834 0,5398085 0,4601915 1,1730086
0,536579 0,463421 1,1578653 0,6129455 0,3870545 1,5836156

0,4771534 0,5228466 0,912607 0,6115791 0,3884209 1,5745268
0,4896903 0,5103097 0,9595942 0,6137172 0,3862828 1,5887769
0,4571321 0,5428679 0,8420687 0,5906691 0,4093309 1,443011
0,4803395 0,5196605 0,9243333 0,5978098 0,4021902 1,4863858
0,4878556 0,5121444 0,9525744 0,5971576 0,4028424 1,4823602
0,4703089 0,5296911 0,8878929 0,5978604 0,4021396 1,4866988
0,4772591 0,5227409 0,9129938 0,6326354 0,3673646 1,7220911
0,4805397 0,5194603 0,925075 0,6045001 0,3954999 1,5284459
0,5279707 0,4720293 1,1185126 0,3766994 0,6233006 0,6043623
0,5103413 0,4896587 1,0422387 0,5662982 0,4337018 1,3057316
0,4691767 0,5308233 0,8838661 0,4361235 0,5638765 0,7734381
0,4864402 0,5135598 0,947193 0,442944 0,557056 0,7951515

0,647085 0,352915 1,8335436 0,4075037 0,5924963 0,6877742



0,5522779 0,4477221 1,2335286 0,6369458 0,3630542 1,7544099
0,4648056 0,5351944 0,86848 0,4787143 0,5212857 0,918334
0,4851591 0,5148409 0,9423475 0,4423792 0,5576208 0,7933334
0,476402 0,523598 0,9098622 0,4411327 0,5588673 0,7893334
0,641549 0,358451 1,7897817 0,392426 0,607574 0,6458902

0,4975997 0,5024003 0,9904445 0,4832197 0,5167803 0,9350583

0,7569707 0,2430293 3,1147299 0,4527384 0,5472616 0,8272798
0,6463738 0,3536262 1,8278449 0,7502582 0,2497418 3,0041351
0,901672 0,098328 9,1700424 0,6761788 0,3238212 2,0881244

0,7946029 0,2053971 3,8686181 0,6702056 0,3297944 2,0321919
0,8327158 0,1672842 4,9778504 0,6707173 0,3292827 2,0369038
0,8266948 0,1733052 4,7701659 0,3056189 0,6943811 0,4401315
0,7063291 0,2936709 2,4051725 0,5539675 0,4460325 1,2419892
0,7222037 0,2777963 2,5997605 0,4741505 0,5258495 0,9016847
0,7564034 0,2435966 3,105147 0,4816805 0,5183195 0,9293121
0,7308954 0,2691046 2,716027 0,4537428 0,5462572 0,8306393
0,5331953 0,4668047 1,1422237 0,5359498 0,4640502 1,1549393
0,6339616 0,3660384 1,7319538 0,4676935 0,5323065 0,8786168
0,8247959 0,1752041 4,7076274 0,3995167 0,6004833 0,6653252
0,463174 0,536826 0,8628011 0,6184132 0,3815868 1,6206359

0,7853205 0,2146795 3,6581066 0,4686427 0,5313573 0,8819728
0,6344073 0,3655927 1,735284 0,4377777 0,5622223 0,7786559
0,4564642 0,5435358 0,8398051 0,4499332 0,5500668 0,817961
0,7642447 0,2357553 3,241687 0,5475819 0,4524181 1,2103448
0,7736676 0,2263324 3,4182803 0,6281555 0,3718445 1,6892959
0,7006279 0,2993721 2,3403246 0,6482412 0,3517588 1,8428568
0,6924783 0,3075217 2,251803 0,6814397 0,3185603 2,1391229

0,50365 0,49635 1,0147072 0,6245167 0,3754833 1,663234
0,5447339 0,4552661 1,1965174 0,5774565 0,4225435 1,3666204

0,404453 0,595547 0,6791285 0,7110995 0,2889005 2,4613995
0,4860169 0,5139831 0,9455893 0,6899888 0,3100112 2,2256895
0,4647062 0,5352938 0,8681329 0,8355706 0,1644294 5,0816377
0,5496897 0,4503103 1,2206907 0,6676759 0,3323241 2,009111
0,483994 0,516006 0,9379618 0,822984 0,177016 4,6492075

0,4609188 0,5390812 0,8550082 0,8067811 0,1932189 4,1754764
0,4577618 0,5422382 0,8442079 0,8122996 0,1877004 4,3276379
0,2739239 0,7260761 0,3772662 0,5996319 0,4003681 1,4977016



0,3055433 0,6944567 0,4399745 0,6377405 0,3622595 1,7604519
0,3708704 0,6291296 0,5894975 0,4936909 0,5063091 0,9750781
0,4071566 0,5928434 0,686786 0,5286371 0,4713629 1,1215077
0,5231312 0,4768688 1,097013 0,7035406 0,2964594 2,3731431
0,4423936 0,5576064 0,7933796 0,8202772 0,1797228 4,5641251
0,5657847 0,4342153 1,3030047 0,8159746 0,1840254 4,434033
0,5663001 0,4336999 1,305742 0,8455311 0,1544689 5,4737971
0,5661277 0,4338723 1,3048258 0,7735886 0,2264114 3,4167394
0,3703008 0,6296992 0,5880599 0,7708489 0,2291511 3,3639323
0,525004 0,474996 1,1052811 0,6992091 0,3007909 2,3245684

0,5074511 0,4925489 1,0302553 0,5433217 0,4566783 1,1897251
0,5395653 0,4604347 1,1718607 0,5116288 0,4883712 1,047623
0,4788432 0,5211568 0,9188084 0,695062 0,304938 2,279355
0,4591381 0,5408619 0,8489007 0,689317 0,310683 2,2187152
0,4846322 0,5153678 0,940362 0,800562 0,199438 4,0140904
0,5053247 0,4946753 1,0215279 0,6381823 0,3618177 1,7638225

0,3858254 0,6141746 0,6282016 0,3731516 0,6268484 0,595282
0,4367084 0,5632916 0,7752795 0,3998494 0,6001506 0,6662484
0,4076734 0,5923266 0,6882578 0,3595629 0,6404371 0,5614337
0,4379245 0,5620755 0,7791204 0,3513076 0,6486924 0,5415626
0,391551 0,608449 0,643523 0,3159355 0,6840645 0,4618504
0,293609 0,706391 0,4156467 0,3530263 0,6469737 0,545658

0,2994478 0,7005522 0,4274454 0,4127572 0,5872428 0,7028731
0,2900366 0,7099634 0,4085234 0,4621841 0,5378159 0,8593722
0,3901972 0,6098028 0,6398745 0,2757077 0,7242923 0,3806581
0,3909364 0,6090636 0,6418648 0,3301283 0,6698717 0,4928232
0,3810588 0,6189412 0,6156624 0,2323225 0,7676775 0,3026303
0,3989533 0,6010467 0,6637641 0,3093697 0,6906303 0,4479526
0,4499896 0,5500104 0,8181473 0,4059979 0,5940021 0,6834957
0,5218827 0,4781173 1,0915371 0,3983183 0,6016817 0,6620084
0,5019875 0,4980125 1,0079816 0,516838 0,483162 1,0696994
0,5002191 0,4997809 1,0008766 0,3600042 0,6399958 0,5625102
0,4768635 0,5231365 0,9115471 0,447099 0,552901 0,8086421
0,3695056 0,6304944 0,5860568 0,3403297 0,6596703 0,5159087
0,4235157 0,5764843 0,7346526 0,5440279 0,4559721 1,1931165
0,4239228 0,5760772 0,7358784 0,5557496 0,4442504 1,2509828
0,380136 0,619864 0,6132571 0,4854575 0,5145425 0,9434742

0,4057934 0,5942066 0,6829164 0,475122 0,524878 0,9052045
0,4440829 0,5559171 0,7988294 0,5825435 0,4174565 1,3954594
0,5964222 0,4035778 1,4778373 0,5974282 0,4025718 1,4840292
0,5112932 0,4887068 1,0462166 0,5224843 0,4775157 1,0941719
0,3397568 0,6602432 0,5145934 0,3401315 0,6598685 0,5154534
0,366048 0,633952 0,5774064 0,4397055 0,5602945 0,7847756

0,3448867 0,6551133 0,5264536 0,2930008 0,7069992 0,4144287
0,3707472 0,6292528 0,5891865 0,3742929 0,6257071 0,5981919
0,5701532 0,4298468 1,3264104 0,6226094 0,3773906 1,6497745
0,4201977 0,5798023 0,7247258 0,3768119 0,6231881 0,604652
0,4335407 0,5664593 0,765352 0,4271133 0,5728867 0,7455458
0,4166051 0,5833949 0,7141048 0,3729031 0,6270969 0,5946498

0,5014376 0,4985624 1,005767 0,3961578 0,6038422 0,6560618



0,4047073 0,5952927 0,6798459 0,8189659 0,1810341 4,5238198
0,4023676 0,5976324 0,6732694 0,7800239 0,2199761 3,5459476
0,3896614 0,6103386 0,6384347 0,7540266 0,2459734 3,0654805
0,4769808 0,5230192 0,9119756 0,6627465 0,3372535 1,9651282
0,5236523 0,4763477 1,0993067 0,4204789 0,5795211 0,7255627
0,456135 0,543865 0,8386915 0,5912664 0,4087336 1,4465814

0,5975529 0,4024471 1,4847985 0,6588248 0,3411752 1,9310453
0,4553436 0,5446564 0,83602 0,5806462 0,4193538 1,3846211
0,4185561 0,5814439 0,7198563 0,5545382 0,4454618 1,2448616
0,5123066 0,4876934 1,0504686 0,6996882 0,3003118 2,3298721
0,3408121 0,6591879 0,5170182 0,4544648 0,5455352 0,8330623
0,4180141 0,5819859 0,7182547 0,4489853 0,5510147 0,8148337
0,5368287 0,4631713 1,1590283 0,6645056 0,3354944 1,9806757
0,6588883 0,3411117 1,931591 0,7502189 0,2497811 3,0035061

0,67363 0,32637 2,0640076 0,7268082 0,2731918 2,6604314
0,5806793 0,4193207 1,3848096 0,6887619 0,3112381 2,2129748
0,6074572 0,3925428 1,547493 0,6943641 0,3056359 2,2718668
0,6661823 0,3338177 1,9956468 0,6913352 0,3086648 2,2397603
0,6028554 0,3971446 1,5179745 0,7037371 0,2962629 2,37538
0,5762931 0,4237069 1,3601223 0,6401777 0,3598223 1,7791494
0,619893 0,380107 1,6308379 0,7009027 0,2990973 2,3433934

0,5550403 0,4449597 1,2473943 0,7551389 0,2448611 3,0839488
0,5189075 0,4810925 1,0786025 0,7155801 0,2844199 2,5159281
0,6188039 0,3811961 1,6233214 0,7291313 0,2708687 2,6918256
0,5107421 0,4892579 1,0439117 0,753598 0,246402 3,0584094
0,6887849 0,3112151 2,2132112 0,7521324 0,2478676 3,0344114
0,4676032 0,5323968 0,8782984 0,6151213 0,3848787 1,5982211
0,649446 0,350554 1,8526276 0,7281173 0,2718827 2,6780571

0,6306866 0,3693134 1,707727 0,7084856 0,2915144 2,4303626
0,5973747 0,4026253 1,4836989 0,491047 0,508953 0,9648181
0,5695998 0,4304002 1,3234191 0,504809 0,495191 1,0194227

0,665065 0,334935 1,9856542 0,2655718 0,7344282 0,3616035
0,6609612 0,3390388 1,9495148 0,7571062 0,2428938 3,1170257



0,5692115 0,4307885 1,3213247 0,4891394 0,5108606 0,9574813
0,5655355 0,4344645 1,3016842 0,4852098 0,5147902 0,9425391
0,4624549 0,5375451 0,8603092 0,5551918 0,4448082 1,2481602
0,5007602 0,4992398 1,0030455 0,5965299 0,4034701 1,4784983
0,4751955 0,5248045 0,9054716 0,5309394 0,4690606 1,1319206
0,5547396 0,4452604 1,2458768 0,2597182 0,7402818 0,350837
0,4133372 0,5866628 0,7045568 0,5609801 0,4390199 1,2778013
0,4879597 0,5120403 0,9529714 0,5050831 0,4949169 1,0205413
0,4285727 0,5714273 0,7500038 0,6245344 0,3754656 1,6633597
0,4269163 0,5730837 0,744946 0,3703673 0,6296327 0,5882275
0,5547399 0,4452601 1,2458782 0,3827979 0,6172021 0,6202149
0,4777585 0,5222415 0,9148229 0,5011459 0,4988541 1,0045943
0,5697054 0,4302946 1,3239891 0,3143962 0,6856038 0,4585682
0,5637162 0,4362838 1,2920861 0,3203972 0,6796028 0,4714478
0,5095672 0,4904328 1,0390153 0,5466094 0,4533906 1,205604
0,4030795 0,5969205 0,6752648 0,4806904 0,5193096 0,9256337
0,507687 0,492313 1,0312279 0,3647606 0,6352394 0,5742097

0,4944103 0,5055897 0,9778885 0,3097395 0,6902605 0,4487284
0,5120941 0,4879059 1,0495756 0,5756962 0,4243038 1,3568018
0,4377224 0,5622776 0,778481 0,4512818 0,5487182 0,822429
0,4371421 0,5628579 0,7766473 0,3201065 0,6798935 0,4708186



0,6519742 0,3480258 1,8733499 0,3390984 0,6609016 0,5130845
0,6177292 0,3822708 1,6159467 0,4286916 0,5713084 0,7503679
0,622151 0,377849 1,6465602 0,3620345 0,6379655 0,5674829

0,7115515 0,2884485 2,4668228 0,3593983 0,6406017 0,5610325
0,4599351 0,5400649 0,8516293 0,3009176 0,6990824 0,4304465
0,5548381 0,4451619 1,2463736 0,4603673 0,5396327 0,8531124
0,5977239 0,4022761 1,485855 0,3878981 0,6121019 0,6337149
0,5350667 0,4649333 1,1508461 0,5552875 0,4447125 1,2486437



0,2989125 0,7010875 0,4263555 0,6345957 0,3654043 1,7366947
0,5160696 0,4839304 1,0664129 0,4105805 0,5894195 0,6965845
0,5233204 0,4766796 1,0978451 0,4387716 0,5612284 0,7818057
0,4388472 0,5611528 0,7820459 0,2359196 0,7640804 0,3087628
0,4020029 0,5979971 0,672249 0,2624116 0,7375884 0,3557697
0,1864271 0,8135729 0,2291461 0,5754193 0,4245807 1,3552649

0,7089397 0,2910603 2,4357143 0,6961362 0,3038638 2,2909476
0,5654919 0,4345081 1,301453 0,6102066 0,3897934 1,5654618
0,5427238 0,4572762 1,1868623 0,5830458 0,4169542 1,398345
0,6172692 0,3827308 1,6128027 0,7178624 0,2821376 2,5443694
0,5366728 0,4633272 1,1583019 0,4134574 0,5865426 0,704906
0,529265 0,470735 1,1243375 0,6030607 0,3969393 1,519277

0,5519036 0,4480964 1,2316628 0,6375689 0,3624311 1,7591448
0,6332421 0,3667579 1,726594 0,6208613 0,3791387 1,6375569
0,5550403 0,4449597 1,2473943 0,7551389 0,2448611 3,0839488
0,5189075 0,4810925 1,0786025 0,7155801 0,2844199 2,5159281
0,6188039 0,3811961 1,6233214 0,7291313 0,2708687 2,6918256
0,5107421 0,4892579 1,0439117 0,753598 0,246402 3,0584094

0,6854719 0,3145281 2,179366 0,7387798 0,2612202 2,828188
0,6924877 0,3075123 2,251902 0,7223873 0,2776127 2,6021404
0,5445334 0,4554666 1,1955509 0,6101523 0,3898477 1,5651044
0,5288702 0,4711298 1,1225573 0,5369975 0,4630025 1,1598154
0,5878003 0,4121997 1,4260088 0,6136189 0,3863811 1,5881181
0,5829769 0,4170231 1,3979485 0,707352 0,292648 2,4170749
0,5882595 0,4117405 1,428714 0,6955175 0,3044825 2,2842613

0,5499468 0,4500532 1,2219595 0,3869394 0,6130606 0,6311601
0,4608865 0,5391135 0,8548971 0,345364 0,654636 0,5275665
0,5933342 0,4066658 1,4590218 0,6640891 0,3359109 1,9769802
0,6096795 0,3903205 1,5619968 0,6624332 0,3375668 1,9623769
0,5655992 0,4344008 1,3020216 0,2556156 0,7443844 0,343392
0,5574744 0,4425256 1,2597562 0,2912352 0,7087648 0,4109053
0,5697587 0,4302413 1,324277 0,5220282 0,4779718 1,0921735

0,6308628 0,3691372 1,7090195 0,4268754 0,5731246 0,7448212
0,5378629 0,4621371 1,1638603 0,5712625 0,4287375 1,3324293
0,6305791 0,3694209 1,7069398 0,2757844 0,7242156 0,3808043
0,5744061 0,4255939 1,3496579 0,3928896 0,6071104 0,6471469
0,5584084 0,4415916 1,2645357 0,4395801 0,5604199 0,7843764
0,4820497 0,5179503 0,9306871 0,3691435 0,6308565 0,5851466
0,4938222 0,5061778 0,9755904 0,5182759 0,4817241 1,075877
0,5951077 0,4048923 1,4697928 0,3648553 0,6351447 0,5744444
0,6188913 0,3811087 1,6239235 0,3548122 0,6451878 0,5499364
0,5370442 0,4629558 1,1600333 0,4685244 0,5314756 0,8815541



0,4041356 0,5958644 0,6782342 0,2404549 0,7595451 0,3165775
0,4880959 0,5119041 0,953491 0,5184328 0,4815672 1,0765536

0,5430304 0,4569696 1,1883296 0,2236008 0,7763992 0,2879973
0,4541599 0,5458401 0,8320384 0,5183985 0,4816015 1,0764057
0,5562825 0,4437175 1,2536864 0,2445777 0,7554223 0,3237629
0,6769941 0,3230059 2,0959187 0,4049662 0,5950338 0,6805769
0,6657422 0,3342578 1,9917029 0,4500377 0,5499623 0,8183065
0,6621971 0,3378029 1,9603059 0,3789438 0,6210562 0,6101602
0,4404946 0,5595054 0,787293 0,4571032 0,5428968 0,8419706
0,6287147 0,3712853 1,6933467 0,4171717 0,5828283 0,7157712
0,4500594 0,5499406 0,8183782 0,634553 0,365447 1,7363747
0,5984374 0,4015626 1,490272 0,4796224 0,5203776 0,9216816
0,5728294 0,4271706 1,3409851 0,4564143 0,5435857 0,8396364
0,5121858 0,4878142 1,0499608 0,5504288 0,4495712 1,224342
0,6916456 0,3083544 2,2430215 0,5468306 0,4531694 1,2066804
0,5163426 0,4836574 1,0675792 0,5342907 0,4657093 1,1472624
0,5087058 0,4912942 1,0354401 0,2868164 0,7131836 0,4021635
0,6727269 0,3272731 2,055552 0,3275608 0,6724392 0,4871233
0,6049537 0,3950463 1,5313491 0,2713248 0,7286752 0,3723536
0,6802408 0,3197592 2,127353 0,3606851 0,6393149 0,5641744
0,4977071 0,5022929 0,9908703 0,5336912 0,4663088 1,1445018
0,5017416 0,4982584 1,0069907 0,4906391 0,5093609 0,9632446
0,5109201 0,4890799 1,0446558 0,6188678 0,3811322 1,6237612
0,6651686 0,3348314 1,9865779 0,2924949 0,7075051 0,4134173
0,6544421 0,3455579 1,8938708 0,3289556 0,6710444 0,4902143
0,6764285 0,3235715 2,0905073 0,276609 0,723391 0,3823782
0,6726127 0,3273873 2,0544867 0,3093442 0,6906558 0,4478992
0,5612659 0,4387341 1,279285 0,275716 0,724284 0,3806739
0,6199817 0,3800183 1,6314522 0,3598951 0,6401049 0,5622439
0,6218269 0,3781731 1,6442918 0,2595795 0,7404205 0,3505838
0,5866611 0,4133389 1,419322 0,4372368 0,5627632 0,7769464
0,5986339 0,4013661 1,491491 0,5729528 0,4270472 1,3416614
0,3953867 0,6046133 0,6539496 0,5835841 0,4164159 1,4014453
0,513864 0,486136 1,0570377 0,4978978 0,5021022 0,9916262

0,4814989 0,5185011 0,9286362 0,4538015 0,5461985 0,8308362
0,612048 0,387952 1,5776382 0,3755333 0,6244667 0,6013665

0,6441024 0,3558976 1,8097966 0,4758952 0,5241048 0,9080154
0,6008745 0,3991255 1,5054774 0,3815942 0,6184058 0,6170613
0,5778477 0,4221523 1,3688131 0,3278921 0,6721079 0,4878564
0,4779654 0,5220346 0,9155819 0,3114897 0,6885103 0,4524112
0,4225442 0,5774558 0,7317342 0,3336227 0,6663773 0,5006514
0,4603409 0,5396591 0,8530215 0,6153506 0,3846494 1,5997701
0,4282038 0,5717962 0,7488749 0,5742556 0,4257444 1,3488269
0,4668491 0,5331509 0,8756417 0,6292315 0,3707685 1,6971004
0,5265617 0,4734383 1,1122077 0,4933744 0,5066256 0,9738443
0,6649477 0,3350523 1,9846085 0,7133724 0,2866276 2,4888476

0,3443861 0,6556139 0,525288 0,7437639 0,2562361 2,9026513



0,326536 0,673464 0,4848604 0,7366327 0,2633673 2,796978
0,3189294 0,6810706 0,4682766 0,6807122 0,3192878 2,1319707

0,4558834 0,5441166 0,8378415 0,7625425 0,2374575 3,2112793
0,317884 0,682116 0,4660262 0,6932618 0,3067382 2,260109

0,4849497 0,5150503 0,9415579 0,2661585 0,7338415 0,362692



0,5784974 0,4215026 1,3724648 0,770022 0,229978 3,3482421

0,326025 0,673975 0,4837346 0,7853527 0,2146473 3,6588045
0,3072531 0,6927469 0,4435287 0,8210065 0,1789935 4,5867959

0,3699973 0,6300027 0,5872948 0,5300729 0,4699271 1,1279896
0,3683851 0,6316149 0,5832432 0,5712804 0,4287196 1,3325268
0,4968364 0,5031636 0,9874251 0,3829156 0,6170844 0,620524
0,3895769 0,6104231 0,6382079 0,7023615 0,2976385 2,3597807

0,477671 0,522329 0,9145021 0,6462274 0,3537726 1,8266745
0,3303582 0,6696418 0,4933356 0,3801494 0,6198506 0,6132921

0,545046 0,454954 1,1980247 0,6748364 0,3251636 2,0753749
0,4423614 0,5576386 0,7932763 0,6625225 0,3374775 1,9631607
0,4838795 0,5161205 0,937532 0,5656168 0,4343832 1,3021147
0,5199004 0,4800996 1,0829011 0,6820444 0,3179556 2,1450933
0,5285483 0,4714517 1,1211082 0,5878596 0,4121404 1,4263573
0,4894484 0,5105516 0,9586661 0,6868625 0,3131375 2,1934851
0,5351882 0,4648118 1,1514084 0,7264934 0,2735066 2,656219
0,5170429 0,4829571 1,0705772 0,6558329 0,3441671 1,9055653
0,4610614 0,5389386 0,8554989 0,6979247 0,3020753 2,3104323
0,5891701 0,4108299 1,4340974 0,8272003 0,1727997 4,7870477
0,4567915 0,5432085 0,8409138 0,6868808 0,3131192 2,1936722
0,5277646 0,4722354 1,1175878 0,5505051 0,4494949 1,2247195
0,5442412 0,4557588 1,1941431 0,6026371 0,3973629 1,5165911
0,5867293 0,4132707 1,4197213 0,8535108 0,1464892 5,8264406
0,440023 0,559977 0,7857877 0,6834697 0,3165303 2,1592551

0,4807969 0,5192031 0,9260285 0,7516533 0,2483467 3,0266292
0,5429789 0,4570211 1,1880828 0,7908741 0,2091259 3,7818095
0,494549 0,505451 0,9784313 0,6759849 0,3240151 2,0862761

0,6263569 0,3736431 1,676351 0,8438063 0,1561937 5,4023056
0,6493048 0,3506952 1,8514794 0,8356284 0,1643716 5,0837761
0,4710724 0,5289276 0,8906179 0,5426575 0,4573425 1,1865453

0,3538307 0,6461693 0,547582 0,5455461 0,4544539 1,200443



0,3200804 0,6799196 0,4707621 0,5380478 0,4619522 1,1647261

0,4616909 0,5383091 0,8576687 0,5217849 0,4782151 1,0911094
0,3270606 0,6729394 0,4860179 0,5437155 0,4562845 1,1916149
0,3899854 0,6100146 0,639305 0,6010401 0,3989599 1,5065178
0,3104823 0,6895177 0,450289 0,5017063 0,4982937 1,0068484
0,4206744 0,5793256 0,7261451 0,417595 0,582405 0,7170181
0,4051264 0,5948736 0,6810293 0,5912926 0,4087074 1,4467384

0,6017942 0,3982058 1,5112641 0,7161016 0,2838984 2,5223866
0,6330346 0,3669654 1,7250525 0,7605035 0,2394965 3,1754266
0,6789464 0,3210536 2,1147445 0,7790006 0,2209994 3,524899
0,6707222 0,3292778 2,036949 0,7828269 0,2171731 3,6046228
0,6123029 0,3876971 1,5793335 0,715776 0,284224 2,5183515
0,5099267 0,4900733 1,0405109 0,6892699 0,3107301 2,2182275
0,5313328 0,4686672 1,1337104 0,6992759 0,3007241 2,325307
0,5135415 0,4864585 1,0556739 0,670617 0,329383 2,0359794
0,5370891 0,4629109 1,1602429 0,5569877 0,4430123 1,2572737
0,5090396 0,4909604 1,0368242 0,6555949 0,3444051 1,9035579
0,5179802 0,4820198 1,0746037 0,6235739 0,3764261 1,656564
0,4448796 0,5551204 0,8014109 0,506917 0,493083 1,0280562
0,4763847 0,5236153 0,9097991 0,5654216 0,4345784 1,3010805
0,6297768 0,3702232 1,7010734 0,4347243 0,5652757 0,7690484
0,5406938 0,4593062 1,1771966 0,6134937 0,3865063 1,5872801
0,5619302 0,4380698 1,2827415 0,5906745 0,4093255 1,4430438
0,5640787 0,4359213 1,2939923 0,6249018 0,3750982 1,6659688
0,5646291 0,4353709 1,2968923 0,6216042 0,3783958 1,6427354
0,5335991 0,4664009 1,1440781 0,5896072 0,4103928 1,4366901
0,5582991 0,4417009 1,2639752 0,6162923 0,3837077 1,6061506
0,5564373 0,4435627 1,2544726 0,5910522 0,4089478 1,4452998
0,730435 0,269565 2,709681 0,6561764 0,3438236 1,9084679

0,6477891 0,3522109 1,839208 0,4840577 0,5159423 0,9382013
0,6796439 0,3203561 2,1215259 0,5124658 0,4875342 1,0511382
0,6501318 0,3498682 1,858219 0,5312692 0,4687308 1,1334207
0,6486139 0,3513861 1,8458727 0,5370412 0,4629588 1,1600194
0,6627237 0,3372763 1,9649286 0,5086341 0,4913659 1,0351433
0,5848247 0,4151753 1,4086209 0,5000615 0,4999385 1,000246
0,5534843 0,4465157 1,2395627 0,3695949 0,6304051 0,5862815
0,5965254 0,4034746 1,4784706 0,4465325 0,5534675 0,8067908
0,5405314 0,4594686 1,1764273 0,6644968 0,3355032 1,9805975
0,5865338 0,4134662 1,4185776 0,6694501 0,3305499 2,0252623
0,5191758 0,4808242 1,0797624 0,614467 0,385533 1,5938117
0,6057987 0,3942013 1,5367748 0,4688859 0,5311141 0,8828346



0,5843977 0,4156023 1,4061462 0,4290432 0,5709568 0,7514459
0,5037086 0,4962914 1,0149452 0,5034338 0,4965662 1,0138303
0,5809308 0,4190692 1,3862408 0,4985771 0,5014229 0,9943244
0,5374341 0,4625659 1,161854 0,3933655 0,6066345 0,6484391
0,5445181 0,4554819 1,1954769 0,371315 0,628685 0,5906218
0,5510265 0,4489735 1,227303 0,576146 0,423854 1,3593029
0,5908944 0,4091056 1,4443566 0,4769039 0,5230961 0,9116946
0,5838095 0,4161905 1,4027459 0,5091123 0,4908877 1,0371257
0,5765848 0,4234152 1,3617479 0,4707725 0,5292275 0,8895467
0,5726647 0,4273353 1,3400826 0,4440284 0,5559716 0,798653
0,5383823 0,4616177 1,1662948 0,442614 0,557386 0,7940887
0,5483064 0,4516936 1,2138901 0,4367056 0,5632944 0,7752708
0,5538508 0,4461492 1,2414026 0,4027382 0,5972618 0,6743076
0,5336941 0,4663059 1,1445148 0,3729914 0,6270086 0,5948745
0,4944843 0,5055157 0,9781778 0,4339952 0,5660048 0,7667695
0,514223 0,485777 1,0585579 0,3864543 0,6135457 0,6298704

0,5375346 0,4624654 1,1623241 0,384564 0,615436 0,6248643
0,5003086 0,4996914 1,001235 0,3639434 0,6360566 0,5721872
0,5556974 0,4443026 1,2507182 0,3175712 0,6824288 0,4653542
0,5138534 0,4861466 1,0569929 0,344447 0,655553 0,5254296
0,5920131 0,4079869 1,4510592 0,3874535 0,6125465 0,6325291



0,4939113 0,5060887 0,9759382 0,2252504 0,7747496 0,2907396
0,420157 0,579843 0,7246047 0,2145265 0,7854735 0,2731175

0,5806099 0,4193901 1,384415 0,2563764 0,7436236 0,3447663
0,3349274 0,6650726 0,5035953 0,2106345 0,7893655 0,2668403
0,5895655 0,4104345 1,4364422 0,3093903 0,6906097 0,447996
0,5754093 0,4245907 1,3552096 0,2590742 0,7409258 0,3496628
0,5738502 0,4261498 1,3465926 0,2918403 0,7081597 0,4121109
0,530401 0,469599 1,1294763 0,187694 0,812306 0,2310631

0,5390662 0,4609338 1,1695087 0,1931633 0,8068367 0,2394081
0,436806 0,563194 0,7755872 0,2274582 0,7725418 0,2944283

0,3529393 0,6470607 0,54545 0,3124768 0,6875232 0,4544965
0,1836414 0,8163586 0,2249519 0,2696388 0,7303612 0,3691855
0,4611077 0,5388923 0,8556585 0,4196003 0,5803997 0,7229504
0,4362892 0,5637108 0,7739592 0,4037665 0,5962335 0,6771952
0,4382248 0,5617752 0,7800715 0,3296258 0,6703742 0,4917041
0,5155604 0,4844396 1,0642407 0,2980354 0,7019646 0,4245733
0,5311957 0,4688043 1,1330862 0,3552346 0,6447654 0,5509516
0,5739667 0,4260333 1,3472341 0,5182918 0,4817082 1,0759456
0,3487909 0,6512091 0,5356051 0,2343269 0,7656731 0,3060404
0,3805351 0,6194649 0,6142963 0,2900088 0,7099912 0,4084682
0,5212003 0,4787997 1,0885562 0,4147516 0,5852484 0,7086762
0,4526924 0,5473076 0,827126 0,2864654 0,7135346 0,4014737
0,455324 0,544676 0,835954 0,4690775 0,5309225 0,8835141

0,5739342 0,4260658 1,3470555 0,4518204 0,5481796 0,8242198

0,6377148 0,3622852 1,7602563 0,5675069 0,4324931 1,3121759
0,518162 0,481838 1,0753865 0,6744168 0,3255832 2,0714115
0,656679 0,343321 1,9127258 0,4550656 0,5449344 0,8350832

0,4541502 0,5458498 0,8320057 0,5220836 0,4779164 1,0924162
0,5799626 0,4200374 1,3807405 0,4953644 0,5046356 0,981628
0,4106437 0,5893563 0,6967665 0,5647529 0,4352471 1,2975453
0,4555047 0,5444953 0,8365633 0,5042023 0,4957977 1,0169517
0,5006205 0,4993795 1,0024849 0,5847785 0,4152215 1,408353
0,7278762 0,2721238 2,6747979 0,411503 0,588497 0,6992441
0,8163731 0,1836269 4,4458263 0,6030329 0,3969671 1,5191007



0,6852997 0,3147003 2,1776263 0,6070269 0,3929731 1,5447036
0,8266786 0,1733214 4,7696296 0,5616344 0,4383656 1,2812008

0,4458196 0,5541804 0,8044666 0,3987097 0,6012903 0,6630903
0,4725628 0,5274372 0,8959602 0,3988264 0,6011736 0,6634132
0,473206 0,526794 0,8982751 0,4979957 0,5020043 0,992015

0,5124378 0,4875622 1,0510206 0,430048 0,569952 0,7545338
0,4813903 0,5186097 0,9282324 0,4447506 0,5552494 0,8009926
0,4084497 0,5915503 0,6904734 0,369265 0,630735 0,5854519
0,3120287 0,6879713 0,4535491 0,3265252 0,6734748 0,4848365
0,3139389 0,6860611 0,4575962 0,4570934 0,5429066 0,8419373
0,4704033 0,5295967 0,8882293 0,4787165 0,5212835 0,918342
0,471038 0,528962 0,8904949 0,4833432 0,5166568 0,935521

0,4077233 0,5922767 0,6884001 0,7696647 0,2303353 3,3414976
0,39766 0,60234 0,6601919 0,754402 0,245598 3,0716946

0,4488303 0,5511697 0,8143232 0,4713695 0,5286305 0,8916803
0,4281348 0,5718652 0,7486638 0,4311539 0,5688461 0,7579449
0,506173 0,493827 1,0250008 0,4365106 0,5634894 0,7746563

0,3877292 0,6122708 0,6332643 0,7076008 0,2923992 2,4199823
0,3981304 0,6018696 0,6614894 0,7283311 0,2716689 2,6809519
0,4751125 0,5248875 0,90517 0,7346854 0,2653146 2,7691104
0,523935 0,476065 1,1005537 0,5111439 0,4888561 1,0455917

0,3761048 0,6238952 0,6028334 0,6057496 0,3942504 1,5364594
0,4378754 0,5621246 0,7789649 0,6368931 0,3631069 1,7540096
0,3620483 0,6379517 0,5675168 0,5853951 0,4146049 1,4119348
0,4520745 0,5479255 0,8250655 0,6680122 0,3319878 2,012159

0,6255603 0,3744397 1,6706571 0,5642361 0,4357639 1,2948204
0,6297902 0,3702098 1,7011712 0,5641886 0,4358114 1,2945706
0,4119188 0,5880812 0,7004456 0,3710318 0,6289682 0,5899055
0,4717355 0,5282645 0,8929911 0,4090093 0,5909907 0,6920739
0,5465885 0,4534115 1,205502 0,3513886 0,6486114 0,5417552
0,5062456 0,4937544 1,0252984 0,4486121 0,5513879 0,8136053
0,4209461 0,5790539 0,7269548 0,3422302 0,6577698 0,5202887
0,5772936 0,4227064 1,3657083 0,4607675 0,5392325 0,8544878
0,5690104 0,4309896 1,3202414 0,4295913 0,5704087 0,753129
0,5408844 0,4591156 1,1781006 0,4750038 0,5249962 0,9047758
0,593661 0,406339 1,460999 0,2548485 0,7451515 0,342009

0,5636994 0,4363006 1,2919979 0,4608494 0,5391506 0,8547694
0,5453074 0,4546926 1,1992881 0,5070895 0,4929105 1,028766
0,5499823 0,4500177 1,2221351 0,5182438 0,4817562 1,0757385
0,5054324 0,4945676 1,0219681 0,5679771 0,4320229 1,3146919
0,5019785 0,4980215 1,0079454 0,466807 0,533193 0,8754936
0,5338598 0,4661402 1,1452773 0,4705024 0,5294976 0,8885825

0,5282036 0,4717964 1,1195582 0,4609361 0,5390639 0,8550677

0,4890609 0,5109391 0,9571802 0,4556493 0,5443507 0,8370511



0,510067 0,489933 1,0410956 0,4309632 0,5690368 0,7573557
0,5437336 0,4562664 1,1917018 0,4304558 0,5695442 0,7557899
0,585922 0,414078 1,4150038 0,40405 0,59595 0,6779931

0,6378966 0,3621034 1,7616418 0,3123436 0,6876564 0,4542146
0,4721086 0,5278914 0,8943292 0,5235696 0,4764304 1,0989423
0,5833302 0,4166698 1,3999818 0,5480048 0,4519952 1,212413
0,6180317 0,3819683 1,618018 0,2646379 0,7353621 0,3598743

0,5026779 0,4973221 1,0107691 0,3402911 0,6597089 0,5158201
0,5970336 0,4029664 1,4815966 0,4967421 0,5032579 0,9870529
0,486361 0,513639 0,9468927 0,4364659 0,5635341 0,7745154

0,4738272 0,5261728 0,9005162 0,3026337 0,6973663 0,4339665
0,5508083 0,4491917 1,226221 0,4924429 0,5075571 0,9702215
0,561161 0,438839 1,2787399 0,5068328 0,4931672 1,0277099

0,6197078 0,3802922 1,6295572 0,5040534 0,4959466 1,0163461
0,5084383 0,4915617 1,0343325 0,4844357 0,5155643 0,9396224
0,6173246 0,3826754 1,613181 0,5071818 0,4928182 1,029146
0,6392024 0,3607976 1,7716372 0,509337 0,490663 1,0380588
0,6305197 0,3694803 1,7065044 0,4824083 0,5175917 0,9320248
0,5776033 0,4223967 1,3674429 0,5880135 0,4119865 1,4272642
0,4973303 0,5026697 0,9893778 0,5173751 0,4826249 1,0720027
0,5908769 0,4091231 1,4442519 0,4998339 0,5001661 0,9993359

0,3066628 0,6933372 0,4422997 0,2828574 0,7171426 0,3944227
0,5430449 0,4569551 1,1883987 0,3509312 0,6490688 0,5406686
0,5389775 0,4610225 1,1690915 0,4828415 0,5171585 0,9336432
0,4952704 0,5047296 0,9812589 0,2510326 0,7489674 0,3351716
0,4775438 0,5224562 0,9140362 0,2660557 0,7339443 0,3625013
0,4648036 0,5351964 0,8684731 0,2467907 0,7532093 0,3276523
0,487617 0,512383 0,9516652 0,6442888 0,3557112 1,8112691

0,5000192 0,4999808 1,0000766 0,6191809 0,3808191 1,6259186
0,4860084 0,5139916 0,9455571 0,4429804 0,5570196 0,795269
0,3026125 0,6973875 0,433923 0,4389407 0,5610593 0,7823427
0,5386776 0,4613224 1,1676813 0,5252591 0,4747409 1,1064123
0,4583616 0,5416384 0,8462503 0,4147537 0,5852463 0,7086823
0,5646052 0,4353948 1,2967663 0,429755 0,570245 0,7536321
0,5393227 0,4606773 1,1707168 0,3010782 0,6989218 0,4307752
0,5224985 0,4775015 1,0942343 0,3846871 0,6153129 0,6251893
0,5098486 0,4901514 1,0401859 0,3963343 0,6036657 0,656546

0,4176715 0,5823285 0,7172437 0,5811198 0,4188802 1,3873172
0,4881063 0,5118937 0,9535307 0,3959961 0,6040039 0,6556185
0,5173073 0,4826927 1,0717116 0,6517586 0,3482414 1,8715714
0,424064 0,575936 0,7363041 0,3108733 0,6891267 0,4511119

0,4781914 0,5218086 0,9164116 0,3480055 0,6519945 0,5337553
0,4986825 0,5013175 0,9947437 0,3983749 0,6016251 0,6621648
0,4349609 0,5650391 0,7697891 0,4502715 0,5497285 0,8190798
0,4400465 0,5599535 0,7858627 0,2374574 0,7625426 0,3114021
0,4756819 0,5243181 0,9072391 0,3380454 0,6619546 0,5106776
0,5260489 0,4739511 1,1099223 0,3489787 0,6510213 0,5360481
0,4312554 0,5687446 0,7582585 0,3711344 0,6288656 0,590165
0,479543 0,520457 0,9213882 0,4623956 0,5376044 0,8601037



0,4952766 0,5047234 0,9812833 0,6564563 0,3435437 1,910838
0,5299501 0,4700499 1,1274337 0,3386636 0,6613364 0,5120899
0,6367807 0,3632193 1,7531574 0,6219433 0,3780567 1,6451057

0,6519272 0,3480728 1,8729618 0,763709 0,236291 3,2320703
0,5111916 0,4888084 1,0457912 0,7266151 0,2733849 2,657846
0,4696763 0,5303237 0,8856407 0,7151701 0,2848299 2,5108669
0,4677757 0,5322243 0,8789069 0,428306 0,571694 0,7491874
0,4503078 0,5496922 0,8191998 0,4472326 0,5527674 0,8090791
0,4670511 0,5329489 0,8763525 0,4651721 0,5348279 0,8697604
0,7017833 0,2982167 2,353266 0,8187902 0,1812098 4,518465

0,71357 0,28643 2,4912539 0,8267407 0,1732593 4,7716971
0,6111915 0,3888085 1,5719599 0,6615906 0,3384094 1,9550011
0,6035834 0,3964166 1,5225989 0,6004038 0,3995962 1,5025265
0,5819621 0,4180379 1,3921275 0,5545376 0,4454624 1,2448585
0,6143001 0,3856999 1,5926896 0,6329202 0,3670798 1,7242033
0,5464448 0,4535552 1,2048035 0,743522 0,256478 2,8989704
0,6342812 0,3657188 1,7343413 0,7334943 0,2665057 2,7522654
0,6496736 0,3503264 1,8544807 0,7363696 0,2636304 2,7931893
0,5491805 0,4508195 1,2181826 0,5979257 0,4020743 1,4871027
0,6779376 0,3220624 2,1049884 0,8010325 0,1989675 4,0259476
0,583859 0,416141 1,4030318 0,7888502 0,2111498 3,7359753

0,6689182 0,3310818 2,0204016 0,7726675 0,2273325 3,3988437
0,6570976 0,3429024 1,9162818 0,8404675 0,1595325 5,2683165
0,6276323 0,3723677 1,6855175 0,7544856 0,2455144 3,073081
0,3966309 0,6033691 0,6573603 0,7681268 0,2318732 3,3127025

0,4641951 0,5358049 0,8663511 0,3300075 0,6699925 0,492554
0,4234626 0,5765374 0,7344928 0,2580085 0,7419915 0,3477242
0,4922145 0,5077855 0,9693355 0,3971905 0,6028095 0,658899

0,42715 0,57285 0,7456577 0,2234696 0,7765304 0,2877796
0,4144466 0,5855534 0,7077862 0,232756 0,767244 0,3033663
0,4127669 0,5872331 0,7029012 0,2197091 0,7802909 0,2815733
0,4142492 0,5857508 0,7072107 0,3249149 0,6750851 0,4812947
0,5339821 0,4660179 1,1458403 0,4319807 0,5680193 0,7605037
0,512513 0,487487 1,0513365 0,3200428 0,6799572 0,4706809

0,5462402 0,4537598 1,2038091 0,3889339 0,6110661 0,6364842
0,4702939 0,5297061 0,8878393 0,420995 0,579005 0,7271007
0,5270275 0,4729725 1,1142879 0,367585 0,632415 0,5812401
0,5149801 0,4850199 1,0617711 0,4411781 0,5588219 0,7894788
0,471946 0,528054 0,8937458 0,3650633 0,6349367 0,5749602
0,42551 0,57449 0,7406743 0,4358571 0,5641429 0,7726005

0,3767784 0,6232216 0,6045657 0,4214885 0,5785115 0,7285742

0,4149249 0,5850751 0,7091824 0,2414576 0,7585424 0,3183179
0,4361999 0,5638001 0,7736783 0,5063107 0,4936893 1,0255655
0,3716546 0,6283454 0,5914813 0,3608889 0,6391111 0,5646732
0,4199408 0,5800592 0,723962 0,4392052 0,5607948 0,7831833
0,4292098 0,5707902 0,7519573 0,4005906 0,5994094 0,6683088
0,384512 0,615488 0,624727 0,4197854 0,5802146 0,7235003

0,3104876 0,6895124 0,4503003 0,1270757 0,8729243 0,1455747
0,3027772 0,6972228 0,4342617 0,1799898 0,8200102 0,219497



0,3731154 0,6268846 0,5951899 0,4456502 0,5543498 0,8039152
0,3313327 0,6686673 0,495512 0,2922338 0,7077662 0,412896
0,3437695 0,6562305 0,5238547 0,4403709 0,5596291 0,7868979
0,4562829 0,5437171 0,8391918 0,6592573 0,3407427 1,934766
0,3637357 0,6362643 0,5716739 0,5863379 0,4136621 1,4174322
0,4281171 0,5718829 0,7486096 0,466128 0,533872 0,8731081
0,4047097 0,5952903 0,6798527 0,4472022 0,5527978 0,8089798
0,472884 0,527116 0,8971156 0,4457744 0,5542256 0,8043194

0,4562279 0,5437721 0,8390057 0,3924793 0,6075207 0,6460344
0,4508412 0,5491588 0,8209669 0,4905051 0,5094949 0,9627281
0,4659613 0,5340387 0,8725235 0,40607 0,59393 0,6837001
0,4169729 0,5830271 0,7151862 0,4856979 0,5143021 0,9443823
0,4823523 0,5176477 0,9318156 0,4223058 0,5776942 0,7310195
0,3878828 0,6121172 0,6336741 0,3523033 0,6476967 0,5439324

0,4703843 0,5296157 0,8881615 0,5258811 0,4741189 1,1091755
0,5185075 0,4814925 1,0768755 0,6405829 0,3594171 1,7822831
0,3212251 0,6787749 0,4732424 0,5154452 0,4845548 1,0637502
0,5653158 0,4346842 1,3005208 0,526419 0,473581 1,111571
0,5344844 0,4655156 1,1481558 0,5033411 0,4966589 1,0134543
0,3914827 0,6085173 0,6433387 0,4731148 0,5268852 0,8979467
0,541323 0,458677 1,1801832 0,5468354 0,4531646 1,2067036

0,4952769 0,5047231 0,9812846 0,529503 0,470497 1,125412
0,4135909 0,5864091 0,705294 0,6150993 0,3849007 1,5980724
0,5209464 0,4790536 1,0874489 0,2890884 0,7109116 0,4066447
0,5178272 0,4821728 1,0739454 0,3817456 0,6182544 0,6174571
0,5457785 0,4542215 1,2015693 0,5918525 0,4081475 1,4500944
0,5253502 0,4746498 1,1068164 0,2734476 0,7265524 0,3763631
0,4938923 0,5061077 0,9758639 0,19931 0,80069 0,2489228
0,5331719 0,4668281 1,1421162 0,3651633 0,6348367 0,5752081
0,5033074 0,4966926 1,0133178 0,4073481 0,5926519 0,687331
0,5540389 0,4459611 1,2423479 0,359269 0,640731 0,5607174
0,5298428 0,4701572 1,1269482 0,3495282 0,6504718 0,5373457
0,5204049 0,4795951 1,0850923 0,5365915 0,4634085 1,1579235
0,5215513 0,4784487 1,0900881 0,5037662 0,4962338 1,0151792
0,5028045 0,4971955 1,0112814 0,4143012 0,5856988 0,7073622
0,5353355 0,4646645 1,1520902 0,4433816 0,5566184 0,7965628
0,2691622 0,7308378 0,3682927 0,3044635 0,6955365 0,4377391
0,2847538 0,7152462 0,3981199 0,3772846 0,6227154 0,60587

0,4252458 0,5747542 0,7398742 0,4351148 0,5648852 0,7702713
0,5162074 0,4837926 1,0670013 0,4020649 0,5979351 0,6724223
0,5398003 0,4601997 1,1729698 0,4176522 0,5823478 0,717187
0,5178934 0,4821066 1,0742302 0,3836403 0,6163597 0,6224291
0,5937239 0,4062761 1,4613806 0,5047997 0,4952003 1,0193851
0,462879 0,537121 0,861778 0,354873 0,645127 0,5500825

0,5114671 0,4885329 1,0469449 0,3260968 0,6739032 0,4838927
0,523618 0,476382 1,0991559 0,3560476 0,6439524 0,5529097

0,5291651 0,4708349 1,1238869 0,3644146 0,6355854 0,5733527
0,4876803 0,5123197 0,9519063 0,3449758 0,6550242 0,5266613
0,4710069 0,5289931 0,8903838 0,3564791 0,6435209 0,553951
0,4974148 0,5025852 0,9897123 0,5235167 0,4764833 1,0987094



0,5128248 0,4871752 1,0526495 0,3960835 0,6039165 0,6558581
0,4329803 0,5670197 0,7636073 0,4146872 0,5853128 0,7084882
0,441777 0,558223 0,7913989 0,4076686 0,5923314 0,6882442

0,5672831 0,4327169 1,3109797 0,6579745 0,3420255 1,9237587
0,5620533 0,4379467 1,2833827 0,5588059 0,4411941 1,266576

0,6793413 0,3206587 2,1185803 0,5185731 0,4814269 1,0771587
0,6196597 0,3803403 1,6292245 0,3664696 0,6335304 0,5784563
0,6542473 0,3457527 1,892241 0,4505653 0,5494347 0,8200525
0,6574264 0,3425736 1,9190806 0,5867659 0,4132341 1,4199356
0,5841791 0,4158209 1,4048813 0,4744014 0,5255986 0,9025926
0,5844376 0,4155624 1,4063777 0,4784527 0,5215473 0,9173717
0,5427605 0,4572395 1,1870376 0,4960735 0,5039265 0,9844164
0,4919548 0,5080452 0,9683288 0,4043961 0,5956039 0,6789681
0,4708648 0,5291352 0,8898763 0,5430364 0,4569636 1,1883579
0,486321 0,513679 0,9467412 0,5772651 0,4227349 1,3655487

0,5603267 0,4396733 1,2744158 0,5404094 0,4595906 1,1758493
0,4366399 0,5633601 0,7750637 0,5573743 0,4426257 1,2592451
0,427267 0,572733 0,7460144 0,2754248 0,7245752 0,3801191

0,4895624 0,5104376 0,9591032 0,2635368 0,7364632 0,3578412
0,4860556 0,5139444 0,9457358 0,2364398 0,7635602 0,3096544
0,5008329 0,4991671 1,0033373 0,3097953 0,6902047 0,4488456

0,4790373 0,5209627 0,9195231 0,4561123 0,5438877 0,8386147
0,4767928 0,5232072 0,9112887 0,3365983 0,6634017 0,5073823
0,4308035 0,5691965 0,7568625 0,2558176 0,7441824 0,3437566
0,5148734 0,4851266 1,0613177 0,3794212 0,6205788 0,611399
0,4827609 0,5172391 0,933342 0,3278167 0,6721833 0,4876895
0,4943256 0,5056744 0,9775572 0,3441018 0,6558982 0,5246268
0,5152309 0,4847691 1,0628377 0,4647437 0,5352563 0,8682639
0,5064449 0,4935551 1,0261161 0,487649 0,512351 0,9517871
0,4898347 0,5101653 0,9601489 0,573383 0,426617 1,344023
0,3984446 0,6015554 0,6623574 0,2601806 0,7398194 0,3516813
0,3444894 0,6555106 0,5255284 0,5285419 0,4714581 1,1210791

0,5327771 0,4672229 1,1403062 0,6643254 0,3356746 1,9790753
0,3712441 0,6287559 0,5904424 0,2552273 0,7447727 0,3426914
0,3735853 0,6264147 0,5963865 0,3310642 0,6689358 0,4949118
0,3953465 0,6046535 0,6538398 0,5450324 0,4549676 1,1979588

0,4551187 0,5448813 0,8352622 0,2831739 0,7168261 0,3950385
0,4856825 0,5143175 0,9443243 0,5451723 0,4548277 1,1986349
0,4293834 0,5706166 0,75249 0,3223437 0,6776563 0,4756742
0,432644 0,567356 0,7625619 0,1420692 0,8579308 0,1655952

0,4994095 0,5005905 0,9976409 0,480379 0,519621 0,9244796
0,4606241 0,5393759 0,8539945 0,4248074 0,5751926 0,738548
0,4770208 0,5229792 0,9121218 0,5161196 0,4838804 1,0666264
0,4117324 0,5882676 0,6999066 0,6440394 0,3559606 1,8093

0,6664077 0,3335923 1,9976711 0,4200817 0,5799183 0,7243809



0,617316 0,382684 1,6131218 0,4093338 0,5906662 0,6930035
0,5298375 0,4701625 1,1269243 0,4352111 0,5647889 0,7705729
0,6465661 0,3534339 1,8293836 0,2083063 0,7916937 0,2631148
0,6467096 0,3532904 1,8305323 0,2033149 0,7966851 0,2552011
0,6340823 0,3659177 1,7328553 0,2361433 0,7638567 0,3091462
0,6657048 0,3342952 1,9913682 0,2895662 0,7104338 0,4075908
0,6754494 0,3245506 2,0811838 0,3007873 0,6992127 0,4301799
0,6887834 0,3112166 2,213196 0,2153344 0,7846656 0,2744283
0,6137096 0,3862904 1,5887262 0,2655091 0,7344909 0,3614873
0,682131 0,317869 2,1459502 0,2046083 0,7953917 0,2572422

0,6706107 0,3293893 2,0359215 0,2791768 0,7208232 0,3873026
0,4376748 0,5623252 0,7783305 0,4236906 0,5763094 0,735179
0,6745697 0,3254303 2,0728546 0,4560309 0,5439691 0,8383396
0,5758359 0,4241641 1,3575782 0,4317428 0,5682572 0,7597667
0,2884125 0,7115875 0,4053085 0,6079154 0,3920846 1,5504702
0,6738703 0,3261297 2,0662645 0,5357302 0,4642698 1,1539198
0,5492222 0,4507778 1,218388 0,5803823 0,4196177 1,3831219
0,7079175 0,2920825 2,4236906 0,5594154 0,4405846 1,2697118
0,4244121 0,5755879 0,7373542 0,4707054 0,5292946 0,8893071
0,5559379 0,4440621 1,2519374 0,503436 0,496564 1,0138391
0,6599542 0,3400458 1,9407801 0,5825858 0,4174142 1,395702
0,6034414 0,3965586 1,5216955 0,5833065 0,4166935 1,3998452

0,3319771 0,6680229 0,4969546 0,6978223 0,3021777 2,3093115
0,3109092 0,6890908 0,4511875 0,6915185 0,3084815 2,2416857
0,348103 0,651897 0,5339847 0,6657218 0,3342782 1,9915198
0,346659 0,653341 0,5305943 0,6802004 0,3197996 2,1269586
0,361449 0,638551 0,5660456 0,5128327 0,4871673 1,0526829

0,2974477 0,7025523 0,4233815 0,4550811 0,5449189 0,8351355
0,483543 0,516457 0,9362697 0,3842202 0,6157798 0,6239571

0,4709059 0,5290941 0,8900229 0,6785405 0,3214595 2,1108114
0,3884164 0,6115836 0,6350995 0,6106558 0,3893442 1,5684213
0,2813727 0,7186273 0,3915419 0,573722 0,426278 1,3458871

0,24605 0,75395 0,3263478 0,577767 0,422233 1,3683605
0,2021603 0,7978397 0,2533846 0,5637935 0,4362065 1,292492
0,4004794 0,5995206 0,6679995 0,4257372 0,5742628 0,7413632
0,3313237 0,6686763 0,4954918 0,5698526 0,4301474 1,3247843
0,4313122 0,5686878 0,7584342 0,7106511 0,2893489 2,4560357
0,4786312 0,5213688 0,918028 0,5413134 0,4586866 1,1801378
0,3707138 0,6292862 0,5891021 0,646868 0,353132 1,8318027
0,4555097 0,5444903 0,8365801 0,3538461 0,6461539 0,5476189
0,4379633 0,5620367 0,7792433 0,5673273 0,4326727 1,3112157
0,4329224 0,5670776 0,763427 0,7078374 0,2921626 2,4227514
0,4082981 0,5917019 0,6900401 0,6662512 0,3337488 1,9962657
0,4896704 0,5103296 0,9595181 0,6368164 0,3631836 1,7534284
0,4718225 0,5281775 0,8933028 0,4836967 0,5163033 0,936846
0,4808335 0,5191665 0,9261642 0,5477656 0,4522344 1,2112429
0,447725 0,552275 0,8106921 0,4168853 0,5831147 0,7149286

0,5969575 0,4030425 1,481128 0,7057836 0,2942164 2,3988591

0,5562474 0,4437526 1,253508 0,7529856 0,2470144 3,0483477
0,5148721 0,4851279 1,0613119 0,443068 0,556932 0,7955514



0,6275555 0,3724445 1,6849637 0,8994974 0,1005026 8,9499937
0,4953065 0,5046935 0,9814006 0,3153784 0,6846216 0,4606608
0,5794874 0,4205126 1,3780503 0,3969144 0,6030856 0,6581395
0,4634859 0,5365141 0,8638838 0,4242637 0,5757363 0,7369062
0,4706798 0,5293202 0,8892157 0,5481656 0,4518344 1,2132002
0,5136232 0,4863768 1,0560191 0,3412527 0,6587473 0,5180327
0,5720878 0,4279122 1,3369281 0,3576788 0,6423212 0,5568536
0,4964553 0,5035447 0,9859211 0,5284693 0,4715307 1,1207525
0,5348611 0,4651389 1,1498955 0,3919315 0,6080685 0,6445515
0,3914619 0,6085381 0,6432825 0,4891847 0,5108153 0,9576549
0,5472709 0,4527291 1,2088262 0,3097577 0,6902423 0,4487666
0,541487 0,458513 1,1809632 0,3840481 0,6159519 0,6235035
0,432217 0,567783 0,7612362 0,4226494 0,5773506 0,7320498
0,500358 0,499642 1,0014332 0,2720864 0,7279136 0,3737895

0,4509647 0,5490353 0,8213766 0,2047801 0,7952199 0,2575138

0,6560129 0,3439871 1,9070857 0,6566866 0,3433134 1,9127907
0,5196706 0,4803294 1,0819048 0,5452502 0,4547498 1,1990112
0,5005959 0,4994041 1,0023864 0,5600976 0,4399024 1,2732313
0,5461515 0,4538485 1,2033784 0,6073442 0,3926558 1,54676
0,3337772 0,6662228 0,5009995 0,5645079 0,4354921 1,296253
0,4564204 0,5435796 0,8396568 0,5253089 0,4746911 1,1066333
0,4864297 0,5135703 0,9471531 0,4953653 0,5046347 0,9816313
0,5329956 0,4670044 1,1413076 0,5354743 0,4645257 1,1527335
0,4803565 0,5196435 0,9243961 0,6280305 0,3719695 1,6883924
0,6056699 0,3943301 1,5359467 0,5443312 0,4556688 1,1945762
0,5446523 0,4553477 1,1961241 0,5581884 0,4418116 1,2634082
0,592931 0,407069 1,4565863 0,5481956 0,4518044 1,2133472

0,5548688 0,4451312 1,2465287 0,5029173 0,4970827 1,0117376
0,6075565 0,3924435 1,5481376 0,5416955 0,4583045 1,1819555
0,5921693 0,4078307 1,4519976 0,5484649 0,4515351 1,2146673
0,4738192 0,5261808 0,9004874 0,620798 0,379202 1,6371166
0,4176494 0,5823506 0,7171786 0,6143405 0,3856595 1,5929609
0,5260415 0,4739585 1,1098893 0,6388638 0,3611362 1,7690382
0,3589757 0,6410243 0,5600033 0,5412821 0,4587179 1,1799891
0,3937622 0,6062378 0,6495179 0,5292119 0,4707881 1,1240977
0,4700072 0,5299928 0,886818 0,6333191 0,3666809 1,7271667
0,4608636 0,5391364 0,8548183 0,6242805 0,3757195 1,6615601
0,4509293 0,5490707 0,8212591 0,7013039 0,2986961 2,3478848
0,3742107 0,6257893 0,5979819 0,6512113 0,3487887 1,8670656
0,4555798 0,5444202 0,8368165 0,655106 0,344894 1,8994412
0,3906226 0,6093774 0,6410193 0,4844921 0,5155079 0,9398346
0,499043 0,500957 0,9961792 0,6351778 0,3648222 1,7410611

0,3586371 0,6413629 0,5591798 0,4402142 0,5597858 0,7863974
0,6022967 0,3977033 1,5144372 0,605001 0,394999 1,5316522
0,5040799 0,4959201 1,0164538 0,5553165 0,4446835 1,2487905
0,5406583 0,4593417 1,1770283 0,606866 0,393134 1,5436616
0,3292813 0,6707187 0,490938 0,5919297 0,4080703 1,4505583

0,57605 0,42395 1,3587685 0,5108732 0,4891268 1,0444597
0,5181653 0,4818347 1,0754006 0,3366806 0,6633194 0,5075693
0,5517128 0,4482872 1,2307127 0,8214111 0,1785889 4,5994523
0,4818037 0,5181963 0,9297705 0,6504176 0,3495824 1,8605563



0,6483332 0,3516668 1,8436005 0,7538985 0,2461015 3,0633638
0,5641843 0,4358157 1,2945479 0,7502213 0,2497787 3,0035443
0,7750304 0,2249696 3,4450449 0,8785959 0,1214041 7,2369534
0,5708301 0,4291699 1,3300798 0,6311232 0,3688768 1,7109324

0,5946736 0,4053264 1,4671476 0,480871 0,519129 0,9263035

0,5122927 0,4877073 1,0504103 0,7946008 0,2053992 3,8685682
0,6210538 0,3789462 1,6388967 0,6508891 0,3491109 1,8644191
0,5631024 0,4368976 1,2888657 0,5490475 0,4509525 1,2175284
0,4360868 0,5639132 0,7733227 0,4413445 0,5586555 0,7900119

0,593091 0,406909 1,4575522 0,5249732 0,4750268 1,1051445
0,555728 0,444272 1,2508734 0,7290576 0,2709424 2,6908211

0,4420943 0,5579057 0,7924176 0,6861259 0,3138741 2,1859908

0,37483 0,62517 0,599565 0,4309101 0,5690899 0,7571915
0,6094085 0,3905915 1,5602199 0,6145843 0,3854157 1,5946011
0,5911079 0,4088921 1,4456328 0,5773201 0,4226799 1,3658564
0,4358857 0,5641143 0,7726904 0,2848176 0,7151824 0,3982446
0,4635373 0,5364627 0,8640627 0,390689 0,609311 0,6411979
0,4613405 0,5386595 0,8564603 0,2869636 0,7130364 0,402453
0,4368829 0,5631171 0,7758296 0,4900911 0,5099089 0,9611345
0,4877064 0,5122936 0,9520057 0,7414807 0,2585193 2,8681836
0,5124425 0,4875575 1,0510401 0,7507154 0,2492846 3,0114788
0,504842 0,495158 1,0195574 0,7334704 0,2665296 2,7519288

0,4955937 0,5044063 0,9825287 0,7362379 0,2637621 2,7912949
0,5018089 0,4981911 1,0072619 0,4637608 0,5362392 0,8648394
0,4907235 0,5092765 0,9635698 0,4040384 0,5959616 0,6779605
0,458717 0,541283 0,8474626 0,2875771 0,7124229 0,4036607

0,4261711 0,5738289 0,7426798 0,5991588 0,4008412 1,4947537
0,4785429 0,5214571 0,9177032 0,563103 0,436897 1,2888691

0,6186146 0,3813854 1,6220199 0,700646 0,299354 2,3405268
0,4839035 0,5160965 0,9376221 0,4068006 0,5931994 0,6857738
0,5476706 0,4523294 1,2107784 0,5635868 0,4364132 1,2914062
0,5328921 0,4671079 1,1408331 0,3155993 0,6844007 0,4611324
0,5460524 0,4539476 1,2028977 0,2878736 0,7121264 0,4042451
0,4797316 0,5202684 0,9220848 0,432854 0,567146 0,7632145
0,1573746 0,8426254 0,186767 0,4366425 0,5633575 0,7750717
0,1925899 0,8074101 0,238528 0,3498556 0,6501444 0,5381198
0,4855895 0,5144105 0,9439729 0,3356335 0,6643665 0,5051934
0,6271601 0,3728399 1,682116 0,4068392 0,5931608 0,6858835
0,5841068 0,4158932 1,4044632 0,2744224 0,7255776 0,3782123
0,5626405 0,4373595 1,2864486 0,2228221 0,7771779 0,2867067
0,6007529 0,3992471 1,5047145 0,3471307 0,6528693 0,5317001
0,557622 0,442378 1,2605103 0,3702635 0,6297365 0,5879658

0,4845697 0,5154303 0,9401266 0,3050011 0,6949989 0,4388512
0,5248484 0,4751516 1,1045913 0,4034693 0,5965307 0,6763595



0,4564546 0,5435454 0,8397727 0,4512767 0,5487233 0,8224122

0,4497996 0,5502004 0,8175196 0,4254906 0,5745094 0,7406154
0,5760493 0,4239507 1,358765 0,3887197 0,6112803 0,6359109
0,4875639 0,5124361 0,951463 0,2619591 0,7380409 0,3549384
0,4663937 0,5336063 0,8740409 0,6257507 0,3742493 1,6720154
0,5692874 0,4307126 1,321734 0,6107488 0,3892512 1,5690351
0,4124077 0,5875923 0,7018602 0,2608725 0,7391275 0,3529466
0,3718847 0,6281153 0,5920644 0,3961546 0,6038454 0,656053
0,4547683 0,5452317 0,8340827 0,4496082 0,5503918 0,8168877
0,4451226 0,5548774 0,8022 0,3371287 0,6628713 0,5085884
0,558644 0,441356 1,2657448 0,5367641 0,4632359 1,1587275

0,4116359 0,5883641 0,6996278 0,2792941 0,7207059 0,3875286

0,4185345 0,5814655 0,7197925 0,2409217 0,7590783 0,3173871

0,4559357 0,5440643 0,838018 0,4306734 0,5693266 0,756461
0,5099671 0,4900329 1,0406795 0,4119204 0,5880796 0,7004502
0,5673355 0,4326645 1,3112599 0,2359365 0,7640635 0,3087918
0,5461592 0,4538408 1,2034159 0,253619 0,746381 0,3397983

0,4019314 0,5980686 0,6720489 0,3019586 0,6980414 0,4325798
0,3988899 0,6011101 0,6635886 0,4684618 0,5315382 0,8813324
0,5033856 0,4966144 1,0136347 0,2947694 0,7052306 0,417976
0,5515298 0,4484702 1,2298026 0,5273431 0,4726569 1,1156995
0,4715882 0,5284118 0,8924635 0,3533913 0,6466087 0,5465304
0,4916969 0,5083031 0,9673301 0,3396941 0,6603059 0,5144497
0,4940321 0,5059679 0,9764098 0,3515352 0,6484648 0,5421037
0,4685784 0,5314216 0,881745 0,3302186 0,6697814 0,4930245
0,560891 0,439109 1,2773387 0,3841556 0,6158444 0,6237867

0,4901813 0,5098187 0,9614815 0,5256758 0,4743242 1,1082628
0,5223204 0,4776796 1,0934534 0,4105698 0,5894302 0,6965538
0,5521599 0,4478401 1,2329396 0,3560952 0,6439048 0,5530246
0,3081735 0,6918265 0,4454491 0,2224267 0,7775733 0,2860524
0,4301347 0,5698653 0,7548007 0,240248 0,759752 0,316219
0,3524645 0,6475355 0,544317 0,3150828 0,6849172 0,4600305
0,3585364 0,6414636 0,558935 0,3750228 0,6249772 0,6000584

0,6348121 0,3651879 1,7383161 0,6496875 0,3503125 1,8545938
0,6003368 0,3996632 1,5021067 0,5779966 0,4220034 1,3696491
0,5810434 0,4189566 1,3868821 0,5429082 0,4570918 1,1877442
0,6277229 0,3722771 1,6861715 0,8015489 0,1984511 4,0390249
0,6523419 0,3476581 1,8763891 0,6426096 0,3573904 1,7980602
0,6792069 0,3207931 2,1172739 0,6492486 0,3507514 1,8510221
0,6200533 0,3799467 1,6319482 0,8120138 0,1879862 4,3195389



0,5586905 0,4413095 1,2659832 0,5833983 0,4166017 1,4003745
0,5825496 0,4174504 1,3954944 0,6831472 0,3168528 2,1560395

0,6150074 0,3849926 1,5974526 0,4391747 0,5608253 0,7830864
0,4181831 0,5818169 0,7187539 0,3829732 0,6170268 0,6206753
0,4228672 0,5771328 0,7327034 0,440888 0,559112 0,7885504
0,4367611 0,5632389 0,7754455 0,3222477 0,6777523 0,4754652
0,501676 0,498324 1,0067265 0,519655 0,480345 1,0818369

0,5371897 0,4628103 1,1607124 0,3415038 0,6584962 0,5186116
0,5080645 0,4919355 1,0327866 0,3779363 0,6220637 0,6075523
0,3730776 0,6269224 0,5950937 0,2188885 0,7811115 0,2802269
0,4950782 0,5049218 0,9805047 0,3047684 0,6952316 0,4383697
0,4789239 0,5210761 0,9191053 0,5276939 0,4723061 1,1172709
0,4830196 0,5169804 0,9343094 0,4860524 0,5139476 0,9457238
0,373965 0,626035 0,5973547 0,2409188 0,7590812 0,3173821

0,4729917 0,5270083 0,8975032 0,4141871 0,5858129 0,7070296
0,4787593 0,5212407 0,9184995 0,3844444 0,6155556 0,6245485
0,4852811 0,5147189 0,942808 0,4197306 0,5802694 0,7233374

0,4365958 0,5634042 0,7749246 0,4155297 0,5844703 0,7109509
0,5682228 0,4317772 1,3160095 0,210296 0,789704 0,2662972
0,6093454 0,3906546 1,559806 0,378897 0,621103 0,6100389
0,6441499 0,3558501 1,8101724 0,3930776 0,6069224 0,6476571
0,6458597 0,3541403 1,8237396 0,3108324 0,6891676 0,4510259
0,6615828 0,3384172 1,9549327 0,3880752 0,6119248 0,6341878
0,5477679 0,4522321 1,211254 0,2613893 0,7386107 0,3538932
0,5473808 0,4526192 1,2093626 0,2727908 0,7272092 0,3751202
0,610844 0,389156 1,5696637 0,3070714 0,6929286 0,4431502

0,5613729 0,4386271 1,2798407 0,5445181 0,4554819 1,1954771
0,6173246 0,3826754 1,6131805 0,3111498 0,6888502 0,4516944
0,6390683 0,3609317 1,7706073 0,3446048 0,6553952 0,5257969

0,3851187 0,6148813 0,62633 0,4596596 0,5403404 0,8506852
0,511511 0,488489 1,0471292 0,5927714 0,4072286 1,4556234

0,4881972 0,5118028 0,9538777 0,6093642 0,3906358 1,5599291
0,4747057 0,5252943 0,9036947 0,5346392 0,4653608 1,1488705
0,5121673 0,4878327 1,0498832 0,5698695 0,4301305 1,3248757
0,3747972 0,6252028 0,599481 0,7701904 0,2298096 3,3514277
0,4006805 0,5993195 0,6685591 0,735266 0,264734 2,7773766

0,3437734 0,6562266 0,5238638 0,7105867 0,2894133 2,4552662
0,3527216 0,6472784 0,5449303 0,764438 0,235562 3,2451671

0,5180719 0,4819281 1,0749981 0,3259512 0,6740488 0,4835721
0,4547972 0,5452028 0,8341799 0,4922353 0,5077647 0,969416
0,4842972 0,5157028 0,9391013 0,201089 0,798911 0,2517039
0,4698277 0,5301723 0,8861793 0,3386195 0,6613805 0,511989



0,4225825 0,5774175 0,731849 0,1948943 0,8051057 0,242073
0,4830687 0,5169313 0,9344929 0,4369839 0,5630161 0,7761482
0,4164167 0,5835833 0,7135516 0,5234963 0,4765037 1,0986194
0,4580164 0,5419836 0,8450742 0,5438157 0,4561843 1,1920964
0,4912428 0,5087572 0,965574 0,4506105 0,5493895 0,8202022

0,3349732 0,6650268 0,5036988 0,4062701 0,5937299 0,6842674
0,4362717 0,5637283 0,773904 0,5236168 0,4763832 1,0991503
0,5185669 0,4814331 1,0771318 0,3732497 0,6267503 0,5955318
0,5319435 0,4680565 1,1364941 0,3480421 0,6519579 0,5338415
0,4944517 0,5055483 0,9780502 0,3950704 0,6049296 0,653085
0,5483785 0,4516215 1,2142437 0,405672 0,594328 0,6825726
0,3543488 0,6456512 0,5488239 0,3287024 0,6712976 0,4896523



0,5463165 0,4536835 1,2041796 0,3714642 0,6285358 0,5909993
0,5452967 0,4547033 1,1992362 0,486029 0,513971 0,9456352
0,5664586 0,4335414 1,3065845 0,5597305 0,4402695 1,2713363
0,5009038 0,4990962 1,0036217 0,2095616 0,7904384 0,2651207
0,483758 0,516242 0,9370761 0,2212073 0,7787927 0,2840388

0,5028194 0,4971806 1,0113414 0,1901569 0,8098431 0,2348071
0,5159359 0,4840641 1,065842 0,2967763 0,7032237 0,4220226
0,4863651 0,5136349 0,9469081 0,4472973 0,5527027 0,809291
0,3770143 0,6229857 0,6051733 0,3505262 0,6494738 0,5397081
0,4753211 0,5246789 0,9059277 0,2603185 0,7396815 0,3519331
0,4868457 0,5131543 0,9487317 0,3293759 0,6706241 0,4911483
0,4165309 0,5834691 0,7138868 0,315497 0,684503 0,460914
0,5265349 0,4734651 1,112088 0,2775825 0,7224175 0,384241
0,5356506 0,4643494 1,1535508 0,2472599 0,7527401 0,3284798
0,5152688 0,4847312 1,0629989 0,4216546 0,5783454 0,7290707
0,516769 0,483231 1,0694037 0,4280552 0,5719448 0,7484204

0,4824346 0,5175654 0,9321229 0,4336436 0,5663564 0,7656727
0,4962723 0,5037277 0,9851994 0,4733276 0,5266724 0,8987137



0,437237 0,562763 0,7769468 0,4854304 0,5145696 0,9433717
0,4480426 0,5519574 0,8117342 0,605468 0,394532 1,5346489
0,3813407 0,6186593 0,6163986 0,3417669 0,6582331 0,5192187
0,4682226 0,5317774 0,880486 0,4408464 0,5591536 0,7884175
0,4396107 0,5603893 0,7844738 0,4360722 0,5639278 0,7732768
0,4672119 0,5327881 0,8769187 0,3651945 0,6348055 0,5752857
0,5581466 0,4418534 1,2631939 0,4922865 0,5077135 0,9696147
0,3909224 0,6090776 0,641827 0,4731375 0,5268625 0,8980286
0,4917304 0,5082696 0,9674597 0,4011728 0,5988272 0,6699309
0,4382976 0,5617024 0,7803021 0,3293135 0,6706865 0,4910097
0,4532921 0,5467079 0,8291304 0,3111277 0,6888723 0,4516478

0,4974241 0,5025759 0,9897491 0,3455172 0,6544828 0,527924
0,5158609 0,4841391 1,0655219 0,3477521 0,6522479 0,5331593
0,4956436 0,5043564 0,9827249 0,2464556 0,7535444 0,3270619
0,5055113 0,4944887 1,0222911 0,2729358 0,7270642 0,3753944
0,4956172 0,5043828 0,9826211 0,2833372 0,7166628 0,3953564
0,5208881 0,4791119 1,0871952 0,3388382 0,6611618 0,512489
0,5659347 0,4340653 1,3038009 0,4927296 0,5072704 0,9713354
0,4945846 0,5054154 0,9785705 0,4576241 0,5423759 0,8437399
0,5022191 0,4977809 1,0089159 0,4319971 0,5680029 0,7605544
0,5217975 0,4782025 1,0911642 0,4026133 0,5973867 0,6739575
0,5637202 0,4362798 1,2921072 0,4054133 0,5945867 0,6818406
0,5050089 0,4949911 1,0202385 0,4346848 0,5653152 0,7689246
0,4695728 0,5304272 0,8852728 0,3222401 0,6777599 0,4754489
0,4298529 0,5701471 0,7539333 0,0541106 0,9458894 0,0572061
0,4272692 0,5727308 0,7460211 0,6585303 0,3414697 1,9285173
0,4809979 0,5190021 0,9267746 0,4077472 0,5922528 0,6884682
0,6062033 0,3937967 1,5393816 0,3613754 0,6386246 0,5658651
0,4410799 0,5589201 0,7891646 0,3797367 0,6202633 0,6122186
0,4551736 0,5448264 0,8354471 0,3796311 0,6203689 0,6119442
0,5001284 0,4998716 1,0005137 0,5301733 0,4698267 1,1284446



0,4371195 0,5628805 0,7765759 0,415922 0,584078 0,7121
0,3514086 0,6485914 0,5418029 0,8020771 0,1979229 4,0524727
0,4550246 0,5449754 0,8349453 0,3292713 0,6707287 0,4909157
0,4549669 0,5450331 0,8347511 0,4208146 0,5791854 0,7265627
0,3993368 0,6006632 0,6648265 0,7212822 0,2787178 2,5878579
0,4708327 0,5291673 0,8897616 0,3138009 0,6861991 0,457303
0,4363629 0,5636371 0,7741912 0,4181104 0,5818896 0,7185392
0,4740629 0,5259371 0,9013682 0,4106894 0,5893106 0,6968981
0,4512872 0,5487128 0,8224471 0,3784457 0,6215543 0,60887
0,4468928 0,5531072 0,8079679 0,2964681 0,7035319 0,4213996

0,4499073 0,5500927 0,8178755 0,4122692 0,5877308 0,7014594
0,4741521 0,5258479 0,9016905 0,304939 0,695061 0,4387227
0,4699278 0,5300722 0,8865355 0,5960353 0,4039647 1,4754638
0,5289412 0,4710588 1,1228771 0,6093816 0,3906184 1,5600434
0,4712279 0,5287721 0,8911739 0,4980584 0,5019416 0,9922637
0,4347618 0,5652382 0,7691655 0,5978522 0,4021478 1,4866478
0,5176789 0,4823211 1,0733074 0,7016091 0,2983909 2,3513085

0,47014 0,52986 0,8872911 0,3294774 0,6705226 0,491374
0,4953523 0,5046477 0,9815804 0,7620712 0,2379288 3,2029383
0,5050612 0,4949388 1,0204517 0,7838601 0,2161399 3,6266322

0,525669 0,474331 1,1082327 0,3500514 0,6499486 0,5385833
0,5431575 0,4568425 1,1889383 0,5108244 0,4891756 1,0442559
0,5396145 0,4603855 1,1720928 0,4797023 0,5202977 0,9219766
0,3612994 0,6387006 0,5656788 0,4648911 0,5351089 0,8687784
0,427163 0,572837 0,7456972 0,2934475 0,7065525 0,415323

0,4974478 0,5025522 0,9898428 0,2887466 0,7112534 0,4059687
0,5841349 0,4158651 1,4046259 0,2862036 0,7137964 0,4009596
0,4881002 0,5118998 0,9535074 0,24042 0,75958 0,3165171
0,4780669 0,5219331 0,9159543 0,2999045 0,7000955 0,4283765
0,5313326 0,4686674 1,1337094 0,4775423 0,5224577 0,9140306
0,5445853 0,4554147 1,1958007 0,5518254 0,4481746 1,2312733
0,4875326 0,5124674 0,9513438 0,5185182 0,4814818 1,0769217
0,5380751 0,4619249 1,164854 0,48747 0,51253 0,9511052

0,547711 0,452289 1,2109755 0,4140289 0,5859711 0,7065689
0,5957376 0,4042624 1,4736409 0,3825526 0,6174474 0,6195712
0,6022951 0,3977049 1,5144269 0,3469532 0,6530468 0,5312837
0,4692794 0,5307206 0,8842308 0,3836691 0,6163309 0,622505
0,5764331 0,4235669 1,360902 0,3199534 0,6800466 0,4704875
0,6082265 0,3917735 1,5524956 0,3151873 0,6848127 0,4602533
0,5249738 0,4750262 1,1051472 0,6080783 0,3919217 1,5515301
0,4296417 0,5703583 0,753284 0,2497071 0,7502929 0,3328128
0,4444131 0,5555869 0,7998985 0,3028429 0,6971571 0,434397
0,442257 0,557743 0,7929405 0,3880527 0,6119473 0,6341278

0,5654634 0,4345366 1,3013023 0,5269102 0,4730898 1,1137636
0,5255524 0,4744476 1,1077144 0,2919262 0,7080738 0,4122821
0,4950307 0,5049693 0,9803186 0,3440408 0,6559592 0,524485
0,5159075 0,4840925 1,0657208 0,3921409 0,6078591 0,6451182
0,461655 0,538345 0,8575448 0,3209463 0,6790537 0,4726375



0,4349937 0,5650063 0,7698918 0,3838496 0,6161504 0,6229803

0,4672477 0,5327523 0,8770449 0,6516536 0,3483464 1,870706
0,4643264 0,5356736 0,8668085 0,4179847 0,5820153 0,718168
0,4026299 0,5973701 0,6740041 0,2693641 0,7306359 0,3686708
0,2868529 0,7131471 0,4022353 0,4654904 0,5345096 0,8708738
0,4065044 0,5934956 0,6849324 0,3941839 0,6058161 0,650666
0,4685868 0,5314132 0,8817748 0,4205128 0,5794872 0,7256637
0,4699261 0,5300739 0,8865293 0,462263 0,537737 0,859645

0,44793 0,55207 0,8113647 0,4800305 0,5199695 0,9231896
0,4350555 0,5649445 0,7700855 0,5172553 0,4827447 1,0714885
0,412118 0,587882 0,7010216 0,5037724 0,4962276 1,0152042

0,4684904 0,5315096 0,8814337 0,3597462 0,6402538 0,5618805
0,5697745 0,4302255 1,3243622 0,4280459 0,5719541 0,7483922
0,435643 0,564357 0,771928 0,3505734 0,6494266 0,5398199

0,4420454 0,5579546 0,7922604 0,2616853 0,7383147 0,354436
0,5098785 0,4901215 1,0403104 0,338025 0,661975 0,510631
0,5194601 0,4805399 1,0809925 0,3578235 0,6421765 0,5572043
0,422516 0,577484 0,7316497 0,4169543 0,5830457 0,7151314

0,4399955 0,5600045 0,7857 0,3184683 0,6815317 0,4672831
0,4732805 0,5267195 0,8985436 0,4359447 0,5640553 0,7728758
0,4427908 0,5572092 0,794658 0,3706543 0,6293457 0,5889518

0,2406068 0,7593932 0,3168409 0,4768069 0,5231931 0,9113403
0,3818003 0,6181997 0,6176003 0,6606693 0,3393307 1,9469774
0,2633519 0,7366481 0,3575002 0,4948276 0,5051724 0,9795223
0,2486492 0,7513508 0,3309363 0,4827605 0,5172395 0,9333402
0,3395635 0,6604365 0,5141502 0,4976655 0,5023345 0,9907055
0,2377278 0,7622722 0,3118673 0,4660921 0,5339079 0,8729821
0,341152 0,658848 0,5178007 0,474493 0,525507 0,9029242

0,2631376 0,7368624 0,3571056 0,4694134 0,5305866 0,8847065
0,3816613 0,6183387 0,6172368 0,5741131 0,4258869 1,3480415
0,2308887 0,7691113 0,300202 0,4996636 0,5003364 0,9986553
0,206575 0,793425 0,2603586 0,4220392 0,5779608 0,730221

0,3824596 0,6175404 0,6193272 0,4910383 0,5089617 0,9647844
0,4089261 0,5910739 0,6918358 0,5183669 0,4816331 1,0762694
0,2600741 0,7399259 0,3514867 0,5092524 0,4907476 1,0377076
0,2528446 0,7471554 0,3384097 0,5441957 0,4558043 1,1939241
0,3669464 0,6330536 0,5796451 0,5612452 0,4387548 1,2791775
0,313771 0,686229 0,4572394 0,5172862 0,4827138 1,0716207

0,2813328 0,7186672 0,3914647 0,4974749 0,5025251 0,9899505
0,2688514 0,7311486 0,3677111 0,4912159 0,5087841 0,9654701
0,3430475 0,6569525 0,5221802 0,5502331 0,4497669 1,2233737
0,3025315 0,6974685 0,4337564 0,5542795 0,4457205 1,2435584
0,3278316 0,6721684 0,4877225 0,5173385 0,4826615 1,0718454
0,3275243 0,6724757 0,4870425 0,5242115 0,4757885 1,1017741
0,2846097 0,7153903 0,3978383 0,3661818 0,6338182 0,5777394

0,4399567 0,5600433 0,7855763 0,7339239 0,2660761 2,7583227
0,3647032 0,6352968 0,5740675 0,7351165 0,2648835 2,7752441

0,40599 0,59401 0,6834733 0,7899108 0,2100892 3,7598839



0,3830219 0,6169781 0,6208031 0,8286544 0,1713456 4,8361586
0,410889 0,589111 0,6974731 0,8092418 0,1907582 4,2422388

0,3437582 0,6562418 0,5238285 0,8119538 0,1880462 4,3178408
0,4352903 0,5647097 0,7708213 0,8076284 0,1923716 4,1982736
0,4595674 0,5404326 0,8503694 0,6519399 0,3480601 1,8730668
0,2946666 0,7053334 0,4177692 0,7430851 0,2569149 2,8923389
0,3364529 0,6635471 0,5070521 0,7739171 0,2260829 3,4231565
0,327514 0,672486 0,4870198 0,768257 0,231743 3,3151254

0,2793546 0,7206454 0,3876451 0,6880097 0,3119903 2,2052283
0,3919776 0,6080224 0,6446763 0,7979154 0,2020846 3,9484225
0,4270589 0,5729411 0,7453802 0,8250409 0,1749591 4,7156232
0,3448458 0,6551542 0,5263583 0,7879271 0,2120729 3,71536

0,5719025 0,4280975 1,3359164 0,5128888 0,4871112 1,0529195
0,6065261 0,3934739 1,5414646 0,6179083 0,3820917 1,6171731
0,5704998 0,4295002 1,3282879 0,3065275 0,6934725 0,4420183
0,4688781 0,5311219 0,8828068 0,4212693 0,5787307 0,7279194
0,6144223 0,3855777 1,5935109 0,3264583 0,6735417 0,4846891
0,5330845 0,4669155 1,1417151 0,4341567 0,5658433 0,7672738
0,569099 0,430901 1,3207188 0,3949917 0,6050083 0,65287

0,6127358 0,3872642 1,5822168 0,5346186 0,4653814 1,148775
0,5442649 0,4557351 1,1942573 0,5881413 0,4118587 1,4280174
0,5812894 0,4187106 1,3882843 0,3916186 0,6083814 0,6437057
0,5618871 0,4381129 1,2825167 0,3548631 0,6451369 0,5500586

0,4893147 0,5106853 0,9581533 0,3770543 0,6229457 0,6052763
0,505286 0,494714 1,0213699 0,4721451 0,5278549 0,8944599

0,5016648 0,4983352 1,0066815 0,5442688 0,4557312 1,1942758
0,5339824 0,4660176 1,1458417 0,4230367 0,5769633 0,7332125
0,5200154 0,4799846 1,0834001 0,3225459 0,6774541 0,4761147
0,4856778 0,5143222 0,9443064 0,5544781 0,4455219 1,2445588
0,4719443 0,5280557 0,8937396 0,5531671 0,4468329 1,2379729
0,4687026 0,5312974 0,8821852 0,561855 0,438145 1,2823492
0,4467969 0,5532031 0,8076544 0,3496476 0,6503524 0,5376279
0,3618538 0,6381462 0,5670389 0,412148 0,587852 0,7011084

0,5552095 0,4447905 1,2482493 0,3516957 0,6483043 0,5424856
0,5616366 0,4383634 1,2812122 0,3172695 0,6827305 0,4647068
0,5204118 0,4795882 1,0851224 0,3188827 0,6811173 0,4681759
0,4839258 0,5160742 0,9377058 0,3539199 0,6460801 0,5477957
0,5038659 0,4961341 1,015584 0,2746304 0,7253696 0,3786075
0,4713478 0,5286522 0,8916028 0,3092966 0,6907034 0,4477995
0,4964121 0,5035879 0,9857506 0,3819333 0,6180667 0,6179483
0,5002965 0,4997035 1,0011865 0,488262 0,511738 0,9541248
0,4809045 0,5190955 0,926428 0,3906778 0,6093222 0,6411679
0,4938355 0,5061645 0,9756422 0,3708862 0,6291138 0,5895375
0,5487521 0,4512479 1,216077 0,5210343 0,4789657 1,0878322
0,6130951 0,3869049 1,5846143 0,7028383 0,2971617 2,3651712
0,481034 0,518966 0,9269087 0,2943389 0,7056611 0,4171109

0,5302629 0,4697371 1,1288504 0,3027189 0,6972811 0,4341419
0,4454287 0,5545713 0,8031946 0,5286122 0,4713878 1,1213955



0,4787476 0,5212524 0,9184563 0,415606 0,584394 0,7111742
0,3041761 0,6958239 0,4371453 0,1205944 0,8794056 0,1371317
0,5585018 0,4414982 1,265015 0,2957859 0,7042141 0,4200227
0,4957539 0,5042461 0,9831586 0,2783853 0,7216147 0,3857811
0,5373546 0,4626454 1,1614827 0,2603279 0,7396721 0,3519505
0,389385 0,610615 0,6376933 0,3819079 0,6180921 0,6178819

0,5215276 0,4784724 1,0899849 0,5276484 0,4723516 1,1170668
0,5517056 0,4482944 1,230677 0,4611589 0,5388411 0,8558347
0,3971295 0,6028705 0,6587309 0,3564577 0,6435423 0,5538994
0,5157541 0,4842459 1,0650665 0,3813567 0,6186433 0,6164403

0,4268663 0,5731337 0,7447935 0,38701 0,61299 0,631348
0,4539958 0,5460042 0,8314876 0,4662974 0,5337026 0,8737027
0,5369774 0,4630226 1,1597217 0,3529196 0,6470804 0,545403
0,5625811 0,4374189 1,2861382 0,4070762 0,5929238 0,6865575
0,5842625 0,4157375 1,4053642 0,4412999 0,5587001 0,789869
0,4605232 0,5394768 0,8536479 0,4461198 0,5538802 0,8054445
0,5436301 0,4563699 1,191205 0,5296166 0,4703834 1,1259256
0,4825677 0,5174323 0,93262 0,4714243 0,5285757 0,8918765
0,2273322 0,7726678 0,2942172 0,6716632 0,3283368 2,0456528

0,5928552 0,4071448 1,4561285 0,3481303 0,6518697 0,5340488
0,5750916 0,4249084 1,3534485 0,3496453 0,6503547 0,5376225
0,5934079 0,4065921 1,4594673 0,5359907 0,4640093 1,1551292
0,5724071 0,4275929 1,338673 0,3693033 0,6306967 0,5855481
0,6150673 0,3849327 1,5978565 0,3344817 0,6655183 0,5025884
0,4993728 0,5006272 0,9974944 0,3852606 0,6147394 0,6267056
0,5121244 0,4878756 1,049703 0,4343638 0,5656362 0,7679209
0,5897793 0,4102207 1,437712 0,3603681 0,6396319 0,5633991
0,5621742 0,4378258 1,2840133 0,3689249 0,6310751 0,5845975
0,5260284 0,4739716 1,1098309 0,4083533 0,5916467 0,6901978
0,6015312 0,3984688 1,5096068 0,3581344 0,6418656 0,5579585
0,6475529 0,3524471 1,8373049 0,4125503 0,5874497 0,7022734
0,505655 0,494345 1,0228789 0,5267452 0,4732548 1,1130268

0,5571337 0,4428663 1,258018 0,3867676 0,6132324 0,6307032

0,4762253 0,5237747 0,909218 0,4983612 0,5016388 0,9934662
0,498647 0,501353 0,9946025 0,4582771 0,5417229 0,8459622

0,5102459 0,4897541 1,041841 0,3989647 0,6010353 0,6637958
0,5852273 0,4147727 1,410959 0,3216411 0,6783589 0,474146
0,4507213 0,5492787 0,8205694 0,3448901 0,6551099 0,5264614
0,5013115 0,4986885 1,0052598 0,2298522 0,7701478 0,2984521
0,5230227 0,4769773 1,0965359 0,6333101 0,3666899 1,7271001
0,5280828 0,4719172 1,1190159 0,5259526 0,4740474 1,1094937
0,3982421 0,6017579 0,6617978 0,4173849 0,5826151 0,7163991
0,4640374 0,5359626 0,8658018 0,470683 0,529317 0,8892271
0,4795696 0,5204304 0,9214865 0,4646382 0,5353618 0,8678955
0,4688577 0,5311423 0,8827348 0,477586 0,522414 0,9141908
0,4563552 0,5436448 0,8394362 0,3507165 0,6492835 0,5401592
0,5262993 0,4737007 1,1110374 0,6060131 0,3939869 1,5381553
0,5091401 0,4908599 1,037241 0,6147887 0,3852113 1,5959775
0,5494037 0,4505963 1,2192815 0,6192387 0,3807613 1,6263176



0,4950028 0,5049972 0,9802089 0,6247246 0,3752754 1,6647098
0,5060914 0,4939086 1,0246662 0,6123911 0,3876089 1,5799199
0,5393399 0,4606601 1,1707979 0,6218125 0,3781875 1,644191
0,5578888 0,4421112 1,2618746 0,5896676 0,4103324 1,4370484
0,4585603 0,5414397 0,8469278 0,3254203 0,6745797 0,4824044
0,4015832 0,5984168 0,6710762 0,3565237 0,6434763 0,5540587
0,4764919 0,5235081 0,9101903 0,5077625 0,4922375 1,0315396

0,5093958 0,4906042 1,0383031 0,3334421 0,6665579 0,5002447
0,5444115 0,4555885 1,1949632 0,423551 0,576449 0,7347589
0,5104526 0,4895474 1,0427031 0,4232039 0,5767961 0,733715
0,5041174 0,4958826 1,0166063 0,3898371 0,6101629 0,6389066
0,5552268 0,4447732 1,2483368 0,6561711 0,3438289 1,9084235
0,4498068 0,5501932 0,8175434 0,3674483 0,6325517 0,5808985
0,477425 0,522575 0,9136011 0,3585634 0,6414366 0,5590004

0,5105141 0,4894859 1,0429596 0,3238181 0,6761819 0,478892
0,4603575 0,5396425 0,8530788 0,438712 0,561288 0,7816165
0,464916 0,535084 0,8688656 0,3648079 0,6351921 0,5743268

0,4478284 0,5521716 0,8110311 0,3043526 0,6956474 0,4375098
0,4456027 0,5543973 0,8037605 0,3202963 0,6797037 0,4712292
0,5079313 0,4920687 1,0322364 0,5205662 0,4794338 1,0857936
0,4641999 0,5358001 0,8663677 0,3510746 0,6489254 0,5410092
0,4516748 0,5483252 0,8237354 0,2984836 0,7015164 0,4254833
0,4382394 0,5617606 0,7801176 0,4657549 0,5342451 0,8718
0,5018513 0,4981487 1,0074326 0,5016448 0,4983552 1,0066008
0,4959031 0,5040969 0,9837457 0,5235709 0,4764291 1,0989484

0,5818308 0,4181692 1,3913766 0,6387338 0,3612662 1,7680421
0,4943452 0,5056548 0,9776338 0,6383862 0,3616138 1,7653812
0,6408842 0,3591158 1,7846173 0,6420559 0,3579441 1,7937325

0,5945094 0,4054906 1,4661486 0,5979115 0,4020885 1,4870147
0,6854719 0,3145281 2,179366 0,7387798 0,2612202 2,828188
0,6190963 0,3809037 1,6253358 0,6997753 0,3002247 2,3308383
0,6059458 0,3940542 1,5377223 0,6960696 0,3039304 2,2902267
0,9914503 0,0085497 115,96288 0,3785258 0,6214742 0,6090772
0,6058166 0,3941834 1,5368905 0,4977779 0,5022221 0,991151



0,5756376 0,4243624 1,3564762 0,4170037 0,5829963 0,7152767
0,5444091 0,4555909 1,1949519 0,4111547 0,5888453 0,698239
0,6010569 0,3989431 1,5066229 0,3899093 0,6100907 0,6391005
0,5209417 0,4790583 1,0874286 0,6017211 0,3982789 1,5108034
0,5261192 0,4738808 1,1102355 0,608305 0,391695 1,5530068
0,5161449 0,4838551 1,0667344 0,5045584 0,4954416 1,0184012
0,5138387 0,4861613 1,0569304 0,4802513 0,5197487 0,9240068
0,5104519 0,4895481 1,0427003 0,3720943 0,6279057 0,5925958
0,5546861 0,4453139 1,2456071 0,4138231 0,5861769 0,7059698
0,5882988 0,4117012 1,4289461 0,8213464 0,1786536 4,5974257
0,660897 0,339103 1,9489563 0,8273664 0,1726336 4,7926164

0,3192807 0,6807193 0,4690343 0,4435678 0,5564322 0,7971643
0,6236262 0,3763738 1,656933 0,7457521 0,2542479 2,9331697
0,6333514 0,3666486 1,7274073 0,7340019 0,2659981 2,7594254

0,54656 0,45344 1,2053635 0,3877049 0,6122951 0,6331995
0,5375954 0,4624046 1,162608 0,3939291 0,6060709 0,649972
0,5099066 0,4900934 1,0404273 0,3977439 0,6022561 0,6604233
0,5839536 0,4160464 1,4035779 0,4245398 0,5754602 0,7377397
0,5304194 0,4695806 1,1295598 0,437799 0,562201 0,7787234
0,4743302 0,5256698 0,9023349 0,5746866 0,4253134 1,3512074
0,6237221 0,3762779 1,6576103 0,7953367 0,2046633 3,8860742
0,6358664 0,3641336 1,7462449 0,7490884 0,2509116 2,985468
0,5311484 0,4688516 1,132871 0,680633 0,319367 2,131194

0,5328904 0,4671096 1,140825 0,4317895 0,5682105 0,759911
0,6024904 0,3975096 1,5156622 0,3882725 0,6117275 0,6347148
0,6191106 0,3808894 1,6254341 0,3784328 0,6215672 0,6088365
0,5854727 0,4145273 1,4123866 0,5131808 0,4868192 1,0541507
0,5228354 0,4771646 1,0957128 0,5007748 0,4992252 1,0031042
0,5360059 0,4639941 1,1551999 0,4116481 0,5883519 0,6996631
0,5184867 0,4815133 1,0767857 0,5059806 0,4940194 1,0242121
0,5453971 0,4546029 1,199722 0,5852437 0,4147563 1,4110546

0,5094854 0,4905146 1,0386754 0,4629573 0,5370427 0,8620494
0,601408 0,398592 1,5088311 0,3817751 0,6182249 0,6175344

0,5443051 0,4556949 1,1944505 0,4358051 0,5641949 0,7724372
0,5890355 0,4109645 1,4333003 0,4141446 0,5858554 0,7069059
0,5122721 0,4877279 1,0503234 0,3989484 0,6010516 0,6637506



0,5450082 0,4549918 1,1978419 0,5078504 0,4921496 1,0319025
0,4187005 0,5812995 0,7202837 0,3236491 0,6763509 0,4785226
0,5480857 0,4519143 1,2128091 0,3873006 0,6126994 0,6321219
0,4449669 0,5550331 0,8016943 0,3042327 0,6957673 0,4372621
0,433659 0,566341 0,7657208 0,5250571 0,4749429 1,1055164

0,3675499 0,6324501 0,5811524 0,3231644 0,6768356 0,4774637
0,3749314 0,6250686 0,5998244 0,2990697 0,7009303 0,4266755
0,4997274 0,5002726 0,9989103 0,3833274 0,6166726 0,621606
0,5253066 0,4746934 1,1066231 0,3836293 0,6163707 0,6224002

0,53737 0,46263 1,1615546 0,4482101 0,5517899 0,8122841

0,3538538 0,6461462 0,5476374 0,3604873 0,6395127 0,5636906
0,4236416 0,5763584 0,7350315 0,3748178 0,6251822 0,5995338
0,422638 0,577362 0,7320155 0,3036047 0,6963953 0,4359659

0,4096889 0,5903111 0,694022 0,3704879 0,6295121 0,5885319
0,5855196 0,4144804 1,4126593 0,756122 0,243878 3,1004113
0,5339695 0,4660305 1,1457825 0,4927347 0,5072653 0,9713549
0,4468131 0,5531869 0,8077073 0,3973034 0,6026966 0,6592096
0,3994672 0,6005328 0,6651879 0,3242712 0,6757288 0,4798836
0,4433143 0,5566857 0,7963459 0,3392164 0,6607836 0,5133548
0,3612229 0,6387771 0,5654913 0,2822497 0,7177503 0,3932423

0,7027549 0,2972451 2,3642269 0,8531397 0,1468603 5,8091912
0,5643109 0,4356891 1,2952147 0,4869689 0,5130311 0,9491994
0,5982691 0,4017309 1,4892288 0,5108096 0,4891904 1,0441939
0,6156406 0,3843594 1,6017316 0,3543048 0,6456952 0,5487184
0,654129 0,345871 1,8912517 0,3929301 0,6070699 0,6472567

0,5510353 0,4489647 1,2273467 0,4387154 0,5612846 0,7816275
0,5773169 0,4226831 1,3658386 0,3755335 0,6244665 0,6013669
0,5573088 0,4426912 1,2589108 0,6849096 0,3150904 2,1736922
0,6540598 0,3459402 1,8906733 0,7939462 0,2060538 3,8531017
0,5970384 0,4029616 1,4816263 0,3856094 0,6143906 0,6276289

0,5194317 0,4805683 1,0808697 0,426226 0,573774 0,7428465
0,482758 0,517242 0,9333309 0,4303832 0,5696168 0,7555661

0,4764178 0,5235822 0,9099198 0,3014608 0,6985392 0,4315589
0,503076 0,496924 1,01238 0,3664169 0,6335831 0,578325

0,4661349 0,5338651 0,8731324 0,2678394 0,7321606 0,3658206
0,4952805 0,5047195 0,9812986 0,2873479 0,7126521 0,4032093
0,5200164 0,4799836 1,0834044 0,3150103 0,6849897 0,4598759
0,4461244 0,5538756 0,8054595 0,1577193 0,8422807 0,1872527
0,453032 0,546968 0,8282605 0,2369005 0,7630995 0,3104451

0,370053 0,629947 0,5874351 0,2108438 0,7891562 0,2671762
0,3210394 0,6789606 0,4728396 0,4415989 0,5584011 0,7908273
0,4215783 0,5784217 0,7288426 0,7165912 0,2834088 2,5284714
0,4923136 0,5076864 0,9697199 0,3075278 0,6924722 0,4441014
0,5399185 0,4600815 1,1735279 0,3981441 0,6018559 0,6615274
0,5109735 0,4890265 1,0448788 0,3288869 0,6711131 0,4900618
0,5122265 0,4877735 1,0501319 0,3097011 0,6902989 0,4486479
0,4017459 0,5982541 0,6715305 0,832998 0,167002 4,9879539
0,4532101 0,5467899 0,8288561 0,8407451 0,1592549 5,2792413



0,4192412 0,5807588 0,7218852 0,424292 0,575708 0,7369916
0,5470418 0,4529582 1,2077093 0,3185997 0,6814003 0,4675662
0,399945 0,600055 0,6665139 0,4274078 0,5725922 0,7464436

0,4381997 0,5618003 0,7799918 0,5931888 0,4068112 1,4581426
0,2960712 0,7039288 0,4205983 0,5190051 0,4809949 1,079024

0,4191292 0,5808708 0,7215533 0,3847963 0,6152037 0,6254779
0,446572 0,553428 0,8069199 0,4331576 0,5668424 0,7641587
0,339702 0,660298 0,5144676 0,5680495 0,4319505 1,3150799

0,4340251 0,5659749 0,7668627 0,5105606 0,4894394 1,0431537
0,4715965 0,5284035 0,8924933 0,4934308 0,5065692 0,974064
0,4320901 0,5679099 0,7608427 0,4651774 0,5348226 0,8697788

0,5080238 0,4919762 1,0326188 0,4427546 0,5572454 0,7945414
0,4062995 0,5937005 0,6843509 0,6116098 0,3883902 1,5747301
0,4331968 0,5668032 0,7642808 0,6554247 0,3445753 1,9021229
0,4564088 0,5435912 0,8396178 0,6071152 0,3928848 1,5452756
0,4884672 0,5115328 0,9549087 0,2800822 0,7199178 0,3890475
0,5220284 0,4779716 1,0921743 0,3087342 0,6912658 0,4466216
0,4376467 0,5623533 0,7782415 0,2445718 0,7554282 0,3237525
0,526844 0,473156 1,1134677 0,3731324 0,6268676 0,5952331

0,5299894 0,4700106 1,1276115 0,356972 0,643028 0,5551421
0,4990117 0,5009883 0,9960547 0,5182581 0,4817419 1,0758005
0,4286078 0,5713922 0,7501113 0,6751182 0,3248818 2,0780422
0,4675147 0,5324853 0,8779861 0,547422 0,452578 1,2095639
0,4542647 0,5457353 0,8323903 0,3578621 0,6421379 0,557298
0,4603308 0,5396692 0,8529871 0,2720197 0,7279803 0,3736636

0,6103887 0,3896113 1,5666609 0,4678685 0,5321315 0,8792348
0,7157099 0,2842901 2,5175339 0,4822824 0,5177176 0,931555
0,6253903 0,3746097 1,6694452 0,5596529 0,4403471 1,2709359
0,6653328 0,3346672 1,9880434 0,4573682 0,5426318 0,8428702
0,6959648 0,3040352 2,2890932 0,4439155 0,5560845 0,7982879
0,6360901 0,3639099 1,747933 0,8144306 0,1855694 4,3888193
0,6534209 0,3465791 1,8853443 0,4938978 0,5061022 0,9758856
0,5952862 0,4047138 1,4708819 0,5007883 0,4992117 1,0031581
0,7704202 0,2295798 3,3557832 0,4826719 0,5173281 0,9330093
0,3776243 0,6223757 0,6067464 0,3943 0,6057 0,6509823
0,5868132 0,4131868 1,420213 0,4790227 0,5209773 0,9194693
0,510901 0,489099 1,0445758 0,4376525 0,5623475 0,77826

0,4633626 0,5366374 0,8634557 0,3017191 0,6982809 0,4320884
0,5064536 0,4935464 1,0261518 0,4571407 0,5428593 0,842098
0,4810902 0,5189098 0,927117 0,3098554 0,6901446 0,4489718
0,4311469 0,5688531 0,7579231 0,3881635 0,6118365 0,6344235
0,4220771 0,5779229 0,7303346 0,3831108 0,6168892 0,6210366
0,4983101 0,5016899 0,9932632 0,5743082 0,4256918 1,3491176



0,3857901 0,6142099 0,628108 0,3894083 0,6105917 0,6377556
0,4169776 0,5830224 0,7151999 0,3684632 0,6315368 0,583439

0,493626 0,506374 0,9748248 0,8475303 0,1524697 5,558682
0,4665486 0,5334514 0,8745849 0,8446092 0,1553908 5,4353864
0,4851627 0,5148373 0,9423613 0,3229047 0,6770953 0,4768969
0,4236588 0,5763412 0,7350832 0,8359043 0,1640957 5,0940051

0,5058577 0,4941423 1,0237084 0,7716482 0,2283518 3,379208

0,4785678 0,5214322 0,9177947 0,7259787 0,2740213 2,6493518

0,5813505 0,4186495 1,3886328 0,3377647 0,6622353 0,5100372
0,5190199 0,4809801 1,0790881 0,2450626 0,7549374 0,3246132
0,5576611 0,4423389 1,26071 0,306501 0,693499 0,441963
0,4362764 0,5637236 0,773919 0,3326004 0,6673996 0,4983527
0,5286353 0,4713647 1,1214997 0,3558253 0,6441747 0,5523739
0,4838052 0,5161948 0,9372532 0,3294733 0,6705267 0,4913649
0,5617532 0,4382468 1,2818195 0,5094315 0,4905685 1,0384514
0,5085104 0,4914896 1,0346311 0,3334946 0,6665054 0,5003629
0,4678652 0,5321348 0,8792231 0,3581604 0,6418396 0,5580217
0,5500385 0,4499615 1,2224123 0,3081259 0,6918741 0,4453497
0,4822782 0,5177218 0,9315394 0,5368299 0,4631701 1,1590339

0,4815838 0,5184162 0,9289522 0,3435222 0,6564778 0,5232807
0,5074756 0,4925244 1,0303562 0,4528933 0,5471067 0,8277972
0,4894622 0,5105378 0,9587189 0,4092093 0,5907907 0,6926469
0,4537296 0,5462704 0,8305952 0,3440173 0,6559827 0,5244305
0,4658823 0,5341177 0,8722466 0,4018236 0,5981764 0,6717477
0,4619978 0,5380022 0,8587284 0,4013828 0,5986172 0,6705165
0,5517333 0,4482667 1,2308149 0,3558486 0,6441514 0,5524301
0,353193 0,646807 0,5460562 0,2993892 0,7006108 0,427326

0,4703029 0,5296971 0,8878712 0,4162641 0,5837359 0,7131035
0,5539458 0,4460542 1,2418801 0,2864495 0,7135505 0,4014425



0,5628488 0,4371512 1,287538 0,2915197 0,7084803 0,4114718
0,539731 0,460269 1,1726423 0,4543832 0,5456168 0,8327882

0,5460497 0,4539503 1,2028841 0,4507552 0,5492448 0,8206819
0,4364567 0,5635433 0,7744867 0,469455 0,530545 0,8848541

0,2015877 0,7984123 0,2524857 0,4863793 0,5136207 0,9469622
0,2985691 0,7014309 0,4256571 0,5642103 0,4357897 1,2946848
0,3720565 0,6279435 0,5925001 0,5918161 0,4081839 1,4498761
0,2203595 0,7796405 0,2826424 0,4842461 0,5157539 0,9389093
0,3201422 0,6798578 0,4708959 0,5794156 0,4205844 1,3776439
0,3110458 0,6889542 0,4514754 0,505498 0,494502 1,0222364
0,4408975 0,5591025 0,7885809 0,6066098 0,3933902 1,5420056
0,3017705 0,6982295 0,4321938 0,3464259 0,6535741 0,5300484
0,3188422 0,6811578 0,4680887 0,5558233 0,4441767 1,2513564
0,3312183 0,6687817 0,4952562 0,6604447 0,3395553 1,9450281

0,4880666 0,5119334 0,953379 0,3539099 0,6460901 0,5477718
0,530175 0,469825 1,1284521 0,448598 0,551402 0,8135588

0,5021738 0,4978262 1,0087332 0,275942 0,724058 0,3811048
0,5338448 0,4661552 1,1452084 0,3116226 0,6883774 0,4526914
0,559462 0,440538 1,2699517 0,2865839 0,7134161 0,4017065

0,5243739 0,4756261 1,1024919 0,3397941 0,6602059 0,514679
0,4913567 0,5086433 0,9660142 0,6326329 0,3673671 1,7220726
0,5545992 0,4454008 1,2451687 0,2681196 0,7318804 0,3663434
0,5568661 0,4431339 1,2566544 0,2530494 0,7469506 0,3387766
0,5977484 0,4022516 1,4860064 0,4794311 0,5205689 0,9209753
0,6161235 0,3838765 1,6050047 0,4980138 0,5019862 0,9920867
0,5305447 0,4694553 1,1301282 0,2295415 0,7704585 0,2979284
0,650977 0,349023 1,8651404 0,6105446 0,3894554 1,5676879

0,5072065 0,4927935 1,0292476 0,3312541 0,6687459 0,4953364
0,4198441 0,5801559 0,7236745 0,5077023 0,4922977 1,031291

0,3958806 0,6041194 0,6553018 0,2565042 0,7434958 0,3449975
0,4664993 0,5335007 0,8744119 0,2658219 0,7341781 0,3620674
0,5099337 0,4900663 1,04054 0,37875 0,62125 0,6096578
0,3620907 0,6379093 0,5676209 0,2862114 0,7137886 0,400975
0,3512705 0,6487295 0,5414745 0,3422729 0,6577271 0,5203874



0,4085669 0,5914331 0,6908083 0,3004145 0,6995855 0,4294179
0,3558363 0,6441637 0,5524004 0,3748686 0,6251314 0,5996638
0,4067897 0,5932103 0,6857429 0,4035914 0,5964086 0,6767027

0,4371952 0,5628048 0,776815 0,4257487 0,5742513 0,741398
0,4438292 0,5561708 0,7980087 0,3983675 0,6016325 0,6621442
0,427399 0,572601 0,7464169 0,7207001 0,2792999 2,5803813

0,4760201 0,5239799 0,9084701 0,7633922 0,2366078 3,226403
0,5280977 0,4719023 1,1190827 0,3411435 0,6588565 0,5177812
0,3658079 0,6341921 0,5768092 0,4302101 0,5697899 0,7550329
0,4861979 0,5138021 0,9462745 0,6107624 0,3892376 1,569125
0,4671355 0,5328645 0,8766498 0,3740429 0,6259571 0,5975536

0,6783322 0,3216678 2,1087975 0,2617693 0,7382307 0,3545902
0,7083225 0,2916775 2,4284445 0,3281086 0,6718914 0,4883357
0,7082489 0,2917511 2,4275793 0,3077699 0,6922301 0,4446064
0,7028428 0,2971572 2,3652218 0,3402549 0,6597451 0,5157369
0,6233682 0,3766318 1,6551133 0,4059156 0,5940844 0,6832626
0,587576 0,412424 1,4246893 0,3414593 0,6585407 0,5185091

0,6108089 0,3891911 1,5694316 0,4223699 0,5776301 0,7312117
0,6330163 0,3669837 1,7249163 0,2988444 0,7011556 0,426217
0,6628401 0,3371599 1,9659515 0,2743596 0,7256404 0,3780931
0,5074287 0,4925713 1,0301629 0,4062667 0,5937333 0,684258
0,6053756 0,3946244 1,5340551 0,2173369 0,7826631 0,2776889
0,5598995 0,4401005 1,2722083 0,1541548 0,8458452 0,1822495
0,5755639 0,4244361 1,3560675 0,2516334 0,7483666 0,3362436
0,5157745 0,4842255 1,0651534 0,3568185 0,6431815 0,554771

0,2990312 0,7009688 0,4265969 0,4176699 0,5823301 0,7172392
0,3708006 0,6291994 0,5893212 0,3831921 0,6168079 0,6212503



0,3665943 0,6334057 0,5787671 0,335077 0,664923 0,5039335
0,3167654 0,6832346 0,4636261 0,3890477 0,6109523 0,6367889
0,3711115 0,6288885 0,5901071 0,3520539 0,6479461 0,5433382
0,3074648 0,6925352 0,4439699 0,3429009 0,6570991 0,5218405
0,3292232 0,6707768 0,4908089 0,2912773 0,7087227 0,4109892

0,4926306 0,5073694 0,9709507 0,5078991 0,4921009 1,0321037

0,5172182 0,4827818 1,0713289 0,4506827 0,5493173 0,8204415
0,5542382 0,4457618 1,2433508 0,4347338 0,5652662 0,7690781
0,5199468 0,4800532 1,0831025 0,4607503 0,5392497 0,8544285

0,4666068 0,5333932 0,8747894 0,4602381 0,5397619 0,8526688

0,4850014 0,5149986 0,9417528 0,3689266 0,6310734 0,5846017
0,5091358 0,4908642 1,0372233 0,4118341 0,5881659 0,7002005
0,5107483 0,4892517 1,0439376 0,4123245 0,5876755 0,7016193
0,529737 0,470263 1,1264698 0,4400265 0,5599735 0,7857986

0,5693576 0,4306424 1,3221123 0,5270486 0,4729514 1,114382
0,536544 0,463456 1,1577022 0,6998235 0,3001765 2,3313731

0,5278371 0,4721629 1,117913 0,6698643 0,3301357 2,0290573
0,4371467 0,5628533 0,776662 0,5365911 0,4634089 1,1579213
0,4377533 0,5622467 0,7785788 0,3529121 0,6470879 0,5453852

0,5291602 0,4708398 1,1238644 0,4136096 0,5863904 0,7053484
0,6993767 0,3006233 2,326422 0,4504649 0,5495351 0,8197199



0,6775674 0,3224326 2,1014236 0,4781544 0,5218456 0,9162755
0,6722911 0,3277089 2,0514884 0,4825322 0,5174678 0,9324873
0,6419733 0,3580267 1,793088 0,6350626 0,3649374 1,7401958

0,6672877 0,3327123 2,0055993 0,4907151 0,5092849 0,9635374
0,6720197 0,3279803 2,0489635 0,5298525 0,4701475 1,1269919

0,5064261 0,4935739 1,026039 0,2891541 0,7108459 0,4067746
0,507394 0,492606 1,0300199 0,3531844 0,6468156 0,5460356

0,4711122 0,5288878 0,8907603 0,4697894 0,5302106 0,886043
0,4473757 0,5526243 0,8095476 0,2320736 0,7679264 0,3022082
0,5081825 0,4918175 1,0332747 0,2036388 0,7963612 0,2557117
0,2775679 0,7224321 0,3842132 0,5488365 0,4511635 1,2164913

0,5094997 0,4905003 1,0387348 0,3710375 0,6289625 0,58992

0,736151 0,263849 2,7900462 0,7714382 0,2285618 3,3751848
0,6738064 0,3261936 2,0656637 0,8126611 0,1873389 4,3379193
0,6892039 0,3107961 2,2175434 0,7636566 0,2363434 3,231131
0,6243575 0,3756425 1,6621055 0,6658525 0,3341475 1,9926902
0,4157214 0,5842786 0,7115124 0,3832698 0,6167302 0,6214545
0,3657581 0,6342419 0,5766854 0,4169781 0,5830219 0,7152014
0,3168384 0,6831616 0,4637825 0,4145351 0,5854649 0,7080442
0,6747917 0,3252083 2,0749518 0,8326389 0,1673611 4,9751045
0,641794 0,358206 1,7916894 0,8270639 0,1729361 4,7824819

0,6440033 0,3559967 1,8090149 0,8260384 0,1739616 4,7483953
0,6737593 0,3262407 2,0652211 0,8292211 0,1707789 4,8555241
0,5942686 0,4057314 1,4646846 0,7964637 0,2035363 3,9131286
0,6266047 0,3733953 1,678127 0,8085701 0,1914299 4,2238445

0,3972027 0,6027973 0,6589324 0,1633774 0,8366226 0,195282
0,3919508 0,6080492 0,6446037 0,289211 0,710789 0,4068874
0,507135 0,492865 1,028953 0,3158502 0,6841498 0,4616681
0,533045 0,466955 1,1415341 0,2945853 0,7054147 0,4176058

0,2244533 0,7755467 0,289413 0,549394 0,450606 1,2192334
0,4530969 0,5469031 0,8284775 0,5553549 0,4446451 1,2489845
0,440973 0,559027 0,7888224 0,3018702 0,6981298 0,4323983

0,1853747 0,8146253 0,2275582 0,4731737 0,5268263 0,8981589
0,5510192 0,4489808 1,2272669 0,3091199 0,6908801 0,4474291
0,4645874 0,5354126 0,8677186 0,3270319 0,6729681 0,4859545
0,5606509 0,4393491 1,2760945 0,6547251 0,3452749 1,8962427



0,6082619 0,3917381 1,552726 0,2997305 0,7002695 0,4280215
0,5832153 0,4167847 1,3993204 0,3377913 0,6622087 0,5100979
0,5009518 0,4990482 1,0038146 0,3833873 0,6166127 0,6217634
0,4522677 0,5477323 0,8257095 0,3379385 0,6620615 0,5104338
0,5224282 0,4775718 1,0939259 0,3796098 0,6203902 0,6118889

0,40294 0,59706 0,6748736 0,291646 0,708354 0,4117236
0,4940558 0,5059442 0,9765024 0,2531207 0,7468793 0,3389043
0,6550495 0,3449505 1,8989664 0,5633875 0,4366125 1,2903604
0,2628894 0,7371106 0,3566486 0,421861 0,578139 0,729688

0,5108664 0,4891336 1,0444312 0,5052516 0,4947484 1,0212293
0,464866 0,535134 0,868691 0,4954914 0,5045086 0,9821266

0,4840043 0,5159957 0,9380006 0,3433031 0,6566969 0,5227725
0,5229062 0,4770938 1,0960238 0,2818261 0,7181739 0,3924204
0,4732668 0,5267332 0,8984943 0,3193806 0,6806194 0,4692499
0,5308497 0,4691503 1,1315131 0,4291331 0,5708669 0,751722
0,4688539 0,5311461 0,8827213 0,3159322 0,6840678 0,4618435
0,5058564 0,4941436 1,0237031 0,4523955 0,5476045 0,8261353
0,5246102 0,4753898 1,1035368 0,3601871 0,6398129 0,5629568

0,6027161 0,3972839 1,5170918 0,290227 0,709773 0,4089011
0,5368695 0,4631305 1,1592186 0,3679318 0,6320682 0,5821077
0,5624078 0,4375922 1,2852326 0,5554941 0,4445059 1,2496891
0,5748484 0,4251516 1,3521021 0,5032919 0,4967081 1,0132548
0,4497919 0,5502081 0,8174941 0,582263 0,417737 1,3938509
0,4264677 0,5735323 0,7435809 0,4783499 0,5216501 0,9169937
0,574434 0,425566 1,349812 0,5087552 0,4912448 1,0356448

0,5415168 0,4584832 1,1811049 0,5994643 0,4005357 1,4966564
0,6182542 0,3817458 1,6195445 0,6569366 0,3430634 1,9149132

0,6086616 0,3913384 1,555333 0,4296939 0,5703061 0,7534442
0,5559712 0,4440288 1,252106 0,4200034 0,5799966 0,7241479
0,6910443 0,3089557 2,2367104 0,527353 0,472647 1,115744
0,6993047 0,3006953 2,3256258 0,4642523 0,5357477 0,8665501
0,719085 0,280915 2,5597961 0,5157872 0,4842128 1,0652079

0,6463784 0,3536216 1,8278819 0,4768374 0,5231626 0,9114515
0,4628174 0,5371826 0,8615644 0,4984005 0,5015995 0,9936223
0,6541729 0,3458271 1,8916183 0,5686051 0,4313949 1,3180616
0,6460757 0,3539243 1,8254628 0,6632982 0,3367018 1,9699871
0,4676681 0,5323319 0,8785273 0,5969231 0,4030769 1,4809159
0,6370023 0,3629977 1,7548383 0,4737783 0,5262217 0,9003396
0,6569468 0,3430532 1,9150001 0,5263318 0,4736682 1,1111824
0,5924736 0,4075264 1,453829 0,4703004 0,5296996 0,8878624

0,6347243 0,3652757 1,7376583 0,3944666 0,6055334 0,6514365
0,5413742 0,4586258 1,1804268 0,5444387 0,4555613 1,1950943
0,5975331 0,4024669 1,4846763 0,3352127 0,6647873 0,5042405
0,5831434 0,4168566 1,3989066 0,547177 0,452823 1,2083683
0,5306912 0,4693088 1,1307933 0,3336974 0,6663026 0,5008196
0,5529619 0,4470381 1,2369457 0,4433627 0,5566373 0,796502
0,5444867 0,4555133 1,1953258 0,5267308 0,4732692 1,1129622
0,6170852 0,3829148 1,6115467 0,3984784 0,6015216 0,6624506



0,5500011 0,4499989 1,2222275 0,3841626 0,6158374 0,6238051
0,4788539 0,5211461 0,9188477 0,3505915 0,6494085 0,5398627
0,5254494 0,4745506 1,107257 0,5014147 0,4985853 1,0056749
0,5967719 0,4032281 1,4799862 0,3640408 0,6359592 0,572428
0,5901223 0,4098777 1,4397523 0,4665134 0,5334866 0,8744613
0,6023029 0,3976971 1,5144762 0,413336 0,586664 0,7045533

0,540645 0,459355 1,1769654 0,7948963 0,2051037 3,8755823
0,5163389 0,4836611 1,0675634 0,8920587 0,1079413 8,2642935
0,5329672 0,4670328 1,1411774 0,8862601 0,1137399 7,7919918
0,5179068 0,4820932 1,0742879 0,8402746 0,1597254 5,2607436
0,4141241 0,5858759 0,7068462 0,6267256 0,3732744 1,6789946
0,4413395 0,5586605 0,7899958 0,478713 0,521287 0,918329
0,5973459 0,4026541 1,483521 0,73845 0,26155 2,8233609
0,2669923 0,7330077 0,3642422 0,7182019 0,2817981 2,5486403
0,5366803 0,4633197 1,1583367 0,5806998 0,4193002 1,3849263
0,5332932 0,4667068 1,1426729 0,5841374 0,4158626 1,4046402
0,4619493 0,5380507 0,858561 0,5714344 0,4285656 1,333365
0,4392518 0,5607482 0,7833315 0,7596868 0,2403132 3,1612358

0,5897476 0,4102524 1,437524 0,5435466 0,4564534 1,1908042

0,1897927 0,8102073 0,234252 0,333889 0,666111 0,5012512
0,2403773 0,7596227 0,3164429 0,3936082 0,6063918 0,6490989
0,2968522 0,7031478 0,4221761 0,4054821 0,5945179 0,6820353
0,2407241 0,7592759 0,3170443 0,3524495 0,6475505 0,5442811
0,2877206 0,7122794 0,4039434 0,4077775 0,5922225 0,6885545
0,2964834 0,7035166 0,4214306 0,375234 0,624766 0,6005994
0,2841182 0,7158818 0,3968786 0,3712724 0,6287276 0,5905139
0,292371 0,707629 0,4131698 0,3772611 0,6227389 0,6058095

0,2590134 0,7409866 0,3495522 0,3542929 0,6457071 0,5486899
0,3118812 0,6881188 0,4532373 0,4924077 0,5075923 0,970085
0,3349067 0,6650933 0,5035485 0,5639995 0,4360005 1,2935754
0,3260971 0,6739029 0,4838934 0,4362898 0,5637102 0,773961
0,3256074 0,6743926 0,4828158 0,4193074 0,5806926 0,7220814
0,3996726 0,6003274 0,6657577 0,4046555 0,5953445 0,6796998
0,3279305 0,6720695 0,4879413 0,4364359 0,5635641 0,774421
0,3034483 0,6965517 0,4356435 0,4229214 0,5770786 0,7328662
0,3080797 0,6919203 0,4452531 0,3385246 0,6614754 0,5117721
0,3042355 0,6957645 0,4372678 0,3518928 0,6481072 0,5429546
0,3453578 0,6546422 0,527552 0,4948519 0,5051481 0,9796175
0,2436016 0,7563984 0,3220547 0,4489293 0,5510707 0,8146491
0,3086962 0,6913038 0,4465421 0,4329438 0,5670562 0,7634937
0,2803217 0,7196783 0,3895097 0,3468841 0,6531159 0,5311219
0,2884156 0,7115844 0,4053146 0,3674699 0,6325301 0,5809525
0,339825 0,660175 0,5147499 0,5303015 0,4696985 1,1290255
0,304764 0,695236 0,4383605 0,4509518 0,5490482 0,8213339



0,2766601 0,7233399 0,382476 0,2846144 0,7153856 0,3978474
0,8479572 0,1520428 5,5770943 0,4277215 0,5722785 0,7474009
0,8618004 0,1381996 6,2359128 0,3224432 0,6775568 0,4758911
0,8668419 0,1331581 6,5098722 0,350979 0,649021 0,5407821

0,4907121 0,5092879 0,963526 0,4926809 0,5073191 0,971146
0,575455 0,424545 1,3554628 0,5391741 0,4608259 1,170017

0,4607398 0,5392602 0,8543922 0,4504878 0,5495122 0,819796

0,6039476 0,3960524 1,5249181 0,4106806 0,5893194 0,6968726
0,5914945 0,4085055 1,4479477 0,3857193 0,6142807 0,6279202
0,5991182 0,4008818 1,4945008 0,4021448 0,5978552 0,6726459
0,5666133 0,4333867 1,3074079 0,395059 0,604941 0,6530538

0,6005134 0,3994866 1,5032127 0,3810719 0,6189281 0,6156967
0,4722127 0,5277873 0,8947027 0,4958526 0,5041474 0,9835468
0,5660812 0,4339188 1,3045785 0,4253787 0,5746213 0,7402765
0,7973699 0,2026301 3,9351021 0,8292197 0,1707803 4,855476

0,2610493 0,7389507 0,3532702 0,8547697 0,1452303 5,8856138
0,391868 0,608132 0,6443797 0,6709804 0,3290196 2,0393322

0,3445084 0,6554916 0,5255725 0,6327049 0,3672951 1,7226062
0,4273921 0,5726079 0,7463956 0,562355 0,437645 1,2849567
0,4898884 0,5101116 0,9603552 0,7335569 0,2664431 2,7531459
0,2948938 0,7051062 0,418226 0,7574953 0,2425047 3,1236316
0,4326601 0,5673399 0,7626116 0,7733241 0,2266759 3,4115843
0,4771844 0,5228156 0,9127204 0,7728458 0,2271542 3,402295

0,4630248 0,5369752 0,8622835 0,3855448 0,6144552 0,6274581
0,4814057 0,5185943 0,9282898 0,3887478 0,6112522 0,6359859
0,3774996 0,6225004 0,6064247 0,2028249 0,7971751 0,2544295
0,4780423 0,5219577 0,9158642 0,4834678 0,5165322 0,9359878
0,5422767 0,4577233 1,1847259 0,3983463 0,6016537 0,6620857
0,4733888 0,5266112 0,8989342 0,4224999 0,5775001 0,7316014
0,5541674 0,4458326 1,2429945 0,3311761 0,6688239 0,4951619
0,5483935 0,4516065 1,2143171 0,3048015 0,6951985 0,438438
0,5499262 0,4500738 1,2218579 0,2880229 0,7119771 0,4045395

0,4585294 0,5414706 0,8468222 0,7888139 0,2111861 3,7351597
0,4653052 0,5346948 0,8702259 0,7160241 0,2839759 2,5214253
0,457626 0,542374 0,8437463 0,7598273 0,2401727 3,1636714

0,4603838 0,5396162 0,8531689 0,7545668 0,2454332 3,0744276
0,4688117 0,5311883 0,8825716 0,7665821 0,2334179 3,2841624
0,502308 0,497692 1,009275 0,7810359 0,2189641 3,5669586

0,5461735 0,4538265 1,2034853 0,6481046 0,3518954 1,8417539
0,501566 0,498434 1,0062838 0,6158464 0,3841536 1,6031251

0,4943263 0,5056737 0,9775599 0,6206731 0,3793269 1,6362487
0,4730312 0,5269688 0,8976455 0,5683059 0,4316941 1,316455
0,4030581 0,5969419 0,675205 0,7431379 0,2568621 2,8931402
0,3652974 0,6347026 0,5755411 0,7330167 0,2669833 2,7455526
0,4220122 0,5779878 0,7301403 0,7450665 0,2549335 2,922592



0,3921052 0,6078948 0,6450215 0,7414616 0,2585384 2,8678968

0,5921129 0,4078871 1,4516591 0,764131 0,235869 3,239641
0,6065057 0,3934943 1,5413329 0,7774392 0,2225608 3,4931548
0,5905151 0,4094849 1,4420925 0,7619694 0,2380306 3,2011411
0,5388903 0,4611097 1,1686812 0,7458164 0,2541836 2,9341636
0,4604771 0,5395229 0,8534893 0,6872927 0,3127073 2,1978786
0,5618024 0,4381976 1,2820757 0,793564 0,206436 3,8441159
0,5800741 0,4199259 1,3813726 0,8043953 0,1956047 4,1123527
0,5346855 0,4653145 1,1490843 0,7729669 0,2270331 3,4046443
0,4381811 0,5618189 0,7799329 0,7412135 0,2587865 2,864189
0,5229823 0,4770177 1,0963584 0,7850675 0,2149325 3,6526231
0,5539348 0,4460652 1,2418248 0,7820891 0,2179109 3,5890312
0,5252997 0,4747003 1,1065924 0,8011692 0,1988308 4,029402
0,5566037 0,4433963 1,2553188 0,8133687 0,1866313 4,3581575
0,4983445 0,5016555 0,9934 0,7871766 0,2128234 3,6987313
0,4772885 0,5227115 0,9131011 0,764934 0,235066 3,2541236
0,5679031 0,4320969 1,3142957 0,7905892 0,2094108 3,7753037
0,5174556 0,4825444 1,072348 0,7831131 0,2168869 3,6106975
0,5103221 0,4896779 1,0421589 0,8067455 0,1932545 4,1745224

0,4436237 0,5563763 0,7973448 0,3421187 0,6578813 0,5200311
0,5494636 0,4505364 1,2195763 0,4050712 0,5949288 0,6808733
0,5577138 0,4422862 1,2609796 0,4275316 0,5724684 0,7468214
0,4915733 0,5084267 0,966852 0,4931254 0,5068746 0,9728744
0,5074779 0,4925221 1,0303659 0,2908486 0,7091514 0,4101362
0,5732038 0,4267962 1,3430386 0,3464432 0,6535568 0,5300889
0,5115319 0,4884681 1,0472167 0,2800301 0,7199699 0,388947
0,5445122 0,4554878 1,1954484 0,4445162 0,5554838 0,8002325

0,6232204 0,3767796 1,6540717 0,6779569 0,3220431 2,1051742
0,6209962 0,3790038 1,6384962 0,6641476 0,3358524 1,9774988
0,6021378 0,3978622 1,5134331 0,6721308 0,3278692 2,0499971
0,6350311 0,3649689 1,7399593 0,6895047 0,3104953 2,2206608
0,6050491 0,3949509 1,5319603 0,7148148 0,2851852 2,5064938
0,496851 0,503149 0,9874828 0,6118785 0,3881215 1,576513

0,5449291 0,4550709 1,1974598 0,6590211 0,3409789 1,9327324
0,5979985 0,4020015 1,487553 0,7092152 0,2907848 2,4389696
0,5236584 0,4763416 1,0993336 0,7699888 0,2300112 3,3476143
0,5830383 0,4169617 1,3983017 0,7161909 0,2838091 2,5234953
0,5442783 0,4557217 1,1943217 0,6734639 0,3265361 2,0624487

0,5947717 0,4052283 1,4677446 0,352167 0,647833 0,5436078
0,5379287 0,4620713 1,1641681 0,3420445 0,6579555 0,5198597
0,5028841 0,4971159 1,0116033 0,1919934 0,8080066 0,2376137
0,6075258 0,3924742 1,5479384 0,3149871 0,6850129 0,4598264
0,6279572 0,3720428 1,6878627 0,563338 0,436662 1,2901008
0,495979 0,504021 0,9840444 0,3578487 0,6421513 0,5572653

0,3806742 0,6193258 0,6146591 0,3936782 0,6063218 0,6492891



0,5438105 0,4561895 1,1920713 0,6936304 0,3063696 2,2640317
0,5138831 0,4861169 1,0571183 0,7361206 0,2638794 2,7896096
0,4834452 0,5165548 0,935903 0,7346656 0,2653344 2,7688292

0,4075883 0,5924117 0,6880153 0,8211368 0,1788632 4,590864
0,4794351 0,5205649 0,9209901 0,725552 0,274448 2,6436779

0,4473909 0,5526091 0,8095975 0,315565 0,684435 0,4610591
0,465753 0,534247 0,8717935 0,2697821 0,7302179 0,3694542

0,4139202 0,5860798 0,7062523 0,1982673 0,8017327 0,2472985
0,5195862 0,4804138 1,0815391 0,5021249 0,4978751 1,0085358
0,4486147 0,5513853 0,8136139 0,397387 0,602613 0,6594399
0,4558784 0,5441216 0,8378244 0,5294177 0,4705823 1,1250269

0,3973011 0,6026989 0,6592034 0,119703 0,880297 0,1359802
0,3965563 0,6034437 0,6571553 0,1305991 0,8694009 0,1502174
0,4185224 0,5814776 0,7197568 0,1945211 0,8054789 0,2414975
0,4306289 0,5693711 0,7563238 0,2516535 0,7483465 0,3362795
0,5586356 0,4413644 1,2657015 0,6665089 0,3334911 1,9985804
0,4078539 0,5921461 0,6887723 0,6017631 0,3982369 1,511068
0,417291 0,582709 0,7161224 0,4512877 0,5487123 0,8224487

0,3430985 0,6569015 0,5222983 0,5340181 0,4659819 1,1460062
0,4320907 0,5679093 0,7608445 0,203356 0,796644 0,2552659
0,4307901 0,5692099 0,756821 0,1940992 0,8059008 0,2408476
0,4990249 0,5009751 0,996107 0,2524896 0,7475104 0,337774
0,4847463 0,5152537 0,9407914 0,3275263 0,6724737 0,4870469
0,5455987 0,4544013 1,200698 0,5245711 0,4754289 1,1033641

0,4358752 0,5641248 0,7726575 0,3391466 0,6608534 0,513195
0,4445445 0,5554555 0,8003243 0,3116467 0,6883533 0,4527423

0,4137183 0,5862817 0,7056646 0,6652464 0,3347536 1,9872718
0,4470285 0,5529715 0,8084115 0,5509267 0,4490733 1,2268079
0,6181959 0,3818041 1,6191444 0,7351858 0,2648142 2,7762319
0,4937455 0,5062545 0,975291 0,7239013 0,2760987 2,6218938
0,2738174 0,7261826 0,3770641 0,3210136 0,6789864 0,4727836



0,4894315 0,5105685 0,9586011 0,5743233 0,4256767 1,3492006
0,5317741 0,4682259 1,1357214 0,5044839 0,4955161 1,0180978

0,4622836 0,5377164 0,8597164 0,3648997 0,6351003 0,5745544
0,4530594 0,5469406 0,828352 0,4007171 0,5992829 0,668661
0,5061657 0,4938343 1,0249708 0,4248013 0,5751987 0,7385297
0,457551 0,542449 0,8434911 0,4834295 0,5165705 0,9358443
0,508652 0,491348 1,0352173 0,4414271 0,5585729 0,7902766

0,3994709 0,6005291 0,6651982 0,3235939 0,6764061 0,4784019
0,3470909 0,6529091 0,5316067 0,2998183 0,7001817 0,4282008
0,4357247 0,5642753 0,7721845 0,3227605 0,6772395 0,4765826
0,4512127 0,5487873 0,8221996 0,3751839 0,6248161 0,6004708
0,358335 0,641665 0,5584457 0,3108117 0,6891883 0,4509824

0,3741451 0,6258549 0,5978145 0,3428956 0,6571044 0,5218282
0,3903218 0,6096782 0,6402094 0,3396891 0,6603109 0,5144381
0,3984501 0,6015499 0,6623723 0,3534919 0,6465081 0,546771
0,4240044 0,5759956 0,7361245 0,3451113 0,6548887 0,5269769
0,363908 0,636092 0,5720997 0,2228677 0,7771323 0,2867822
0,397136 0,602864 0,6587489 0,2682862 0,7317138 0,3666546

0,4400606 0,5599394 0,7859077 0,4709391 0,5290609 0,8901417

0,3009446 0,6990554 0,4305018 0,3421308 0,6578692 0,5200591
0,5478257 0,4521743 1,2115366 0,5795394 0,4204606 1,3783444
0,4793267 0,5206733 0,9205902 0,3941698 0,6058302 0,6506274
0,4217312 0,5782688 0,7292995 0,5231526 0,4768474 1,0971071
0,4999559 0,5000441 0,9998235 0,397071 0,602929 0,65857
0,4841177 0,5158823 0,9384266 0,4125357 0,5874643 0,7022312
0,5060525 0,4939475 1,0245065 0,416361 0,583639 0,713388
0,5923715 0,4076285 1,4532142 0,3612727 0,6387273 0,5656134
0,4307505 0,5692495 0,7566991 0,3671187 0,6328813 0,5800751
0,5656025 0,4343975 1,302039 0,5799635 0,4200365 1,3807454
0,521439 0,478561 1,0895979 0,5218321 0,4781679 1,0913158

0,4723588 0,5276412 0,8952273 0,6225983 0,3774017 1,6496969
0,5076771 0,4923229 1,0311871 0,6509576 0,3490424 1,8649813
0,5187989 0,4812011 1,0781331 0,6689723 0,3310277 2,0208952
0,4661667 0,5338333 0,873244 0,6661813 0,3338187 1,9956383
0,5001545 0,4998455 1,000618 0,6286506 0,3713494 1,692882
0,4925582 0,5074418 0,9706695 0,5697838 0,4302162 1,3244125
0,4611181 0,5388819 0,855694 0,6472482 0,3527518 1,8348548
0,3878612 0,6121388 0,6336165 0,7207329 0,2792671 2,5808017
0,3902269 0,6097731 0,6399543 0,7218228 0,2781772 2,5948311
0,4132959 0,5867041 0,7044366 0,7365862 0,2634138 2,796308
0,4852975 0,5147025 0,94287 0,6132656 0,3867344 1,585754

0,673345 0,326655 2,0613334 0,7994962 0,2005038 3,9874361
0,5531722 0,4468278 1,2379984 0,7603616 0,2396384 3,172954
0,6794152 0,3205848 2,1192995 0,8615198 0,1384802 6,2212503
0,6814484 0,3185516 2,1392092 0,7957134 0,2042866 3,8950827
0,6883775 0,3116225 2,2090109 0,790517 0,209483 3,7736562
0,7347517 0,2652483 2,770052 0,8479696 0,1520304 5,5776327
0,7988877 0,2011123 3,972347 0,8811236 0,1188764 7,4120986



0,7466816 0,2533184 2,9476014 0,8584339 0,1415661 6,0638371
0,5605032 0,4394968 1,2753292 0,6704855 0,3295145 2,0347679
0,7062392 0,2937608 2,4041302 0,7267011 0,2732989 2,6589969

0,5911328 0,4088672 1,4457819 0,4756336 0,5243664 0,9070636
0,6045606 0,3954394 1,5288328 0,4855417 0,5144583 0,9437922
0,4548476 0,5451524 0,8343496 0,5300575 0,4699425 1,1279198
0,4665234 0,5334766 0,8744964 0,415495 0,584505 0,7108495
0,5268637 0,4731363 1,1135557 0,472852 0,527148 0,8970003
0,612112 0,387888 1,5780635 0,533166 0,466834 1,1420889

0,5467582 0,4532418 1,2063276 0,5475569 0,4524431 1,2102227
0,5686894 0,4313106 1,318515 0,5457797 0,4542203 1,2015746
0,4732228 0,5267772 0,8983359 0,4880852 0,5119148 0,9534501
0,5314045 0,4685955 1,1340368 0,4555971 0,5444029 0,8368749
0,5186848 0,4813152 1,0776404 0,4641201 0,5358799 0,8660899

0,5424717 0,4575283 1,1856571 0,6693461 0,3306539 2,0243105
0,5135783 0,4864217 1,0558293 0,4387345 0,5612655 0,7816881
0,6499377 0,3500623 1,8566348 0,5347412 0,4652588 1,1493412
0,602369 0,397631 1,5148944 0,5453059 0,4546941 1,1992808

0,6293805 0,3706195 1,6981847 0,585092 0,414908 1,410173
0,5867202 0,4132798 1,4196679 0,5871663 0,4128337 1,4222831
0,6782075 0,3217925 2,1075922 0,6096754 0,3903246 1,5619705
0,6394251 0,3605749 1,7733492 0,5986203 0,4013797 1,4914064
0,5627635 0,4372365 1,2870917 0,5638522 0,4361478 1,2928005

0,4869256 0,5130744 0,9490352 0,4995988 0,5004012 0,9983964
0,5989439 0,4010561 1,4934168 0,3548064 0,6451936 0,5499223
0,5139199 0,4860801 1,057274 0,3348827 0,6651173 0,5034942
0,5842809 0,4157191 1,4054702 0,6092746 0,3907254 1,5593422
0,5174848 0,4825152 1,0724734 0,4137973 0,5862027 0,7058947
0,4882215 0,5117785 0,9539701 0,4639897 0,5360103 0,8656359
0,5088813 0,4911187 1,0361677 0,4555881 0,5444119 0,8368445
0,4911427 0,5088573 0,9651874 0,3746561 0,6253439 0,59912
0,4796756 0,5203244 0,9218778 0,7127653 0,2872347 2,4814731

0,5163539 0,4836461 1,0676274 0,7075802 0,2924198 2,4197408
0,5468761 0,4531239 1,2069019 0,7549701 0,2450299 3,081134
0,6012919 0,3987081 1,5081005 0,7802993 0,2197007 3,5516468
0,5744783 0,4255217 1,3500563 0,6397165 0,3602835 1,7755922
0,429167 0,570833 0,7518259 0,6799189 0,3200811 2,1242086

0,5001405 0,4998595 1,0005623 0,6787584 0,3212416 2,1129223
0,5419402 0,4580598 1,1831209 0,7046526 0,2953474 2,3858429
0,5094718 0,4905282 1,0386187 0,7342415 0,2657585 2,7628153
0,4839866 0,5160134 0,937934 0,7405884 0,2594116 2,8548775

0,4334576 0,5665424 0,765093 0,3335464 0,6664536 0,5004795
0,5476279 0,4523721 1,2105695 0,3948158 0,6051842 0,6523895
0,5205821 0,4794179 1,0858627 0,4023006 0,5976994 0,6730817
0,458022 0,541978 0,8450933 0,4194909 0,5805091 0,7226259



0,4605881 0,5394119 0,853871 0,3204995 0,6795005 0,4716693
0,4968126 0,5031874 0,9873312 0,3849059 0,6150941 0,6257675
0,5339766 0,4660234 1,1458152 0,4190962 0,5809038 0,7214555

0,3940467 0,6059533 0,6502922 0,4018037 0,5981963 0,6716921
0,5336986 0,4663014 1,1445358 0,4212863 0,5787137 0,7279702
0,5341471 0,4658529 1,1466003 0,3287852 0,6712148 0,4898361
0,5741045 0,4258955 1,3479937 0,3653744 0,6346256 0,5757322
0,5844991 0,4155009 1,4067338 0,3470687 0,6529313 0,5315547
0,5060532 0,4939468 1,0245097 0,5217971 0,4782029 1,0911624
0,6289362 0,3710638 1,6949544 0,3872523 0,6127477 0,6319929
0,5537696 0,4462304 1,2409948 0,3916035 0,6083965 0,6436648

0,5196743 0,4803257 1,0819208 0,593523 0,406477 1,4601637
0,490051 0,509949 0,9609805 0,5967122 0,4032878 1,4796188

0,4637762 0,5362238 0,8648931 0,6312172 0,3687828 1,7116229
0,4606161 0,5393839 0,853967 0,6349033 0,3650967 1,7390007
0,5967365 0,4032635 1,4797684 0,5597773 0,4402227 1,2715776
0,5531874 0,4468126 1,2380748 0,5425942 0,4574058 1,1862427
0,5362545 0,4637455 1,1563553 0,5537528 0,4462472 1,2409106
0,5567042 0,4432958 1,2558299 0,5425201 0,4574799 1,1858885
0,5776628 0,4223372 1,3677762 0,7976021 0,2023979 3,9407623
0,6050495 0,3949505 1,5319632 0,7810239 0,2189761 3,5667093
0,5338719 0,4661281 1,145333 0,7396823 0,2603177 2,8414592
0,5508901 0,4491099 1,2266267 0,6987801 0,3012199 2,3198339
0,5237984 0,4762016 1,0999511 0,7310186 0,2689814 2,7177295
0,5196532 0,4803468 1,0818294 0,6769949 0,3230051 2,0959267
0,5164637 0,4835363 1,0680969 0,6085302 0,3914698 1,5544756
0,5268517 0,4731483 1,1135024 0,5636101 0,4363899 1,2915287
0,4749386 0,5250614 0,9045392 0,7087916 0,2912084 2,4339673

0,4753025 0,5246975 0,9058599 0,5811415 0,4188585 1,387441
0,5746012 0,4253988 1,3507356 0,5523517 0,4476483 1,2338965
0,5289616 0,4710384 1,1229694 0,4104318 0,5895682 0,6961566
0,5689862 0,4310138 1,3201111 0,5473771 0,4526229 1,2093446

0,4819124 0,5180876 0,9301757 0,6105457 0,3894543 1,5676954

0,6837217 0,3162783 2,1617723 0,3976902 0,6023098 0,6602752
0,5166507 0,4833493 1,0688971 0,640125 0,359875 1,7787426
0,6621656 0,3378344 1,9600304 0,4531537 0,5468463 0,8286674
0,6876629 0,3123371 2,2016687 0,4277086 0,5722914 0,7473614
0,7058238 0,2941762 2,3993237 0,6540906 0,3459094 1,89093
0,6497146 0,3502854 1,8548153 0,7173429 0,2826571 2,5378559
0,6408875 0,3591125 1,7846425 0,441966 0,558034 0,7920056



0,5842433 0,4157567 1,405253 0,5497485 0,4502515 1,220981
0,5474969 0,4525031 1,2099297 0,5421218 0,4578782 1,1839867
0,5335861 0,4664139 1,1440184 0,2603153 0,7396847 0,3519274
0,5199135 0,4800865 1,0829579 0,2324438 0,7675562 0,3028362
0,4964074 0,5035926 0,9857321 0,3147823 0,6852177 0,4593901
0,6047824 0,3952176 1,530252 0,5079973 0,4920027 1,0325092
0,6037689 0,3962311 1,5237796 0,5615591 0,4384409 1,2808089
0,5872221 0,4127779 1,4226102 0,5324382 0,4675618 1,1387549
0,4938564 0,5061436 0,9757237 0,4856922 0,5143078 0,9443611

0,4908635 0,5091365 0,9641098 0,3272089 0,6727911 0,4863455
0,4936612 0,5063388 0,9749622 0,3366289 0,6633711 0,5074519
0,5050719 0,4949281 1,0204954 0,478943 0,521057 0,9191757
0,5273985 0,4726015 1,1159475 0,6094075 0,3905925 1,5602133
0,4188217 0,5811783 0,7206422 0,2830891 0,7169109 0,3948734
0,4303234 0,5696766 0,7553819 0,3786432 0,6213568 0,6093812
0,5033746 0,4966254 1,01359 0,4719129 0,5280871 0,893627
0,5726194 0,4273806 1,3398349 0,485346 0,514654 0,9430531

0,42078 0,57922 0,7264598 0,4621308 0,5378692 0,859188
0,4916266 0,5083734 0,9670581 0,4261999 0,5738001 0,7427671
0,4743881 0,5256119 0,9025443 0,4223027 0,5776973 0,7310103
0,4722067 0,5277933 0,8946812 0,484795 0,515205 0,9409748
0,6377782 0,3622218 1,7607397 0,9034281 0,0965719 9,3549827
0,6418311 0,3581689 1,7919785 0,8786121 0,1213879 7,2380522
0,641991 0,358009 1,7932263 0,8614748 0,1385252 6,2189016

0,4170395 0,5829605 0,7153821 0,4763266 0,5236734 0,9095873
0,4773355 0,5226645 0,9132732 0,3919924 0,6080076 0,6447162
0,5172239 0,4827761 1,0713538 0,7364178 0,2635822 2,7938832

0,4644556 0,5355444 0,8672588 0,534518 0,465482 1,1483107
0,4352272 0,5647728 0,7706236 0,5036607 0,4963393 1,0147509
0,4736036 0,5263964 0,8997089 0,5695132 0,4304868 1,3229518

0,4665581 0,5334419 0,8746184 0,3847555 0,6152445 0,6253702
0,4389194 0,5610806 0,7822752 0,4045483 0,5954517 0,6793975

0,3488828 0,6511172 0,5358219 0,2179796 0,7820204 0,2787391
0,559104 0,440896 1,2681086 0,5678133 0,4321867 1,3138148

0,4758983 0,5241017 0,9080266 0,3121662 0,6878338 0,4538396
0,4434723 0,5565277 0,7968557 0,531685 0,468315 1,1353148
0,567762 0,432238 1,31354 0,4717708 0,5282292 0,8931175



0,6304439 0,3695561 1,7059492 0,7740567 0,2259433 3,4258893
0,6202676 0,3797324 1,6334338 0,3324161 0,6675839 0,4979391

0,4739423 0,5260577 0,9009321 0,2816132 0,7183868 0,3920077
0,5386823 0,4613177 1,1677033 0,3653055 0,6346945 0,5755611
0,5212252 0,4787748 1,0886647 0,5869826 0,4130174 1,4212056
0,5571107 0,4428893 1,2579005 0,3555544 0,6444456 0,5517212
0,5464247 0,4535753 1,2047055 0,4099047 0,5900953 0,6946414

0,6084719 0,3915281 1,5540954 0,5255175 0,4744825 1,1075594
0,6115209 0,3884791 1,5741409 0,4534975 0,5465025 0,829818
0,4602575 0,5397425 0,8527354 0,3089439 0,6910561 0,4470605
0,4713914 0,5286086 0,891759 0,4291021 0,5708979 0,7516266
0,6704366 0,3295634 2,0343171 0,6653512 0,3346488 1,9882075
0,4720999 0,5279001 0,8942979 0,6668529 0,3331471 2,0016767
0,5202279 0,4797721 1,0843231 0,8354702 0,1645298 5,0779278
0,6052564 0,3947436 1,5332898 0,5966877 0,4033123 1,4794683
0,5678025 0,4321975 1,3137572 0,5749732 0,4250268 1,3527926

0,5052938 0,4947062 1,0214016 0,6650539 0,3349461 1,9855548
0,5246768 0,4753232 1,1038316 0,2840417 0,7159583 0,3967294
0,5393178 0,4606822 1,1706936 0,2855174 0,7144826 0,3996142
0,5297934 0,4702066 1,1267249 0,2968605 0,7031395 0,4221929
0,5167563 0,4832437 1,0693495 0,3185523 0,6814477 0,4674641
0,5326417 0,4673583 1,1396858 0,3313178 0,6686822 0,4954786
0,529175 0,470825 1,1239312 0,5656743 0,4343257 1,3024196

0,4002329 0,5997671 0,6673138 0,528617 0,471383 1,1214174
0,5885197 0,4114803 1,4302499 0,4010776 0,5989224 0,6696655
0,5360738 0,4639262 1,1555154 0,6470815 0,3529185 1,8335153
0,5418503 0,4581497 1,1826925 0,6574523 0,3425477 1,9193011
0,4909952 0,5090048 0,9646181 0,5951642 0,4048358 1,470137

0,4142987 0,5857013 0,7073549 0,7268378 0,2731622 2,6608289
0,4576558 0,5423442 0,8438476 0,854508 0,145492 5,8732309
0,3146194 0,6853806 0,4590432 0,8459406 0,1540594 5,4910025
0,3161816 0,6838184 0,4623765 0,8319022 0,1680978 4,9489186
0,3177165 0,6822835 0,4656663 0,83765 0,16235 5,1595327
0,3514879 0,6485121 0,5419914 0,8307094 0,1692906 4,907003
0,420369 0,579631 0,7252356 0,7283082 0,2716918 2,6806414

0,4278874 0,5721126 0,7479076 0,6735459 0,3264541 2,0632179
0,5321851 0,4678149 1,1375975 0,5501528 0,4498472 1,2229769



0,4166398 0,5833602 0,7142067 0,3108026 0,6891974 0,4509632
0,4984743 0,5015257 0,9939157 0,2805978 0,7194022 0,390043
0,4164579 0,5835421 0,7136725 0,3084547 0,6915453 0,4460368
0,5020179 0,4979821 1,0081043 0,4459026 0,5540974 0,8047367
0,5130564 0,4869436 1,0536258 0,3666589 0,6333411 0,5789281
0,503561 0,496439 1,0143463 0,3781437 0,6218563 0,6080886

0,5021288 0,4978712 1,0085517 0,34384 0,65616 0,5240184
0,537959 0,462041 1,1643102 0,6285235 0,3714765 1,69196
0,538795 0,461205 1,1682333 0,3946679 0,6053321 0,6519857

0,5110026 0,4889974 1,0450005 0,5067041 0,4932959 1,0271809
0,5406063 0,4593937 1,1767822 0,5273114 0,4726886 1,1155576
0,5141193 0,4858807 1,0581184 0,5790162 0,4209838 1,3753884
0,5427135 0,4572865 1,1868128 0,5914126 0,4085874 1,4474565
0,5267598 0,4732402 1,1130918 0,5225659 0,4774341 1,0945298
0,5638775 0,4361225 1,2929337 0,4920435 0,5079565 0,9686726
0,4661679 0,5338321 0,873248 0,3477361 0,6522639 0,5331218
0,5317783 0,4682217 1,1357402 0,3587487 0,6412513 0,5594509
0,4970725 0,5029275 0,9883581 0,3992446 0,6007554 0,664571

0,4010783 0,5989217 0,6696673 0,3435591 0,6564409 0,5233664
0,4488468 0,5511532 0,8143774 0,3743762 0,6256238 0,5984048
0,3940796 0,6059204 0,6503819 0,3615933 0,6384067 0,5663995
0,4740399 0,5259601 0,9012849 0,4310168 0,5689832 0,757521
0,4681308 0,5318692 0,8801615 0,3692894 0,6307106 0,5855133
0,4002091 0,5997909 0,6672478 0,4032672 0,5967328 0,6757919
0,4160643 0,5839357 0,7125174 0,3911829 0,6088171 0,6425296
0,4759084 0,5240916 0,9080634 0,4703156 0,5296844 0,8879168

0,5074549 0,4925451 1,030271 0,6313195 0,3686805 1,7123755
0,5183588 0,4816412 1,0762345 0,6113031 0,3886969 1,5726987
0,5085216 0,4914784 1,0346772 0,5571385 0,4428615 1,2580425
0,5144528 0,4855472 1,059532 0,3788675 0,6211325 0,6099626
0,4785447 0,5214553 0,9177101 0,313811 0,686189 0,4573245
0,4688221 0,5311779 0,8826085 0,3615879 0,6384121 0,5663864

0,6216666 0,3783334 1,6431713 0,4052707 0,5947293 0,6814372
0,573757 0,426243 1,3460795 0,3934294 0,6065706 0,6486128

0,5971221 0,4028779 1,4821417 0,4469528 0,5530472 0,8081641
0,4806289 0,5193711 0,9254055 0,5545181 0,4454819 1,2447602

0,52533 0,47467 1,1067269 0,4172822 0,5827178 0,7160964
0,5775916 0,4224084 1,3673772 0,5208676 0,4791324 1,0871056



0,692072 0,307928 2,2475123 0,4904232 0,5095768 0,9624126
0,4530208 0,5469792 0,8282232 0,6141477 0,3858523 1,5916652
0,5887327 0,4112673 1,4315084 0,3153028 0,6846972 0,4604996
0,6145744 0,3854256 1,5945347 0,2388027 0,7611973 0,3137199
0,5301191 0,4698809 1,128199 0,3272024 0,6727976 0,4863311
0,6188427 0,3811573 1,6235888 0,2763977 0,7236023 0,3819746
0,5971039 0,4028961 1,4820294 0,3531332 0,6468668 0,5459133
0,6161132 0,3838868 1,6049344 0,4556872 0,5443128 0,8371791

0,6219284 0,3780716 1,6450016 0,544724 0,455276 1,19647

0,4860806 0,5139194 0,9458305 0,4690638 0,5309362 0,8834654
0,4868259 0,5131741 0,9486564 0,5459225 0,4540775 1,2022674
0,4478481 0,5521519 0,8110959 0,5264597 0,4735403 1,1117526
0,5640108 0,4359892 1,293635 0,4939172 0,5060828 0,9759611
0,5172346 0,4827654 1,0713996 0,5795283 0,4204717 1,3782813
0,4413508 0,5586492 0,7900321 0,5042597 0,4957403 1,0171854
0,3755927 0,6244073 0,6015189 0,6512219 0,3487781 1,8671524
0,414488 0,585512 0,707907 0,4078856 0,5921144 0,6888629

0,4894608 0,5105392 0,9587136 0,5286272 0,4713728 1,1214631
0,4125311 0,5874689 0,7022177 0,4495 0,5505 0,8165303

0,517911 0,482089 1,0743058 0,3730763 0,6269237 0,5950904
0,5382438 0,4617562 1,165645 0,4187073 0,5812927 0,7203038
0,4967013 0,5032987 0,9868917 0,5356263 0,4643737 1,153438
0,4780034 0,5219966 0,9157212 0,6513307 0,3486693 1,8680472
0,5296134 0,4703866 1,1259109 0,6592431 0,3407569 1,9346431
0,428385 0,571615 0,7494294 0,1754471 0,8245529 0,2127785

0,4369777 0,5630223 0,7761287 0,3040993 0,6959007 0,4369866
0,4113472 0,5886528 0,6987943 0,3828057 0,6171943 0,6202354
0,4376054 0,5623946 0,778111 0,3526627 0,6473373 0,5447897
0,3832844 0,6167156 0,621493 0,1953793 0,8046207 0,2428216
0,4656222 0,5343778 0,8713351 0,332147 0,667853 0,4973354



0,6402613 0,3597387 1,7797951 0,4357867 0,5642133 0,7723794
0,5658031 0,4341969 1,3031026 0,4356764 0,5643236 0,7720329
0,5879044 0,4120956 1,4266213 0,413924 0,586076 0,7062634
0,5801273 0,4198727 1,3816745 0,4543879 0,5456121 0,832804
0,5530269 0,4469731 1,2372711 0,416778 0,583222 0,7146129
0,5775683 0,4224317 1,3672464 0,4216849 0,5783151 0,7291612
0,4257779 0,5742221 0,7414864 0,6051866 0,3948134 1,5328419
0,6287174 0,3712826 1,6933663 0,5547442 0,4452558 1,2459002
0,5382092 0,4617908 1,1654827 0,6147357 0,3852643 1,5956206
0,6317855 0,3682145 1,7158082 0,5101293 0,4898707 1,0413548
0,5242634 0,4757366 1,1020034 0,426893 0,573107 0,7448748
0,5256349 0,4743651 1,1080809 0,3353091 0,6646909 0,5044588

0,5649275 0,4350725 1,2984674 0,255041 0,744959 0,3423557
0,6122244 0,3877756 1,5788111 0,4182506 0,5817494 0,7189532
0,6266999 0,3733001 1,6788099 0,2721483 0,7278517 0,3739063
0,600461 0,399539 1,5028846 0,2834451 0,7165549 0,3955665

0,5681003 0,4318997 1,3153522 0,362773 0,637227 0,5692996
0,5269163 0,4730837 1,1137907 0,3651077 0,6348923 0,5750702
0,5238446 0,4761554 1,1001547 0,5158824 0,4841176 1,0656138
0,5509883 0,4490117 1,2271135 0,549355 0,450645 1,2190415

0,6305791 0,3694209 1,7069398 0,2757844 0,7242156 0,3808043
0,5744061 0,4255939 1,3496579 0,3928896 0,6071104 0,6471469
0,5584084 0,4415916 1,2645357 0,4395801 0,5604199 0,7843764
0,4820497 0,5179503 0,9306871 0,3691435 0,6308565 0,5851466
0,4938222 0,5061778 0,9755904 0,5182759 0,4817241 1,075877

0,5222637 0,4777363 1,0932052 0,610836 0,389164 1,5696108
0,4535378 0,5464622 0,8299528 0,706674 0,293326 2,409176
0,4214491 0,5785509 0,7284563 0,6074913 0,3925087 1,5477142
0,5032523 0,4967477 1,0130943 0,4473002 0,5526998 0,8093005
0,5972344 0,4027656 1,4828337 0,3518993 0,6481007 0,5429702

0,5942722 0,4057278 1,4647066 0,3645643 0,6354357 0,5737235
0,4241696 0,5758304 0,7366224 0,4416561 0,5583439 0,7910107
0,5456806 0,4543194 1,2010948 0,5428883 0,4571117 1,1876491
0,5446603 0,4553397 1,1961624 0,4139977 0,5860023 0,7064781
0,4775994 0,5224006 0,9142398 0,4307291 0,5692709 0,7566329
0,5753484 0,4246516 1,3548717 0,3367998 0,6632002 0,5078404
0,4878168 0,5121832 0,9524263 0,3497142 0,6502858 0,5377855
0,4664591 0,5335409 0,8742705 0,2923948 0,7076052 0,4132173
0,481985 0,518015 0,9304462 0,3220437 0,6779563 0,4750213
0,482678 0,517322 0,9330319 0,3830569 0,6169431 0,6208951

0,4954876 0,5045124 0,9821119 0,3460333 0,6539667 0,5291299



0,5108031 0,4891969 1,0441668 0,3740021 0,6259979 0,5974494
0,5345966 0,4654034 1,1486737 0,5554296 0,4445704 1,2493627
0,574774 0,425226 1,3516908 0,5880274 0,4119726 1,4273457

0,4379194 0,5620806 0,7791042 0,3019636 0,6980364 0,4325901

0,5231157 0,4768843 1,0969445 0,4111773 0,5888227 0,6983042
0,4885379 0,5114621 0,9551791 0,4263884 0,5736116 0,7433399
0,4777655 0,5222345 0,9148488 0,4044065 0,5955935 0,6789974
0,5617781 0,4382219 1,2819487 0,4196693 0,5803307 0,7231554
0,5015738 0,4984262 1,006315 0,3170317 0,6829683 0,4641967
0,5388194 0,4611806 1,1683479 0,4693497 0,5306503 0,8844803
0,4785482 0,5214518 0,9177228 0,358845 0,641155 0,5596853

0,7886202 0,2113798 3,7308212 0,256468 0,743532 0,344932
0,5238087 0,4761913 1,0999964 0,5640523 0,4359477 1,2938529
0,5746744 0,4253256 1,35114 0,4090947 0,5909053 0,6923185
0,760466 0,239534 3,174773 0,3339377 0,6660623 0,501361
0,691106 0,308894 2,237357 0,3662758 0,6337242 0,5779735

0,8034944 0,1965056 4,0889131 0,2727144 0,7272856 0,3749757
0,6601473 0,3398527 1,9424516 0,388289 0,611711 0,634759
0,5453034 0,4546966 1,1992686 0,5406462 0,4593538 1,1769711
0,7317536 0,2682464 2,7279153 0,336377 0,663623 0,5068797

0,5643826 0,4356174 1,2955924 0,5951772 0,4048228 1,4702164
0,453387 0,546613 0,8294479 0,6702075 0,3297925 2,0322095

0,5320483 0,4679517 1,1369726 0,666067 0,333933 1,9946125
0,6571043 0,3428957 1,9163385 0,612817 0,387183 1,5827582
0,5085138 0,4914862 1,0346453 0,6011781 0,3988219 1,5073846
0,5860987 0,4139013 1,4160348 0,6896365 0,3103635 2,2220287

0,5340916 0,4659084 1,1463445 0,4166446 0,5833554 0,7142209
0,5280176 0,4719824 1,1187229 0,4755109 0,5244891 0,9066173
0,3051351 0,6948649 0,4391286 0,5044123 0,4955877 1,0178063
0,3712428 0,6287572 0,5904391 0,4931967 0,5068033 0,9731521
0,4191771 0,5808229 0,7216952 0,5188663 0,4811337 1,0784242
0,4213962 0,5786038 0,7282983 0,5370746 0,4629254 1,1601754
0,5697133 0,4302867 1,3240319 0,5953051 0,4046949 1,4709971
0,5167982 0,4832018 1,0695286 0,3644329 0,6355671 0,573398
0,4412557 0,5587443 0,7897273 0,3132655 0,6867345 0,4561669

0,5532102 0,4467898 1,238189 0,6446201 0,3553799 1,8138905



0,6422363 0,3577637 1,7951412 0,5770988 0,4229012 1,3646183
0,5887468 0,4112532 1,4315918 0,4635973 0,5364027 0,8642711
0,5680672 0,4319328 1,315175 0,4015885 0,5984115 0,6710908
0,5308363 0,4691637 1,1314523 0,3887895 0,6112105 0,6360975
0,6660329 0,3339671 1,9943072 0,4050539 0,5949461 0,6808245
0,6519898 0,3480102 1,8734789 0,52438 0,47562 1,1025186

0,6343557 0,3656443 1,7348987 0,5838612 0,4161388 1,4030446

0,3992143 0,6007857 0,664487 0,3322318 0,6677682 0,4975256
0,5065392 0,4934608 1,0265032 0,2887568 0,7112432 0,4059888
0,5498468 0,4501532 1,2214658 0,4426761 0,5573239 0,7942888
0,5238207 0,4761793 1,1000491 0,3395231 0,6604769 0,5140576
0,6257662 0,3742338 1,6721266 0,6143164 0,3856836 1,5927989

0,6707972 0,3292028 2,0376409 0,4158616 0,5841384 0,711923
0,390805 0,609195 0,6415104 0,7499345 0,2500655 2,9989519

0,5700813 0,4299187 1,3260209 0,341001 0,658999 0,5174531
0,4940858 0,5059142 0,9766197 0,3553113 0,6446887 0,5511363
0,4613585 0,5386415 0,8565225 0,3471932 0,6528068 0,5318467
0,6246175 0,3753825 1,6639491 0,2824026 0,7175974 0,3935391
0,5161228 0,4838772 1,0666402 0,6400774 0,3599226 1,778375

0,5292882 0,4707118 1,1244424 0,5075653 0,4924347 1,0307261
0,5323843 0,4676157 1,1385083 0,5417282 0,4582718 1,1821114
0,3267431 0,6732569 0,4853172 0,0323368 0,9676632 0,0334174
0,5157388 0,4842612 1,0650013 0,465511 0,534489 0,870946
0,3407733 0,6592267 0,516929 0,4811402 0,5188598 0,927303
0,5075126 0,4924874 1,0305089 0,4286947 0,5713053 0,7503775
0,4727873 0,5272127 0,8967677 0,6676774 0,3323226 2,009124

0,6571548 0,3428452 1,9167682 0,6776637 0,3223363 2,1023503
0,5950814 0,4049186 1,4696319 0,5642638 0,4357362 1,2949665
0,5226521 0,4773479 1,0949083 0,7985633 0,2014367 3,9643378
0,4538343 0,5461657 0,8309463 0,4725051 0,5274949 0,895753
0,5272289 0,4727711 1,1151886 0,435518 0,564482 0,7715356



0,6778413 0,3221587 2,1040605 0,6118202 0,3881798 1,5761259
0,603085 0,396915 1,5194314 0,5484348 0,4515652 1,2145198

0,5759394 0,4240606 1,3581534 0,5220941 0,4779059 1,0924623
0,6229059 0,3770941 1,6518579 0,6764975 0,3235025 2,0911664

0,4201874 0,5798126 0,7246952 0,5793298 0,4206702 1,3771594

0,4611772 0,5388228 0,8558977 0,7286969 0,2713031 2,6859142
0,4359184 0,5640816 0,772793 0,7214826 0,2785174 2,5904396
0,4240304 0,5759696 0,7362028 0,5636431 0,4363569 1,2917021
0,4746215 0,5253785 0,9033897 0,7322366 0,2677634 2,7346402
0,4345982 0,5654018 0,7686536 0,7195973 0,2804027 2,5662998

0,5968328 0,4031672 1,4803607 0,7630894 0,2369106 3,2210008
0,5909564 0,4090436 1,4447272 0,7712159 0,2287841 3,3709334
0,6292909 0,3707091 1,6975326 0,8488658 0,1511342 5,616636
0,5298285 0,4701715 1,1268835 0,7893203 0,2106797 3,746541
0,4574809 0,5425191 0,8432531 0,7173856 0,2826144 2,5383901
0,6517378 0,3482622 1,8713997 0,880295 0,119705 7,3538673
0,5910933 0,4089067 1,4455454 0,7952427 0,2047573 3,8838312
0,6168595 0,3831405 1,6100083 0,7963711 0,2036289 3,9108951
0,6040233 0,3959767 1,525401 0,7862083 0,2137917 3,6774501
0,6023831 0,3976169 1,5149835 0,7943832 0,2056168 3,8634149
0,8199348 0,1800652 4,5535437 0,9731886 0,0268114 36,297594
0,8195822 0,1804178 4,5426892 0,9696637 0,0303363 31,963822
0,7899662 0,2100338 3,7611383 0,9574419 0,0425581 22,497308

0,5957626 0,4042374 1,4737936 0,3759488 0,6240512 0,6024327
0,5128633 0,4871367 1,0528118 0,312325 0,687675 0,4541753
0,5522351 0,4477649 1,2333149 0,3640545 0,6359455 0,5724617
0,4722622 0,5277378 0,8948803 0,4010217 0,5989783 0,6695095
0,4842666 0,5157334 0,9389864 0,2785976 0,7214024 0,386189
0,5478466 0,4521534 1,2116388 0,310372 0,689628 0,450057
0,4308614 0,5691386 0,7570413 0,6418697 0,3581303 1,7922796

0,5854676 0,4145324 1,4123566 0,5274666 0,4725334 1,1162527
0,5572391 0,4427609 1,2585551 0,5959801 0,4040199 1,4751258
0,4844865 0,5155135 0,9398135 0,4657599 0,5342401 0,8718177
0,5771373 0,4228627 1,3648338 0,6051966 0,3948034 1,5329062
0,6010254 0,3989746 1,5064253 0,6442971 0,3557029 1,8113352
0,6227016 0,3772984 1,6504222 0,6780685 0,3219315 2,1062505
0,5788363 0,4211637 1,3743737 0,5258289 0,4741711 1,1089436
0,424832 0,575168 0,7386224 0,5429446 0,4570554 1,1879186

0,5574721 0,4425279 1,2597446 0,2211417 0,7788583 0,2839306
0,585329 0,414671 1,4115506 0,3229458 0,6770542 0,4769866

0,5804277 0,4195723 1,3833796 0,3175407 0,6824593 0,4652889
0,6603264 0,3396736 1,9440026 0,3182267 0,6817733 0,4667633
0,5761248 0,4238752 1,3591848 0,3484978 0,6515022 0,5349143
0,5505976 0,4494024 1,225177 0,3696435 0,6303565 0,5864038
0,5723002 0,4276998 1,3380887 0,6049178 0,3950822 1,5311186



0,7403561 0,2596439 2,8514294 0,3311665 0,6688335 0,4951404

0,3413701 0,6586299 0,5183033 0,2871263 0,7128737 0,4027731
0,4371234 0,5628766 0,7765883 0,5191394 0,4808606 1,0796046

0,38526 0,61474 0,6267041 0,3943076 0,6056924 0,651003
0,3810036 0,6189964 0,6155182 0,3662032 0,6337968 0,5777928
0,4119151 0,5880849 0,7004348 0,4449465 0,5550535 0,8016283
0,3735991 0,6264009 0,5964217 0,5845698 0,4154302 1,4071435
0,3042334 0,6957666 0,4372637 0,724643 0,275357 2,6316492

0,6781776 0,3218224 2,1073038 0,7968599 0,2031401 3,9227119
0,6603468 0,3396532 1,9441796 0,8007841 0,1992159 4,0196793
0,6167706 0,3832294 1,6094029 0,733516 0,266484 2,7525702
0,6234973 0,3765027 1,6560238 0,7490648 0,2509352 2,9850925
0,6262824 0,3737176 1,6758173 0,7501415 0,2498585 3,0022653
0,5648776 0,4351224 1,2982038 0,7322253 0,2677747 2,7344828
0,6382385 0,3617615 1,7642523 0,8131324 0,1868676 4,3513812
0,6344561 0,3655439 1,7356495 0,8479035 0,1520965 5,5747717
0,6121256 0,3878744 1,5781544 0,7427793 0,2572207 2,8877127
0,6527526 0,3472474 1,8797909 0,8168408 0,1831592 4,4597309
0,6495416 0,3504584 1,8534059 0,8009991 0,1990009 4,0251024
0,6466354 0,3533646 1,8299379 0,7893904 0,2106096 3,7481216

0,4529544 0,5470456 0,8280011 0,4717697 0,5282303 0,8931138
0,441711 0,558289 0,7911869 0,4944479 0,5055521 0,9780353

0,3789642 0,6210358 0,6102133 0,229706 0,770294 0,2982056
0,4623476 0,5376524 0,8599379 0,3905491 0,6094509 0,6408213
0,4434898 0,5565102 0,7969122 0,355965 0,644035 0,5527106

0,5861956 0,4138044 1,4166007 0,3379107 0,6620893 0,5103704
0,5972984 0,4027016 1,4832284 0,367984 0,632016 0,5822383
0,5827459 0,4172541 1,3966211 0,4338948 0,5661052 0,7664563
0,4594344 0,5405656 0,8499143 0,3870441 0,6129559 0,6314387
0,520253 0,479747 1,0844322 0,3290948 0,6709052 0,4905236

0,5171492 0,4828508 1,0710332 0,7790387 0,2209613 3,5256803
0,5786106 0,4213894 1,373102 0,5034518 0,4965482 1,0139031
0,3498365 0,6501635 0,5380747 0,398361 0,601639 0,6621263
0,4449833 0,5550167 0,8017477 0,4600956 0,5399044 0,8521798

0,3543301 0,6456699 0,5487791 0,3907575 0,6092425 0,6413826
0,451628 0,548372 0,8235795 0,382227 0,617773 0,6187175

0,3636872 0,6363128 0,571554 0,3709399 0,6290601 0,5896733
0,5136769 0,4863231 1,0562462 0,8271048 0,1728952 4,7838502
0,4081388 0,5918612 0,6895854 0,7005773 0,2994227 2,33976
0,4671538 0,5328462 0,8767141 0,7638663 0,2361337 3,2348892
0,4683642 0,5316358 0,880987 0,3716442 0,6283558 0,591455
0,4861429 0,5138571 0,9460664 0,4027734 0,5972266 0,6744062
0,4890978 0,5109022 0,9573217 0,4097086 0,5902914 0,6940786
0,4731085 0,5268915 0,8979238 0,5183982 0,4816018 1,0764044



0,38235 0,61765 0,6190399 0,3651108 0,6348892 0,575078
0,4540709 0,5459291 0,8317395 0,6050682 0,3949318 1,5320826
0,3674951 0,6325049 0,5810155 0,4718938 0,5281062 0,8935586
0,5168887 0,4831113 1,0699165 0,6588615 0,3411385 1,9313605
0,4619138 0,5380862 0,8584382 0,6274825 0,3725175 1,6844377
0,4752185 0,5247815 0,9055548 0,6359655 0,3640345 1,7469923

0,4872399 0,5127601 0,9502298 0,5720037 0,4279963 1,3364691
0,4801443 0,5198557 0,9236106 0,4957017 0,5042983 0,9829532
0,5024359 0,4975641 1,0097913 0,4997558 0,5002442 0,9990238
0,5742012 0,4257988 1,3485272 0,4637073 0,5362927 0,8646535
0,5976058 0,4023942 1,4851253 0,5875682 0,4124318 1,4246431
0,5093227 0,4906773 1,0379994 0,4050849 0,5949151 0,6809122
0,5331366 0,4668634 1,1419541 0,4092979 0,5907021 0,6929008

0,4020418 0,5979582 0,6723577 0,6949105 0,3050895 2,2777272
0,5294996 0,4705004 1,1253966 0,5343073 0,4656927 1,1473389
0,4756111 0,5243889 0,9069816 0,7556432 0,2443568 3,092376
0,5991541 0,4008459 1,494724 0,6952508 0,3047492 2,2813865
0,397243 0,602757 0,6590433 0,5923 0,4077 1,4527838

0,5421157 0,4578843 1,1839576 0,7251486 0,2748514 2,6383303

0,6226661 0,3773339 1,6501725 0,3971333 0,6028667 0,6587414

0,5543674 0,4456326 1,2440009 0,5225214 0,4774786 1,0943348

0,5491017 0,4508983 1,217795 0,4301436 0,5698564 0,754828
0,5542659 0,4457341 1,24349 0,6427725 0,3572275 1,7993368
0,5514827 0,4485173 1,2295682 0,6157834 0,3842166 1,6026987
0,4991501 0,5008499 0,9966063 0,272308 0,727692 0,3742078
0,3983801 0,6016199 0,6621791 0,3604693 0,6395307 0,5636465
0,4600267 0,5399733 0,8519433 0,6104398 0,3895602 1,5669974
0,5693864 0,4306136 1,3222676 0,5925704 0,4074296 1,4544115
0,5467661 0,4532339 1,2063661 0,5796214 0,4203786 1,3788082
0,5484556 0,4515444 1,2146214 0,6200443 0,3799557 1,6318858
0,5628654 0,4371346 1,2876247 0,5934501 0,4065499 1,4597227



0,704614 0,295386 2,3854006 0,7854227 0,2145773 3,6603245
0,6258817 0,3741183 1,6729516 0,6392906 0,3607094 1,772315
0,6934923 0,3065077 2,2625612 0,8381465 0,1618535 5,1784251
0,6502379 0,3497621 1,8590864 0,8300054 0,1699946 4,8825402
0,6659337 0,3340663 1,9934174 0,8176205 0,1823795 4,4830726
0,6029135 0,3970865 1,5183427 0,7411759 0,2588241 2,8636281
0,5538303 0,4461697 1,2412995 0,8015761 0,1984239 4,0397164
0,5773139 0,4226861 1,3658216 0,8134682 0,1865318 4,3610156
0,7519292 0,2480708 3,0311067 0,8374427 0,1625573 5,1516762
0,7367958 0,2632042 2,799331 0,8251549 0,1748451 4,7193481

0,5392899 0,4607101 1,1705622 0,3383237 0,6616763 0,5113129
0,5932715 0,4067285 1,4586424 0,2931783 0,7068217 0,4147839
0,5876966 0,4123034 1,4253983 0,3506698 0,6493302 0,5400484
0,5804652 0,4195348 1,3835926 0,3998024 0,6001976 0,6661178
0,476729 0,523271 0,9110558 0,3180275 0,6819725 0,4663348

0,5991232 0,4008768 1,494532 0,4008013 0,5991987 0,6688953
0,5088012 0,4911988 1,0358357 0,3215502 0,6784498 0,4739484
0,556666 0,443334 1,2556357 0,4312856 0,5687144 0,7583518

0,5896073 0,4103927 1,4366904 0,342731 0,657269 0,521447

0,5004285 0,4995715 1,0017156 0,4429746 0,5570254 0,7952504
0,5385093 0,4614907 1,1668911 0,3605856 0,6394144 0,563931

0,44467 0,55533 0,8007312 0,5053076 0,4946924 1,0214583
0,5442533 0,4557467 1,1942011 0,367953 0,632047 0,5821608
0,4949581 0,5050419 0,9800336 0,359791 0,640209 0,5619899

0,5063933 0,4936067 1,0259046 0,3863807 0,6136193 0,6296749
0,5136977 0,4863023 1,0563339 0,3046443 0,6953557 0,4381128
0,5434989 0,4565011 1,1905752 0,3692552 0,6307448 0,5854272
0,451715 0,548285 0,8238689 0,1493581 0,8506419 0,1755828

0,5504018 0,4495982 1,2242083 0,4696212 0,5303788 0,8854449
0,4978039 0,5021961 0,9912541 0,4424881 0,5575119 0,7936838

0,4707152 0,5292848 0,8893421 0,2931913 0,7068087 0,4148099
0,4433901 0,5566099 0,7965904 0,6748217 0,3251783 2,0752363
0,4778782 0,5221218 0,9152621 0,7573818 0,2426182 3,121703
0,5283613 0,4716387 1,1202672 0,5409886 0,4590114 1,1785949
0,5149356 0,4850644 1,0615821 0,3997504 0,6002496 0,6659736
0,5459211 0,4540789 1,2022603 0,5041838 0,4958162 1,0168763

0,529507 0,470493 1,1254299 0,4635656 0,5364344 0,864161
0,480685 0,519315 0,9256137 0,5046768 0,4953232 1,0188838

0,5205839 0,4794161 1,0858708 0,4329842 0,5670158 0,7636192
0,4691313 0,5308687 0,8837049 0,4561358 0,5438642 0,8386944
0,4358798 0,5641202 0,772672 0,4313594 0,5686406 0,7585799
0,4923979 0,5076021 0,9700469 0,4618318 0,5381682 0,8581552
0,4727471 0,5272529 0,8966231 0,4025011 0,5974989 0,6736432
0,4501749 0,5498251 0,8187603 0,484718 0,515282 0,9406847
0,4820771 0,5179229 0,9307893 0,3752795 0,6247205 0,6007159
0,4775105 0,5224895 0,9139139 0,3970602 0,6029398 0,6585403



0,5041707 0,4958293 1,0168229 0,3957714 0,6042286 0,6550027
0,4302637 0,5697363 0,755198 0,3727212 0,6272788 0,5941874
0,4995236 0,5004764 0,9980961 0,4279391 0,5720609 0,7480656

0,6329129 0,3670871 1,7241492 0,7100033 0,2899967 2,4483154
0,6185999 0,3814001 1,6219184 0,6996703 0,3003297 2,3296744
0,6193594 0,3806406 1,6271502 0,6327434 0,3672566 1,7228922
0,5729602 0,4270398 1,3417022 0,6313801 0,3686199 1,7128213
0,6189162 0,3810838 1,6240948 0,7406879 0,2593121 2,8563574
0,6041638 0,3958362 1,5262975 0,7807303 0,2192697 3,5605946
0,4781654 0,5218346 0,9163161 0,7388984 0,2611016 2,8299267
0,4929263 0,5070737 0,9720998 0,7645592 0,2354408 3,2473521
0,4029148 0,5970852 0,6748029 0,7617264 0,2382736 3,1968565
0,5820782 0,4179218 1,3927924 0,8264893 0,1735107 4,7633324

0,6303644 0,3696356 1,7053671 0,5011238 0,4988762 1,0045054
0,5975615 0,4024385 1,4848516 0,3820553 0,6179447 0,6182678
0,6145866 0,3854134 1,5946167 0,3889263 0,6110737 0,6364637
0,5577779 0,4422221 1,2613071 0,5291233 0,4708767 1,123698
0,6082573 0,3917427 1,5526959 0,5318474 0,4681526 1,1360558
0,5584925 0,4415075 1,2649671 0,4458247 0,5541753 0,8044831

0,5599783 0,4400217 1,2726154 0,3568585 0,6431415 0,5548677
0,5631024 0,4368976 1,2888657 0,5490475 0,4509525 1,2175284

0,5452155 0,4547845 1,1988436 0,327848 0,672152 0,4877588
0,5409596 0,4590404 1,1784576 0,3614802 0,6385198 0,566122
0,4939141 0,5060859 0,9759493 0,5203855 0,4796145 1,0850078
0,5337264 0,4662736 1,1446636 0,3270447 0,6729553 0,4859828

0,5923237 0,4076763 1,4529263 0,7549655 0,2450345 3,0810573
0,5927325 0,4072675 1,4553885 0,7631925 0,2368075 3,2228393
0,6037383 0,3962617 1,5235845 0,7235866 0,2764134 2,6177694
0,6039379 0,3960621 1,5248568 0,7115904 0,2884096 2,4672905
0,6009222 0,3990778 1,5057769 0,771797 0,228203 3,3820624
0,5919339 0,4080661 1,4505833 0,681708 0,318292 2,1417696
0,5190316 0,4809684 1,0791385 0,7148133 0,2851867 2,5064749
0,4913239 0,5086761 0,9658876 0,5652959 0,4347041 1,3004151
0,5576457 0,4423543 1,2606314 0,7908516 0,2091484 3,781294



0,5115169 0,4884831 1,0471538 0,7536775 0,2463225 3,0597192

0,5089386 0,4910614 1,036405 0,5776071 0,4223929 1,3674639
0,5785633 0,4214367 1,3728357 0,5507928 0,4492072 1,2261443
0,6147785 0,3852215 1,5959091 0,5315758 0,4684242 1,1348171
0,6173433 0,3826567 1,6133083 0,5631829 0,4368171 1,2892875
0,6568138 0,3431862 1,9138704 0,7488597 0,2511403 2,9818381
0,6591534 0,3408466 1,9338713 0,7009437 0,2990563 2,3438522
0,4237702 0,5762298 0,7354188 0,4460885 0,5539115 0,8053424

0,3852833 0,6147167 0,6267656 0,3072234 0,6927766 0,4434668
0,5033679 0,4966321 1,0135631 0,4823717 0,5176283 0,9318881
0,412568 0,587432 0,7023246 0,4247055 0,5752945 0,7382402

0,4923625 0,5076375 0,9699096 0,4773325 0,5226675 0,9132624
0,4308236 0,5691764 0,7569246 0,3547571 0,6452429 0,549804
0,4905513 0,5094487 0,9629061 0,5025973 0,4974027 1,0104434
0,5718745 0,4281255 1,3357637 0,4562902 0,5437098 0,8392163
0,481776 0,518224 0,9296675 0,5006527 0,4993473 1,0026143

0,6624994 0,3375006 1,9629581 0,409729 0,590271 0,6941372

0,4545402 0,5454598 0,8333157 0,4326455 0,5673545 0,7625664
0,5096498 0,4903502 1,039359 0,4369631 0,5630369 0,7760824
0,6871991 0,3128009 2,1969219 0,3553531 0,6446469 0,5512367
0,5610649 0,4389351 1,2782411 0,4929888 0,5070112 0,9723431

0,4263241 0,5736759 0,7431446 0,3181972 0,6818028 0,4666998
0,4774837 0,5225163 0,9138159 0,5212864 0,4787136 1,0889317
0,4357644 0,5642356 0,7723093 0,3265092 0,6734908 0,4848012
0,3855393 0,6144607 0,6274433 0,3335962 0,6664038 0,5005917
0,5201929 0,4798071 1,0841711 0,3041265 0,6958735 0,4370428
0,4881659 0,5118341 0,953758 0,2766964 0,7233036 0,3825453
0,5261038 0,4738962 1,1101666 0,5272547 0,4727453 1,1153038
0,5326143 0,4673857 1,1395603 0,4543631 0,5456369 0,8327206

0,4154261 0,5845739 0,7106476 0,36225 0,63775 0,5680126
0,5005022 0,4994978 1,0020107 0,4565732 0,5434268 0,8401741
0,5000327 0,4999673 1,000131 0,3528538 0,6471462 0,5452458
0,4324323 0,5675677 0,7619045 0,3870387 0,6129613 0,6314245

0,3250543 0,6749457 0,4816006 0,7264307 0,2735693 2,6553811
0,5024666 0,4975334 1,0099154 0,7566114 0,2433886 3,1086552
0,3764036 0,6235964 0,6036012 0,6418062 0,3581938 1,7917851
0,4611244 0,5388756 0,855716 0,7996338 0,2003662 3,9908622
0,3743033 0,6256967 0,5982185 0,6788654 0,3211346 2,1139589



0,2715764 0,7284236 0,3728276 0,3671451 0,6328549 0,580141
0,3064808 0,6935192 0,4419211 0,3997405 0,6002595 0,6659462

0,4124755 0,5875245 0,7020566 0,5091561 0,4908439 1,0373075
0,3626445 0,6373555 0,5689832 0,5243062 0,4756938 1,1021927

0,4764913 0,5235087 0,910188 0,2765902 0,7234098 0,3823423
0,4619596 0,5380404 0,8585965 0,2582485 0,7417515 0,3481604
0,431163 0,568837 0,7579729 0,3692101 0,6307899 0,585314

0,4338786 0,5661214 0,7664055 0,3759191 0,6240809 0,6023564
0,4027802 0,5972198 0,6744254 0,2574715 0,7425285 0,3467497
0,4428608 0,5571392 0,7948837 0,3116598 0,6883402 0,45277

0,5598684 0,4401316 1,2720477 0,6420863 0,3579137 1,7939698
0,5379323 0,4620677 1,1641852 0,5835317 0,4164683 1,401143
0,5189055 0,4810945 1,0785938 0,625506 0,374494 1,6702697
0,4969164 0,5030836 0,9877411 0,5146492 0,4853508 1,0603654
0,4473036 0,5526964 0,8093115 0,5402049 0,4597951 1,1748819
0,4578254 0,5421746 0,8444243 0,4722806 0,5277194 0,8949464
0,4711722 0,5288278 0,8909749 0,4879865 0,5120135 0,9530734
0,4634796 0,5365204 0,8638621 0,317256 0,682744 0,4646778
0,527839 0,472161 1,1179218 0,5577493 0,4422507 1,2611611

0,5259906 0,4740094 1,1096626 0,6256561 0,3743439 1,6713405

0,515754 0,484246 1,0650661 0,6864232 0,3135768 2,189011
0,5372543 0,4627457 1,1610139 0,6943474 0,3056526 2,2716881
0,5033866 0,4966134 1,0136388 0,7172036 0,2827964 2,536113
0,5064898 0,4935102 1,0263006 0,6637337 0,3362663 1,9738335
0,4579895 0,5420105 0,8449828 0,6865176 0,3134824 2,1899718
0,5503029 0,4496971 1,2237192 0,6369203 0,3630797 1,7542163
0,4769679 0,5230321 0,9119286 0,5732832 0,4267168 1,3434749
0,5226392 0,4773608 1,0948515 0,7713728 0,2286272 3,3739326
0,4945433 0,5054567 0,978409 0,7477808 0,2522192 2,9648052

0,4624798 0,5375202 0,8603951 0,399793 0,600207 0,666092
0,4027574 0,5972426 0,6743614 0,2989866 0,7010134 0,4265062
0,4127708 0,5872292 0,7029127 0,4952264 0,5047736 0,9810862
0,4297642 0,5702358 0,7536604 0,2939799 0,7060201 0,4163902
0,490956 0,509044 0,9644666 0,5060733 0,4939267 1,024592

0,4973748 0,5026252 0,989554 0,4746997 0,5253003 0,903673

0,4745294 0,5254706 0,9030559 0,3107716 0,6892284 0,4508979
0,4395811 0,5604189 0,7843795 0,3714051 0,6285949 0,5908497
0,4710204 0,5289796 0,8904322 0,4244748 0,5755252 0,7375432
0,560891 0,439109 1,2773387 0,3841556 0,6158444 0,6237867

0,4901813 0,5098187 0,9614815 0,5256758 0,4743242 1,1082628
0,5223204 0,4776796 1,0934534 0,4105698 0,5894302 0,6965538
0,5521599 0,4478401 1,2329396 0,3560952 0,6439048 0,5530246
0,385919 0,614081 0,6284497 0,4182077 0,5817923 0,7188263



0,6031466 0,3968534 1,5198224 0,2971621 0,7028379 0,4228032
0,6100617 0,3899383 1,564508 0,3985851 0,6014149 0,6627455
0,6344288 0,3655712 1,735445 0,4079121 0,5920879 0,6889385
0,3676254 0,6323746 0,5813413 0,4722778 0,5277222 0,8949362
0,5764152 0,4235848 1,3608022 0,2738377 0,7261623 0,3771027
0,6212992 0,3787008 1,640607 0,2962227 0,7037773 0,420904

0,405518 0,594482 0,6821368 0,7858761 0,2141239 3,6701941
0,4326279 0,5673721 0,7625119 0,817401 0,182599 4,4764807
0,4200395 0,5799605 0,7242553 0,7811581 0,2188419 3,5695088
0,4489761 0,5510239 0,8148032 0,7703259 0,2296741 3,3539959
0,4956822 0,5043178 0,9828767 0,767305 0,232695 3,29747
0,382281 0,617719 0,6188592 0,7668481 0,2331519 3,2890499

0,6811035 0,3188965 2,1358139 0,7075507 0,2924493 2,4193957
0,4872686 0,5127314 0,9503388 0,3492203 0,6507797 0,5366184
0,5568054 0,4431946 1,2563453 0,538105 0,461895 1,1649941

0,5726171 0,4273829 1,339822 0,4095351 0,5904649 0,6935808
0,5416509 0,4583491 1,1817433 0,4058491 0,5941509 0,6830742

0,5393317 0,4606683 1,1707592 0,3159984 0,6840016 0,4619849

0,5561989 0,4438011 1,2532618 0,4236472 0,5763528 0,7350483
0,6446128 0,3553872 1,813832 0,3935234 0,6064766 0,6488683
0,5771605 0,4228395 1,3649634 0,2194665 0,7805335 0,281175
0,650567 0,349433 1,8617787 0,356419 0,643581 0,5538059

0,6001132 0,3998868 1,5007078 0,4329248 0,5670752 0,7634344

0,4178089 0,5821911 0,7176491 0,3977672 0,6022328 0,6604873
0,4214841 0,5785159 0,728561 0,4470037 0,5529963 0,8083302
0,4655544 0,5344456 0,871098 0,3220279 0,6779721 0,474987
0,417192 0,582808 0,7158308 0,3122301 0,6877699 0,4539747

0,4018336 0,5981664 0,6717757 0,4285736 0,5714264 0,7500066
0,4518984 0,5481016 0,8244792 0,3984646 0,6015354 0,6624124

0,5332045 0,4667955 1,1422656 0,770692 0,229308 3,360947
0,4796492 0,5203508 0,9217806 0,6793907 0,3206093 2,1190614
0,5579478 0,4420522 1,2621764 0,768049 0,231951 3,3112546
0,5428001 0,4571999 1,187227 0,7656099 0,2343901 3,2663923
0,4757649 0,5242351 0,9075409 0,6902697 0,3097303 2,2286149
0,4889823 0,5110177 0,9568795 0,6545357 0,3454643 1,8946553
0,4471649 0,5528351 0,8088576 0,7349063 0,2650937 2,7722507
0,5451807 0,4548193 1,1986752 0,7359946 0,2640054 2,7878018
0,4234967 0,5765033 0,7345956 0,6764843 0,3235157 2,09104
0,4761968 0,5238032 0,9091141 0,7094183 0,2905817 2,4413724
0,452175 0,547825 0,8254004 0,7139077 0,2860923 2,4953758

0,4191568 0,5808432 0,721635 0,6613476 0,3386524 1,95288
0,4066547 0,5933453 0,6853594 0,6711287 0,3288713 2,0407029

0,3309 0,6691 0,4945448 0,444171 0,555829 0,7991146
0,6853059 0,3146941 2,1776889 0,6771191 0,3228809 2,097117



0,7180391 0,2819609 2,5465915 0,7015341 0,2984659 2,3504662
0,4558987 0,5441013 0,8378932 0,5161623 0,4838377 1,0668086

0,4291254 0,5708746 0,7516982 0,7106114 0,2893886 2,4555607

0,4749478 0,5250522 0,9045725 0,6589547 0,3410453 1,9321617

0,530321 0,469679 1,1291138 0,8596058 0,1403942 6,1228014
0,5728843 0,4271157 1,341286 0,8178214 0,1821786 4,4891189

0,5643717 0,4356283 1,2955348 0,8251218 0,1748782 4,7182646
0,6289432 0,3710568 1,6950053 0,8492941 0,1507059 5,6354386
0,6578332 0,3421668 1,9225512 0,862874 0,137126 6,292563
0,6243826 0,3756174 1,6622835 0,8561416 0,1438584 5,9512822
0,4671407 0,5328593 0,8766682 0,6754422 0,3245578 2,0811156
0,5887554 0,4112446 1,431643 0,8120035 0,1879965 4,3192479
0,5868752 0,4131248 1,4205761 0,8115644 0,1884356 4,3068534
0,5956593 0,4043407 1,473162 0,842385 0,157615 5,3445742
0,5813244 0,4186756 1,3884842 0,8407986 0,1592014 5,2813498

0,2613994 0,7386006 0,3539118 0,3980479 0,6019521 0,6612618
0,3197193 0,6802807 0,4699815 0,4206307 0,5793693 0,7260149

0,5443964 0,4556036 1,1948906 0,6182676 0,3817324 1,6196359
0,3162433 0,6837567 0,4625085 0,5086782 0,4913218 1,0353258
0,5288125 0,4711875 1,1222973 0,6325101 0,3674899 1,7211632
0,5678656 0,4321344 1,3140948 0,6238554 0,3761446 1,6585523
0,4629671 0,5370329 0,8620834 0,6349008 0,3650992 1,7389815
0,5274069 0,4725931 1,1159853 0,6081169 0,3918831 1,5517812
0,5063199 0,4936801 1,0256033 0,6585589 0,3414411 1,928763

0,5434476 0,4565524 1,1903293 0,7427858 0,2572142 2,8878099
0,5446311 0,4553689 1,1960217 0,6713313 0,3286687 2,0425777
0,4502898 0,5497102 0,8191403 0,6040447 0,3959553 1,5255375
0,4824302 0,5175698 0,9321066 0,7684405 0,2315595 3,3185446
0,5207847 0,4792153 1,0867448 0,747572 0,252428 2,9615251

0,4841842 0,5158158 0,9386767 0,4369568 0,5630432 0,7760628
0,4663595 0,5336405 0,8739207 0,5125325 0,4874675 1,0514189
0,5572836 0,4427164 1,2587826 0,4259227 0,5740773 0,7419257
0,5681579 0,4318421 1,3156614 0,4340797 0,5659203 0,7670333
0,6152117 0,3847883 1,5988317 0,4507634 0,5492366 0,8207089
0,5692761 0,4307239 1,3216731 0,364429 0,635571 0,5733882
0,5582176 0,4417824 1,263558 0,6186796 0,3813204 1,6224666



0,4626867 0,5373133 0,8611117 0,7834728 0,2165272 3,6183568
0,4508353 0,5491647 0,8209472 0,7463122 0,2536878 2,9418528
0,4685473 0,5314527 0,8816349 0,6527684 0,3472316 1,8799221
0,4175636 0,5824364 0,7169256 0,6845408 0,3154592 2,1699817
0,4493606 0,5506394 0,8160706 0,7453761 0,2546239 2,9273607
0,489465 0,510535 0,9587298 0,6921038 0,3078962 2,2478478
0,467431 0,532569 0,8776911 0,6749776 0,3250224 2,076711

0,5367938 0,4632062 1,1588657 0,5962013 0,4037987 1,4764814
0,4785212 0,5214788 0,9176236 0,8268039 0,1731961 4,7738019
0,4980846 0,5019154 0,9923677 0,670995 0,329005 2,0394677
0,5032895 0,4967105 1,013245 0,7332644 0,2667356 2,7490305
0,4857245 0,5142755 0,9444831 0,6464857 0,3535143 1,8287396

0,4571823 0,5428177 0,8422392 0,3401767 0,6598233 0,5155572
0,449713 0,550287 0,8172335 0,5116949 0,4883051 1,0478999

0,5045919 0,4954081 1,0185377 0,4104434 0,5895566 0,6961899
0,5618997 0,4381003 1,2825824 0,4099508 0,5900492 0,694774
0,4973986 0,5026014 0,9896481 0,3970198 0,6029802 0,6584292
0,5112796 0,4887204 1,0461599 0,4887037 0,5112963 0,955813
0,5359318 0,4640682 1,1548557 0,4888866 0,5111134 0,9565129
0,502397 0,497603 1,0096341 0,436516 0,563484 0,7746734

0,5029419 0,4970581 1,0118372 0,4775485 0,5224515 0,9140534
0,4626377 0,5373623 0,8609418 0,5542074 0,4457926 1,2431956

0,5171687 0,4828313 1,0711166 0,5463962 0,4536038 1,2045669
0,4056787 0,5943213 0,6825915 0,6658393 0,3341607 1,9925719

0,5192669 0,4807331 1,0801561 0,3465089 0,6534911 0,5302428
0,5118472 0,4881528 1,0485389 0,7546268 0,2453732 3,0754252

0,2938691 0,7061309 0,416168 0,4750035 0,5249965 0,9047747
0,298 0,702 0,4245014 0,4833098 0,5166902 0,9353958

0,3356276 0,6643724 0,5051799 0,5677951 0,4322049 1,3137175
0,3385621 0,6614379 0,5118576 0,5717473 0,4282527 1,3350701
0,2683356 0,7316644 0,3667467 0,4934515 0,5065485 0,9741446
0,4226528 0,5773472 0,73206 0,6504828 0,3495172 1,8610891
0,4047168 0,5952832 0,6798727 0,4831495 0,5168505 0,9347953
0,3718571 0,6281429 0,5919945 0,4105543 0,5894457 0,6965092

0,2861329 0,7138671 0,4008209 0,3526646 0,6473354 0,5447942
0,4301078 0,5698922 0,7547178 0,2471635 0,7528365 0,3283097
0,3707676 0,6292324 0,589238 0,4422242 0,5577758 0,7928352
0,3170296 0,6829704 0,4641923 0,5399843 0,4600157 1,173839
0,4538287 0,5461713 0,8309274 0,6201779 0,3798221 1,6328112
0,5522257 0,4477743 1,2332679 0,5920517 0,4079483 1,4512911
0,4999637 0,5000363 0,9998549 0,5865628 0,4134372 1,418747
0,4622752 0,5377248 0,8596873 0,541149 0,458851 1,1793569
0,4636127 0,5363873 0,8643246 0,3386317 0,6613683 0,5120169
0,5146835 0,4853165 1,0605109 0,5518412 0,4481588 1,2313519
0,4926392 0,5073608 0,970984 0,4293744 0,5706256 0,7524627
0,5069912 0,4930088 1,0283614 0,4837286 0,5162714 0,9369658



0,4855775 0,5144225 0,9439275 0,4291783 0,5708217 0,7518605

0,4803953 0,5196047 0,92454 0,5133031 0,4866969 1,0546668
0,4486187 0,5513813 0,8136269 0,3963627 0,6036373 0,656624
0,4332984 0,5667016 0,7645972 0,2626804 0,7373196 0,356264
0,4441927 0,5558073 0,7991846 0,2539946 0,7460054 0,3404728
0,4844117 0,5155883 0,9395321 0,2013036 0,7986964 0,2520401

0,6933469 0,3066531 2,2610139 0,3401428 0,6598572 0,5154794
0,6139425 0,3860575 1,5902877 0,5453697 0,4546303 1,1995896
0,4727757 0,5272243 0,896726 0,39025 0,60975 0,6400165
0,5835643 0,4164357 1,4013313 0,2895368 0,7104632 0,4075325
0,6169467 0,3830533 1,6106026 0,3350022 0,6649978 0,5037645
0,6560062 0,3439938 1,9070291 0,40364 0,59636 0,6768395
0,5622035 0,4377965 1,2841662 0,2257717 0,7742283 0,2916086
0,6314307 0,3685693 1,7131939 0,3741787 0,6258213 0,5979002

0,5133638 0,4866362 1,0549233 0,6177144 0,3822856 1,6158454
0,5723314 0,4276686 1,338259 0,3158857 0,6841143 0,4617441
0,456188 0,543812 0,8388706 0,4870955 0,5129045 0,9496806

0,5081297 0,4918703 1,0330562 0,3864967 0,6135033 0,6299832
0,5060301 0,4939699 1,0244149 0,4513819 0,5486181 0,8227617

0,6734918 0,3265082 2,0627101 0,3322826 0,6677174 0,4976396
0,5850383 0,4149617 1,4098609 0,4992477 0,5007523 0,9969953
0,7001338 0,2998662 2,3348202 0,5041566 0,4958434 1,0167658
0,6903371 0,3096629 2,2293183 0,5134305 0,4865695 1,0552049

0,4648056 0,5351944 0,86848 0,4787143 0,5212857 0,918334



0,4851591 0,5148409 0,9423475 0,4423792 0,5576208 0,7933334

0,5148448 0,4851552 1,061196 0,2963728 0,7036272 0,4212071
0,5128349 0,4871651 1,052692 0,3078273 0,6921727 0,4447262
0,5117039 0,4882961 1,0479376 0,4553695 0,5446305 0,8361071
0,5255521 0,4744479 1,1077129 0,7146524 0,2853476 2,5044979
0,3948703 0,6051297 0,6525384 0,2678456 0,7321544 0,3658322

0,3996831 0,6003169 0,6657868 0,4778721 0,5221279 0,9152396

0,4540531 0,5459469 0,8316799 0,4741822 0,5258178 0,9017995
0,450115 0,549885 0,8185621 0,4172159 0,5827841 0,7159013

0,4099327 0,5900673 0,694722 0,384765 0,615235 0,6253951

0,4918229 0,5081771 0,967818 0,373089 0,626911 0,5951228
0,4824048 0,5175952 0,9320119 0,4006942 0,5993058 0,6685971
0,4895481 0,5104519 0,9590486 0,3406023 0,6593977 0,5165354
0,4557372 0,5442628 0,8373476 0,3577544 0,6422456 0,5570368
0,2601211 0,7398789 0,3515724 0,1618703 0,8381297 0,1931328
0,4882527 0,5117473 0,9540893 0,2722491 0,7277509 0,3740966
0,5601834 0,4398166 1,2736748 0,3632651 0,6367349 0,5705122

0,5122668 0,4877332 1,0503013 0,4045521 0,5954479 0,6794081
0,6240042 0,3759958 1,6596039 0,5656555 0,4343445 1,3023201
0,6584734 0,3415266 1,9280294 0,5508445 0,4491555 1,2264004
0,5916441 0,4083559 1,4488445 0,5916484 0,4083516 1,44887

0,4771336 0,5228664 0,9125344 0,4356407 0,5643593 0,7719209
0,473457 0,526543 0,8991802 0,3950625 0,6049375 0,6530633

0,4504407 0,5495593 0,8196399 0,3340533 0,6659467 0,5016217
0,3254233 0,6745767 0,4824111 0,3610519 0,6389481 0,5650724
0,4073748 0,5926252 0,6874072 0,2284143 0,7715857 0,2960323
0,4709674 0,5290326 0,8902425 0,4077278 0,5922722 0,688413
0,4318722 0,5681278 0,7601673 0,4013112 0,5986888 0,6703168

0,5491858 0,4508142 1,218209 0,3819533 0,6180467 0,6180006
0,6265419 0,3734581 1,6776764 0,4178521 0,5821479 0,7177764
0,6693773 0,3306227 2,0245959 0,444671 0,555329 0,8007343
0,680747 0,319253 2,1323118 0,522904 0,477096 1,0960143

0,5937477 0,4062523 1,4615242 0,473664 0,526336 0,899927
0,6127565 0,3872435 1,5823544 0,4900755 0,5099245 0,9610746
0,6365472 0,3634528 1,7513888 0,4470248 0,5529752 0,8083994



0,6924234 0,3075766 2,2512223 0,4436652 0,5563348 0,7974789
0,6284391 0,3715609 1,6913487 0,4698935 0,5301065 0,8864134

0,4747372 0,5252628 0,903809 0,3979593 0,6020407 0,6610174
0,4313523 0,5686477 0,7585582 0,4680409 0,5319591 0,8798437
0,3649319 0,6350681 0,5746342 0,3605863 0,6394137 0,5639328
0,4163576 0,5836424 0,7133778 0,5986309 0,4013691 1,4914724

0,4371811 0,5628189 0,7767704 0,4197522 0,5802478 0,7234016
0,4287381 0,5712619 0,7505105 0,5847356 0,4152644 1,4081041
0,4958182 0,5041818 0,9834116 0,4253861 0,5746139 0,740299
0,5203162 0,4796838 1,0847065 0,4918567 0,5081433 0,967949
0,5440146 0,4559854 1,1930525 0,3810804 0,6189196 0,6157189
0,4896726 0,5103274 0,9595263 0,4243106 0,5756894 0,7370478

0,5035106 0,4964894 1,0141418 0,5185971 0,4814029 1,0772622
0,5522987 0,4477013 1,2336324 0,3151452 0,6848548 0,4601634
0,6047369 0,3952631 1,5299604 0,2335691 0,7664309 0,3047491
0,4517101 0,5482899 0,8238528 0,3365735 0,6634265 0,5073259

0,4369588 0,5630412 0,7760691 0,5326685 0,4673315 1,1398085
0,2468486 0,7531514 0,3277542 0,3105356 0,6894644 0,4504012
0,4467091 0,5532909 0,8073677 0,3280838 0,6719162 0,4882808
0,4382178 0,5617822 0,7800493 0,5172347 0,4827653 1,0714001
0,4318034 0,5681966 0,7599542 0,3553784 0,6446216 0,5512977
0,4358762 0,5641238 0,7726606 0,3492332 0,6507668 0,5366488
0,4834893 0,5165107 0,9360682 0,4114962 0,5885038 0,6992245

0,5237443 0,4762557 1,0997125 0,5200832 0,4799168 1,0836947
0,5296685 0,4703315 1,1261599 0,2103007 0,7896993 0,2663048
0,6090406 0,3909594 1,5578102 0,3402411 0,6597589 0,5157051
0,5856285 0,4143715 1,4132931 0,3427554 0,6572446 0,5215035
0,5446126 0,4553874 1,1959323 0,3468009 0,6531991 0,5309267
0,5325586 0,4674414 1,1393056 0,5952175 0,4047825 1,4704624

0,5309013 0,4690987 1,1317473 0,3112086 0,6887914 0,4518185
0,5260036 0,4739964 1,1097207 0,3772428 0,6227572 0,6057622
0,5002945 0,4997055 1,0011786 0,3687387 0,6312613 0,58413
0,4394268 0,5605732 0,7838883 0,432101 0,567899 0,7608764
0,4147704 0,5852296 0,708731 0,5403295 0,4596705 1,1754712

0,3962849 0,6037151 0,6564105 0,7819231 0,2180769 3,5855386
0,3061342 0,6938658 0,4412008 0,7002993 0,2997007 2,3366623
0,3981826 0,6018174 0,6616335 0,6772553 0,3227447 2,0984238
0,5527329 0,4472671 1,2358006 0,6267845 0,3732155 1,6794172
0,3840815 0,6159185 0,6235914 0,7448678 0,2551322 2,9195371

0,4074013 0,5925987 0,6874826 0,4409731 0,5590269 0,7888228
0,5369353 0,4630647 1,1595253 0,2511923 0,7488077 0,3354564
0,5648181 0,4351819 1,2978897 0,4705457 0,5294543 0,8887371
0,5343318 0,4656682 1,1474517 0,3240744 0,6759256 0,4794527
0,4631988 0,5368012 0,8628872 0,400595 0,599405 0,668321



0,5727482 0,4272518 1,3405403 0,2970322 0,7029678 0,4225404
0,6400664 0,3599336 1,7782902 0,3321253 0,6678747 0,4972869
0,6403123 0,3596877 1,7801895 0,4271674 0,5728326 0,7457106
0,5435808 0,4564192 1,1909684 0,4925355 0,5074645 0,9705813
0,488653 0,511347 0,9556191 0,5224028 0,4775972 1,0938145

0,6030341 0,3969659 1,5191083 0,3896279 0,6103721 0,6383449
0,600135 0,399865 1,5008442 0,4098616 0,5901384 0,6945177

0,5872427 0,4127573 1,422731 0,372624 0,627376 0,5939404
0,5915612 0,4084388 1,4483473 0,3795369 0,6204631 0,6116995
0,5703291 0,4296709 1,3273629 0,4324646 0,5675354 0,7620047
0,486547 0,513453 0,9475978 0,5011499 0,4988501 1,00461
0,5318 0,4682 1,1358393 0,6345575 0,3654425 1,7364086

0,5333335 0,4666665 1,142858 0,3503137 0,6496863 0,5392043
0,6179357 0,3820643 1,6173605 0,4318563 0,5681437 0,7601179

0,4671032 0,5328968 0,8765361 0,3822279 0,6177721 0,6187198
0,4250986 0,5749014 0,7394288 0,4597085 0,5402915 0,8508527
0,4473767 0,5526233 0,8095508 0,5086782 0,4913218 1,0353261
0,4796999 0,5203001 0,9219678 0,3480569 0,6519431 0,5338761
0,5232846 0,4767154 1,0976878 0,4884273 0,5115727 0,9547563
0,4524965 0,5475035 0,8264722 0,4842175 0,5157825 0,9388016

0,5290768 0,4709232 1,1234884 0,4122022 0,5877978 0,7012654
0,4893352 0,5106648 0,9582316 0,6310546 0,3689454 1,7104278
0,4548192 0,5451808 0,8342538 0,6044548 0,3955452 1,5281562
0,4929773 0,5070227 0,9722982 0,6748735 0,3251265 2,0757258
0,5233995 0,4766005 1,0981933 0,5420804 0,4579196 1,1837895
0,4757983 0,5242017 0,9076626 0,4987848 0,5012152 0,9951509
0,4579506 0,5420494 0,8448503 0,537654 0,462346 1,1628823

0,5572947 0,4427053 1,258839 0,6010425 0,3989575 1,5065325

0,5573301 0,4426699 1,2590194 0,5035038 0,4964962 1,0141142
0,4735761 0,5264239 0,8996097 0,5015565 0,4984435 1,0062456

0,41662 0,58338 0,7141486 0,4371217 0,5628783 0,7765829
0,4295054 0,5704946 0,7528651 0,542831 0,457169 1,187375
0,5845968 0,4154032 1,4072994 0,6515933 0,3484067 1,8702086
0,5918402 0,4081598 1,4500208 0,6771959 0,3228041 2,0978541

0,3691149 0,6308851 0,5850748 0,4618153 0,5381847 0,8580981
0,4171852 0,5828148 0,7158108 0,2695359 0,7304641 0,3689926
0,4729523 0,5270477 0,8973616 0,3693518 0,6306482 0,58567
0,5221271 0,4778729 1,0926068 0,5807748 0,4192252 1,3853527
0,4762309 0,5237691 0,9092383 0,3153581 0,6846419 0,4606176



0,4887279 0,5112721 0,9559056 0,3927306 0,6072694 0,6467157
0,4146549 0,5853451 0,708394 0,2921023 0,7078977 0,4126335

0,4998282 0,5001718 0,9993132 0,4797344 0,5202656 0,9220951
0,5044968 0,4955032 1,0181506 0,5299672 0,4700328 1,1275112

0,3623945 0,6376055 0,5683678 0,4382726 0,5617274 0,780223
0,4428125 0,5571875 0,7947281 0,5783174 0,4216826 1,3714519
0,4154588 0,5845412 0,7107433 0,5595084 0,4404916 1,2701907
0,4529233 0,5470767 0,8278973 0,5823105 0,4176895 1,394123
0,5081427 0,4918573 1,0331098 0,6195317 0,3804683 1,6283402
0,3894554 0,6105446 0,637882 0,400903 0,599097 0,6691789

0,6526656 0,3473344 1,87907 0,4047153 0,5952847 0,6798684
0,5893048 0,4106952 1,4348957 0,4432257 0,5567743 0,79606

0,5437089 0,4562911 1,1915834 0,3192004 0,6807996 0,468861
0,5622388 0,4377612 1,2843504 0,3068752 0,6931248 0,4427416

0,5362673 0,4637327 1,1564146 0,3783116 0,6216884 0,6085227
0,4916397 0,5083603 0,9671089 0,2924246 0,7075754 0,413277
0,4805318 0,5194682 0,9250457 0,517171 0,482829 1,0711267

0,52682 0,47318 1,1133605 0,4530455 0,5469545 0,8283055
0,5543307 0,4456693 1,2438162 0,5837467 0,4162533 1,4023835

0,4804401 0,5195599 0,924706 0,5889558 0,4110442 1,4328283
0,4359772 0,5640228 0,772978 0,4283442 0,5716558 0,7493044
0,5092567 0,4907433 1,0377251 0,4182284 0,5817716 0,7188877
0,5310447 0,4689553 1,1323994 0,4045479 0,5954521 0,6793962
0,5989662 0,4010338 1,4935555 0,5017225 0,4982775 1,0069139
0,5040274 0,4959726 1,0162406 0,4645788 0,5354212 0,8676886
0,5610998 0,4389002 1,2784224 0,5918668 0,4081332 1,4501803
0,5627541 0,4372459 1,2870426 0,3951495 0,6048505 0,6533012
0,3518522 0,6481478 0,542858 0,4073512 0,5926488 0,6873399

0,5942328 0,4057672 1,4644672 0,4853896 0,5146104 0,9432178
0,5062949 0,4937051 1,0255007 0,2904434 0,7095566 0,4093308
0,4662113 0,5337887 0,8734006 0,5277508 0,4722492 1,1175261
0,5696089 0,4303911 1,3234682 0,1140723 0,8859277 0,1287603
0,5490845 0,4509155 1,2177103 0,3100986 0,6899014 0,4494826
0,5720009 0,4279991 1,3364536 0,3890062 0,6109938 0,6366777

0,5500301 0,4499699 1,222371 0,3672143 0,6327857 0,5803138
0,6016445 0,3983555 1,5103204 0,5253276 0,4746724 1,1067162
0,4952453 0,5047547 0,9811602 0,5448284 0,4551716 1,1969737
0,6571317 0,3428683 1,9165718 0,6012082 0,3987918 1,5075739
0,603536 0,396464 1,5222972 0,5878823 0,4121177 1,4264913



0,6356539 0,3643461 1,7446431 0,5630302 0,4369698 1,2884879
0,5166586 0,4833414 1,0689311 0,4921597 0,5078403 0,969123
0,6057186 0,3942814 1,5362598 0,5356977 0,4643023 1,1537694
0,5327406 0,4672594 1,1401389 0,6650778 0,3349222 1,9857679
0,7043349 0,2956651 2,3822056 0,3475612 0,6524388 0,5327107

0,4999533 0,5000467 0,9998134 0,4175665 0,5824335 0,7169341
0,5324369 0,4675631 1,138749 0,5641428 0,4358572 1,2943296
0,5628274 0,4371726 1,2874262 0,6650518 0,3349482 1,9855366
0,4852796 0,5147204 0,9428022 0,362717 0,637283 0,5691615
0,5045653 0,4954347 1,0184294 0,3796254 0,6203746 0,6119294

0,527388 0,472612 1,1159008 0,4314341 0,5685659 0,758811
0,5723304 0,4276696 1,3382536 0,2169891 0,7830109 0,2771215
0,5304966 0,4695034 1,1299101 0,3983225 0,6016775 0,66202
0,5904272 0,4095728 1,4415685 0,3096105 0,6903895 0,4484577
0,6129049 0,3870951 1,5833444 0,3126526 0,6873474 0,4548684
0,5867304 0,4132696 1,419728 0,3167721 0,6832279 0,4636405
0,503117 0,496883 1,0125461 0,3336164 0,6663836 0,5006371
0,521161 0,478839 1,0883847 0,3609287 0,6390713 0,5647707

0,5129875 0,4870125 1,0533356 0,4740205 0,5259795 0,9012148

0,5325593 0,4674407 1,1393088 0,5401328 0,4598672 1,1745406
0,4632803 0,5367197 0,8631699 0,5132427 0,4867573 1,0544118
0,482251 0,517749 0,9314377 0,458241 0,541759 0,8458393

0,4099723 0,5900277 0,6948357 0,2659718 0,7340282 0,3623455

0,5569328 0,4430672 1,2569938 0,590567 0,409433 1,4424019
0,424995 0,575005 0,7391154 0,6005221 0,3994779 1,5032671

0,4853363 0,5146637 0,9430164 0,4603528 0,5396472 0,8530627
0,4892543 0,5107457 0,9579214 0,3127131 0,6872869 0,4549964
0,5206128 0,4793872 1,0859964 0,3641094 0,6358906 0,5725976
0,5272257 0,4727743 1,1151741 0,3263671 0,6736329 0,4844881

0,5088514 0,4911486 1,0360435 0,3232346 0,6767654 0,4776169
0,4777463 0,5222537 0,914778 0,3392923 0,6607077 0,5135286
0,5687857 0,4312143 1,3190323 0,3656762 0,6343238 0,576482
0,4399788 0,5600212 0,7856466 0,7433399 0,2566601 2,8962029

0,6823647 0,3176353 2,148265 0,2746111 0,7253889 0,3785709
0,5853697 0,4146303 1,4117872 0,3676 0,6324 0,5812776
0,5877462 0,4122538 1,4256901 0,3821235 0,6178765 0,6184465
0,5445052 0,4554948 1,1954149 0,4240272 0,5759728 0,7361932

0,3983852 0,6016148 0,6621932 0,8497803 0,1502197 5,6569179
0,4591192 0,5408808 0,8488363 0,699577 0,300423 2,3286401
0,3908046 0,6091954 0,6415094 0,7314659 0,2685341 2,7239224
0,3547185 0,6452815 0,5497111 0,7535607 0,2464393 3,0577949
0,4075265 0,5924735 0,6878391 0,7891925 0,2108075 3,7436633

0,4955618 0,5044382 0,9824033 0,3948517 0,6051483 0,6524874
0,4973294 0,5026706 0,9893744 0,3601657 0,6398343 0,5629047



0,5429199 0,4570801 1,1878003 0,5072414 0,4927586 1,0293914
0,4805498 0,5194502 0,9251124 0,3055935 0,6944065 0,4400786
0,5112034 0,4887966 1,0458407 0,3616345 0,6383655 0,5665006
0,5114694 0,4885306 1,0469545 0,3701184 0,6298816 0,5876

0,4662124 0,5337876 0,8734043 0,7246466 0,2753534 2,6316963
0,4911522 0,5088478 0,965224 0,7167946 0,2832054 2,5310059
0,633684 0,366316 1,7298838 0,7506572 0,2493428 3,0105432
0,533198 0,466802 1,1422359 0,5871803 0,4128197 1,4223651

0,4773569 0,5226431 0,9133516 0,5846748 0,4153252 1,407752
0,5207427 0,4792573 1,086562 0,5169692 0,4830308 1,0702615

0,4164477 0,5835523 0,7136424 0,7307158 0,2692842 2,7135492

0,5186111 0,4813889 1,0773227 0,6032411 0,3967589 1,5204224

0,4632487 0,5367513 0,8630601 0,2552944 0,7447056 0,3428125
0,5293019 0,4706981 1,1245039 0,29341 0,70659 0,4152479
0,4886052 0,5113948 0,9554364 0,5466878 0,4533122 1,2059854
0,4789364 0,5210636 0,9191517 0,3271763 0,6728237 0,4862734
0,5304165 0,4695835 1,1295466 0,3620892 0,6379108 0,5676172
0,5837333 0,4162667 1,4023057 0,4314455 0,5685545 0,7588463
0,5789756 0,4210244 1,3751591 0,5529837 0,4470163 1,2370548
0,5499332 0,4500668 1,2218921 0,4551347 0,5448653 0,8353159

0,4951803 0,5048197 0,9809052 0,468134 0,531866 0,8801729
0,580405 0,419595 1,3832507 0,4247877 0,5752123 0,7384885

0,5226847 0,4773153 1,095051 0,3713956 0,6286044 0,5908256
0,4963225 0,5036775 0,9853973 0,3442141 0,6557859 0,5248879
0,5860829 0,4139171 1,4159429 0,6629927 0,3370073 1,9672949

0,5667783 0,4332217 1,3082871 0,3106516 0,6893484 0,4506453
0,5599373 0,4400627 1,2724037 0,444581 0,555419 0,8004424
0,4813387 0,5186613 0,9280405 0,3817486 0,6182514 0,617465
0,5189363 0,4810637 1,0787267 0,4031368 0,5968632 0,6754258
0,4962266 0,5037734 0,9850194 0,3501309 0,6498691 0,5387714
0,5516628 0,4483372 1,2304641 0,5322179 0,4677821 1,1377477
0,5090817 0,4909183 1,0369988 0,5239288 0,4760712 1,1005263
0,5124374 0,4875626 1,0510187 0,5814527 0,4185473 1,3892162

0,2435369 0,7564631 0,3219416 0,3879452 0,6120548 0,6338405
0,2009642 0,7990358 0,2515084 0,3748718 0,6251282 0,5996718
0,1371414 0,8628586 0,1589384 0,4078095 0,5921905 0,6886458
0,1918447 0,8081553 0,237386 0,4257 0,5743 0,7412502
0,2435633 0,7564367 0,3219877 0,4571492 0,5428508 0,8421269

0,3588829 0,6411171 0,5597775 0,4978379 0,5021621 0,9913888
0,3709455 0,6290545 0,5896874 0,502618 0,497382 1,0105271
0,4807158 0,5192842 0,9257278 0,5028265 0,4971735 1,0113701
0,4803669 0,5196331 0,9244346 0,5222318 0,4777682 1,0930653



0,5301039 0,4698961 1,12813 0,4481773 0,5518227 0,8121761

0,5841939 0,4158061 1,4049671 0,5087489 0,4912511 1,0356188
0,4988643 0,5011357 0,9954675 0,4866293 0,5133707 0,94791
0,4593165 0,5406835 0,8495108 0,5203162 0,4796838 1,0847068
0,4865564 0,5134436 0,9476334 0,4807321 0,5192679 0,9257882
0,5920828 0,4079172 1,4514781 0,3784453 0,6215547 0,6088688
0,5704482 0,4295518 1,3280079 0,4396595 0,5603405 0,7846291
0,5894175 0,4105825 1,4355639 0,4539518 0,5460482 0,83134

0,5847549 0,4152451 1,4082165 0,6146879 0,3853121 1,5952988
0,6176782 0,3823218 1,6155975 0,5723906 0,4276094 1,3385829
0,4954429 0,5045571 0,9819362 0,250029 0,749971 0,3333849
0,4373633 0,5626367 0,7773459 0,3409205 0,6590795 0,5172675
0,5916246 0,4083754 1,4487275 0,4840316 0,5159684 0,9381031
0,593945 0,406055 1,4627203 0,6796264 0,3203736 2,1213559
0,49524 0,50476 0,9811397 0,4453081 0,5546919 0,8028027

0,3779179 0,6220821 0,6075047 0,3524161 0,6475839 0,5442015
0,5066309 0,4933691 1,0268801 0,328824 0,671176 0,4899221
0,5216629 0,4783371 1,0905759 0,4067976 0,5932024 0,6857654
0,4873464 0,5126536 0,9506349 0,5223372 0,4776628 1,0935271
0,5823194 0,4176806 1,3941738 0,4578157 0,5421843 0,8443911

0,4637603 0,5362397 0,8648376 0,4715015 0,5284985 0,8921529
0,4692725 0,5307275 0,8842061 0,5809189 0,4190811 1,3861731

0,704232 0,295768 2,3810286 0,3595008 0,6404992 0,5612821
0,5931099 0,4068901 1,4576661 0,4140864 0,5859136 0,7067363
0,5883125 0,4116875 1,4290271 0,4086554 0,5913446 0,6910613
0,6621868 0,3378132 1,960216 0,3514395 0,6485605 0,5418761

0,400179 0,599821 0,667164 0,4286421 0,5713579 0,7502165

0,5263847 0,4736153 1,1114181 0,4177505 0,5822495 0,7174767
0,4939048 0,5060952 0,9759127 0,5870136 0,4129864 1,4213873
0,5741737 0,4258263 1,3483754 0,4907343 0,5092657 0,9636115
0,561669 0,438331 1,2813808 0,412451 0,587549 0,7019857

0,5009751 0,4990249 1,0039082 0,4641419 0,5358581 0,8661656

0,56477 0,43523 1,2976359 0,3912658 0,6087342 0,642753
0,5507841 0,4492159 1,226101 0,5957255 0,4042745 1,473567
0,4603993 0,5396007 0,8532223 0,4439818 0,5560182 0,7985021
0,5356986 0,4643014 1,1537734 0,6172308 0,3827692 1,6125405
0,450816 0,549184 0,8208835 0,366281 0,633719 0,5779865

0,4470907 0,5529093 0,8086148 0,3555201 0,6444799 0,5516388



0,5140336 0,4859664 1,0577555 0,3308252 0,6691748 0,4943779
0,4725047 0,5274953 0,8957516 0,3211502 0,6788498 0,47308
0,4448697 0,5551303 0,8013788 0,318634 0,681366 0,4676399
0,4298705 0,5701295 0,7539876 0,3089915 0,6910085 0,4471602

0,4467271 0,5532729 0,8074264 0,3576002 0,6423998 0,5566629
0,574993 0,425007 1,3529026 0,4463806 0,5536194 0,806295

0,5585242 0,4414758 1,2651298 0,404931 0,595069 0,6804775
0,5114618 0,4885382 1,046923 0,4236778 0,5763222 0,7351405
0,5595972 0,4404028 1,2706487 0,4447457 0,5552543 0,8009767
0,4509419 0,5490581 0,8213009 0,4154895 0,5845105 0,7108332
0,5195374 0,4804626 1,0813273 0,4208874 0,5791126 0,7267798
0,4384725 0,5615275 0,7808566 0,3871686 0,6128314 0,6317701
0,4114706 0,5885294 0,6991505 0,3777846 0,6222154 0,6071605

0,4820026 0,5179974 0,9305118 0,6496112 0,3503888 1,8539725
0,4928506 0,5071494 0,9718054 0,6195006 0,3804994 1,6281248
0,5250735 0,4749265 1,1055888 0,6926577 0,3073423 2,2537007
0,5621218 0,4378782 1,2837402 0,6475505 0,3524495 1,837286
0,5782189 0,4217811 1,370898 0,6998882 0,3001118 2,3320918
0,4857963 0,5142037 0,9447544 0,7548374 0,2451626 3,0789259
0,4882014 0,5117986 0,9538935 0,7414319 0,2585681 2,8674535
0,3889016 0,6110984 0,6363978 0,5295211 0,4704789 1,1254937
0,5022143 0,4977857 1,0088965 0,5040621 0,4959379 1,0163817
0,4305206 0,5694794 0,7559897 0,426598 0,573402 0,7439773

0,4948869 0,5051131 0,9797544 0,4544673 0,5455327 0,8330708
0,3971112 0,6028888 0,6586807 0,8094493 0,1905507 4,2479477
0,4301123 0,5698877 0,7547317 0,8236844 0,1763156 4,6716464
0,4635571 0,5364429 0,8641313 0,5330981 0,4669019 1,1417777

0,517215 0,482785 1,0713155 0,3225725 0,6774275 0,4761727
0,4588578 0,5411422 0,8479432 0,2746542 0,7253458 0,3786527
0,640908 0,359092 1,7848016 0,175617 0,824383 0,2130284

0,6651048 0,3348952 1,9860085 0,1942051 0,8057949 0,2410107
0,4078834 0,5921166 0,6888564 0,5427741 0,4572259 1,1871028
0,3463156 0,6536844 0,5297902 0,448976 0,551024 0,814803

0,4809126 0,5190874 0,926458 0,3943276 0,6056724 0,6510574
0,5605821 0,4394179 1,2757377 0,4733319 0,5266681 0,898729
0,5426405 0,4573595 1,1864639 0,2969718 0,7030282 0,4224181
0,5647265 0,4352735 1,2974063 0,3885818 0,6114182 0,6355417

0,4401431 0,5598569 0,7861709 0,252518 0,747482 0,3378248

0,3932485 0,6067515 0,6481212 0,4297357 0,5702643 0,7535729
0,5055654 0,4944346 1,0225122 0,3423609 0,6576391 0,5205909

0,5293995 0,4706005 1,1249447 0,4547664 0,5452336 0,8340761



0,5367883 0,4632117 1,1588401 0,287426 0,712574 0,4033629
0,5616755 0,4383245 1,2814149 0,2933071 0,7066929 0,4150419
0,5705144 0,4294856 1,3283667 0,305322 0,694678 0,4395158
0,5998843 0,4001157 1,4992772 0,3258377 0,6741623 0,4833223

0,7581033 0,2418967 3,1339957 0,7769169 0,2230831 3,4826354
0,7441628 0,2558372 2,9087359 0,7652276 0,2347724 3,2594446
0,6321095 0,3678905 1,7182001 0,7745099 0,2254901 3,4347848
0,6181529 0,3818471 1,6188496 0,788259 0,211741 3,7227505
0,632071 0,367929 1,7179154 0,80156 0,19844 4,0393057

0,6233558 0,3766442 1,6550258 0,7846026 0,2153974 3,6425815
0,5176805 0,4823195 1,0733146 0,6524459 0,3475541 1,8772496

0,4839072 0,5160928 0,9376361 0,7803956 0,2196044 3,5536432
0,4749954 0,5250046 0,9047454 0,3797467 0,6202533 0,6122445
0,4899162 0,5100838 0,9604623 0,3449504 0,6550496 0,526602
0,422025 0,577975 0,7301786 0,4532677 0,5467323 0,8290488

0,5649131 0,4350869 1,2983912 0,3781986 0,6218014 0,6082305
0,5121243 0,4878757 1,0497026 0,4232256 0,5767744 0,7337801
0,5279055 0,4720945 1,1182201 0,4208121 0,5791879 0,7265553

0,41545 0,58455 0,7107177 0,2867186 0,7132814 0,4019712
0,4165965 0,5834035 0,7140797 0,2081765 0,7918235 0,2629077
0,5321829 0,4678171 1,1375875 0,3449732 0,6550268 0,526655
0,4061832 0,5938168 0,6840212 0,3131309 0,6868691 0,4558815

0,5307739 0,4692261 1,1311689 0,6971768 0,3028232 2,3022572
0,5519664 0,4480336 1,2319756 0,5169624 0,4830376 1,070232
0,414055 0,585945 0,706645 0,6534565 0,3465435 1,8856403

0,4448793 0,5551207 0,8014099 0,664723 0,335277 1,9826081
0,3981486 0,6018514 0,6615397 0,5702345 0,4297655 1,3268501

0,5793489 0,4206511 1,3772673 0,7325271 0,2674729 2,7386961
0,591471 0,408529 1,4478069 0,7884031 0,2115969 3,7259681

0,4524073 0,5475927 0,8261749 0,3925238 0,6074762 0,6461551
0,4916105 0,5083895 0,9669956 0,6933492 0,3066508 2,2610387
0,5666838 0,4333162 1,3077835 0,4999207 0,5000793 0,999683
0,5641664 0,4358336 1,2944536 0,4863346 0,5136654 0,9467926

0,3924374 0,6075626 0,6459209 0,3243635 0,6756365 0,4800859
0,5896944 0,4103056 1,4372077 0,489007 0,510993 0,9569739
0,4759253 0,5240747 0,9081248 0,4271857 0,5728143 0,7457665



0,3779241 0,6220759 0,6075208 0,355916 0,644084 0,5525925

0,5014633 0,4985367 1,0058705 0,7401055 0,2598945 2,8477153
0,347043 0,652957 0,5314945 0,6182959 0,3817041 1,6198303

0,5884543 0,4115457 1,4298636 0,7001909 0,2998091 2,3354555
0,4186142 0,5813858 0,7200282 0,7466032 0,2533968 2,9463805

0,6342849 0,3657151 1,7343692 0,4837294 0,5162706 0,9369686
0,5987171 0,4012829 1,4920075 0,42781 0,57219 0,7476711
0,5806352 0,4193648 1,3845588 0,5766922 0,4233078 1,3623472
0,520113 0,479887 1,0838238 0,4812922 0,5187078 0,9278676

0,6054143 0,3945857 1,5343039 0,5022565 0,4977435 1,0090668
0,478899 0,521101 0,9190138 0,580035 0,419965 1,3811505

0,4344622 0,5655378 0,7682282 0,2617239 0,7382761 0,3545068
0,5706326 0,4293674 1,329008 0,3462847 0,6537153 0,5297179
0,6481608 0,3518392 1,8422071 0,4657134 0,5342866 0,8716548
0,635672 0,364328 1,7447791 0,3065532 0,6934468 0,4420718

0,6719053 0,3280947 2,0479008 0,3379044 0,6620956 0,5103559

0,600729 0,399271 1,5045646 0,6098513 0,3901487 1,5631252
0,5106069 0,4893931 1,0433472 0,3696183 0,6303817 0,5863405
0,5052773 0,4947227 1,0213342 0,3876601 0,6123399 0,63308
0,4954819 0,5045181 0,9820895 0,3239808 0,6760192 0,4792479
0,1960924 0,8039076 0,243924 0,3639743 0,6360257 0,5722636
0,5075138 0,4924862 1,0305138 0,4168724 0,5831276 0,7148905

0,4539362 0,5460638 0,8312877 0,6401023 0,3598977 1,7785673
0,5257538 0,4742462 1,1086095 0,7476348 0,2523652 2,9625121
0,6193468 0,3806532 1,6270633 0,7400506 0,2599494 2,8469021

0,4463329 0,5536671 0,8061396 0,4077692 0,5922308 0,6885309

0,5070141 0,4929859 1,0284555 0,4117931 0,5882069 0,700082
0,5742093 0,4257907 1,3485715 0,4723322 0,5276678 0,8951319
0,429195 0,570805 0,7519118 0,4747982 0,5252018 0,9040299
0,538989 0,461011 1,1691457 0,3913265 0,6086735 0,642917

0,5047161 0,4952839 1,0190441 0,3282019 0,6717981 0,4885425



0,6849822 0,3150178 2,1744243 0,3103171 0,6896829 0,4499416
0,6843683 0,3156317 2,1682494 0,4679983 0,5320017 0,8796933
0,5828458 0,4171542 1,3971953 0,4289589 0,5710411 0,7511873
0,7036853 0,2963147 2,3747908 0,408498 0,591502 0,6906114
0,4763874 0,5236126 0,9098088 0,4844698 0,5155302 0,9397506

0,3878231 0,6121769 0,6335147 0,2905909 0,7094091 0,4096238
0,4721763 0,5278237 0,8945719 0,7344132 0,2655868 2,7652479
0,4510482 0,5489518 0,8216537 0,4819569 0,5180431 0,9303412
0,4576173 0,5423827 0,8437168 0,4519635 0,5480365 0,8246959

0,4445498 0,5554502 0,8003415 0,4471044 0,5528956 0,8086598
0,475646 0,524354 0,9071086 0,4372296 0,5627704 0,7769237

0,5102079 0,4897921 1,0416826 0,5096783 0,4903217 1,0394774
0,3479015 0,6520985 0,5335106 0,5132954 0,4867046 1,0546345
0,365667 0,634333 0,576459 0,4974937 0,5025063 0,990025

0,3933292 0,6066708 0,6483405 0,5336933 0,4663067 1,1445113

0,490927 0,509073 0,9643546 0,5704351 0,4295649 1,3279368
0,4339321 0,5660679 0,7665724 0,3390589 0,6609411 0,5129941
0,4986856 0,5013144 0,994756 0,3896803 0,6103197 0,6384856
0,3976623 0,6023377 0,6601984 0,3160234 0,6839766 0,4620383

0,4520709 0,5479291 0,8250535 0,5760545 0,4239455 1,3587939
0,6650937 0,3349063 1,9859095 0,5868204 0,4131796 1,4202552
0,6966652 0,3033348 2,2966873 0,5271023 0,4728977 1,1146221
0,6673726 0,3326274 2,0063669 0,4880994 0,5119006 0,9535043

0,4072229 0,5927771 0,6869749 0,4687796 0,5312204 0,8824578
0,6360895 0,3639105 1,7479285 0,5478581 0,4521419 1,2116952
0,468887 0,531113 0,8828386 0,6284555 0,3715445 1,6914675

0,4130628 0,5869372 0,7037598 0,3446714 0,6553286 0,525952

0,5297161 0,4702839 1,126375 0,4871124 0,5128876 0,9497449
0,4090064 0,5909936 0,6920657 0,2389582 0,7610418 0,3139882
0,5972344 0,4027656 1,4828337 0,3518993 0,6481007 0,5429702

0,5738307 0,4261693 1,3464853 0,6478415 0,3521585 1,8396303
0,4956071 0,5043929 0,9825815 0,3382481 0,6617519 0,5111403



0,5284813 0,4715187 1,1208067 0,5226211 0,4773789 1,0947721
0,5505229 0,4494771 1,2248074 0,5155073 0,4844927 1,0640145

0,4920222 0,5079778 0,9685899 0,3585382 0,6414618 0,5589392
0,4974829 0,5025171 0,989982 0,3413366 0,6586634 0,518226
0,5980994 0,4019006 1,4881775 0,4966588 0,5033412 0,9867237
0,5699528 0,4300472 1,3253264 0,4764581 0,5235419 0,9100669
0,5546027 0,4453973 1,2451865 0,5522828 0,4477172 1,233553
0,4718603 0,5281397 0,8934383 0,5567767 0,4432233 1,2561991
0,4806429 0,5193571 0,9254574 0,3717683 0,6282317 0,5917695

0,3666511 0,6333489 0,5789087 0,5046664 0,4953336 1,0188413

0,6089644 0,3910356 1,5573121 0,5136664 0,4863336 1,0562018
0,5877862 0,4122138 1,4259254 0,5293398 0,4706602 1,1246749
0,5347127 0,4652873 1,1492097 0,3157888 0,6842112 0,4615369
0,5204448 0,4795552 1,0852657 0,7383648 0,2616352 2,822115
0,4461208 0,5538792 0,805448 0,4648298 0,5351702 0,8685644

0,3837016 0,6162984 0,6225906 0,3555421 0,6444579 0,5516916
0,5111718 0,4888282 1,0457085 0,4316494 0,5683506 0,7594773
0,3572804 0,6427196 0,5558885 0,5805637 0,4194363 1,3841524
0,6137195 0,3862805 1,5887922 0,4478782 0,5521218 0,8111946

0,4347827 0,5652173 0,769231 0,4858303 0,5141697 0,9448833
0,458782 0,541218 0,8476843 0,4565705 0,5434295 0,8401652

0,4703705 0,5296295 0,8881124 0,5016707 0,4983293 1,0067053
0,3721952 0,6278048 0,5928518 0,5613846 0,4386154 1,2799016

0,5306304 0,4693696 1,1305172 0,4820651 0,5179349 0,9307445
0,5597903 0,4402097 1,2716448 0,4715458 0,5284542 0,8923115
0,558112 0,441888 1,2630169 0,5073898 0,4926102 1,0300024

0,5833722 0,4166278 1,4002237 0,5399248 0,4600752 1,1735577
0,5426458 0,4573542 1,1864892 0,3164456 0,6835544 0,4629413
0,4369748 0,5630252 0,7761196 0,3909129 0,6090871 0,6418012
0,3079208 0,6920792 0,4449214 0,3269894 0,6730106 0,4858608
0,4411344 0,5588656 0,7893391 0,3823538 0,6176462 0,6190498

0,5363852 0,4636148 1,1569629 0,4385696 0,5614304 0,7811646
0,5287916 0,4712084 1,1222031 0,3152301 0,6847699 0,4603445
0,5285459 0,4714541 1,1210972 0,4062033 0,5937967 0,6840781
0,493967 0,506033 0,9761558 0,5493679 0,4506321 1,2191052

0,3993235 0,6006765 0,6647896 0,3211384 0,6788616 0,4730542
0,5169542 0,4830458 1,070197 0,441442 0,558558 0,7903245
0,4771654 0,5228346 0,9126508 0,3294128 0,6705872 0,4912303

0,4887223 0,5112777 0,9558841 0,3224211 0,6775789 0,475843
0,4914799 0,5085201 0,9664906 0,3994864 0,6005136 0,6652411



0,4241733 0,5758267 0,7366335 0,4559144 0,5440856 0,8379462

0,4561994 0,5438006 0,8389093 0,6336017 0,3663983 1,7292702
0,5410043 0,4589957 1,1786698 0,3663275 0,6336725 0,5781021
0,4955217 0,5044783 0,9822458 0,3648392 0,6351608 0,5744045
0,5492389 0,4507611 1,21847 0,4679466 0,5320534 0,8795106

0,5784968 0,4215032 1,3724611 0,8468756 0,1531244 5,5306389
0,608472 0,391528 1,5540958 0,8461123 0,1538877 5,4982442

0,5943023 0,4056977 1,4648892 0,8297866 0,1702134 4,8749784
0,5657887 0,4342113 1,3030262 0,8404994 0,1595006 5,2695671
0,5282946 0,4717054 1,1199673 0,8349865 0,1650135 5,0601099
0,5260935 0,4739065 1,110121 0,8160366 0,1839634 4,4358627

0,5379788 0,4620212 1,1644029 0,4395307 0,5604693 0,7842189
0,4311929 0,5688071 0,7580654 0,4620307 0,5379693 0,8588422
0,3970413 0,6029587 0,6584883 0,599209 0,400791 1,4950658
0,5676558 0,4323442 1,3129718 0,4512796 0,5487204 0,8224219

0,5397945 0,4602055 1,1729421 0,511311 0,488689 1,0462914
0,4879781 0,5120219 0,9530413 0,400605 0,599395 0,6683488
0,4516685 0,5483315 0,8237143 0,5733467 0,4266533 1,3438233
0,4129521 0,5870479 0,7034385 0,5047289 0,4952711 1,0190961
0,4645562 0,5354438 0,8676098 0,4092365 0,5907635 0,6927247
0,4548576 0,5451424 0,834383 0,4185402 0,5814598 0,7198093

0,5127265 0,4872735 1,0522357 0,5439521 0,4560479 1,1927521
0,5757162 0,4242838 1,3569132 0,5433145 0,4566855 1,1896906
0,5926564 0,4073436 1,45493 0,6060931 0,3939069 1,5386706
0,6254025 0,3745975 1,6695318 0,5819589 0,4180411 1,3921092
0,6264191 0,3735809 1,6767966 0,5510059 0,4489941 1,2272006
0,6381816 0,3618184 1,7638177 0,5606472 0,4393528 1,2760752
0,5532847 0,4467153 1,2385624 0,6476976 0,3523024 1,8384708
0,6274928 0,3725072 1,6845116 0,5319807 0,4680193 1,1366641

0,6819229 0,3180771 2,1438918 0,6264465 0,3735535 1,6769927
0,7187998 0,2812002 2,556185 0,659064 0,340936 1,9331019
0,7726882 0,2273118 3,3992439 0,6822752 0,3177248 2,1473782
0,6784267 0,3215733 2,109711 0,6514349 0,3485651 1,8689049

0,481717 0,518283 0,9294479 0,393564 0,606436 0,6489787
0,4103766 0,5896234 0,6959979 0,2834248 0,7165752 0,395527
0,377319 0,622681 0,6059588 0,3589687 0,6410313 0,5599862

0,3395164 0,6604836 0,5140421 0,4408348 0,5591652 0,7883801
0,3769426 0,6230574 0,6049886 0,3619911 0,6380089 0,5673761

0,5174771 0,4825229 1,0724403 0,4869071 0,5130929 0,9489649
0,5009305 0,4990695 1,003729 0,6787699 0,3212301 2,1130337
0,4414776 0,5585224 0,7904384 0,413604 0,586396 0,7053323

0,5900801 0,4099199 1,4395011 0,7518888 0,2481112 3,0304506



0,5857501 0,4142499 1,4140019 0,733442 0,266558 2,7515285
0,5704394 0,4295606 1,3279604 0,7820493 0,2179507 3,5881935
0,5702186 0,4297814 1,3267644 0,7594746 0,2405254 3,1575643
0,5213388 0,4786612 1,0891603 0,5853634 0,4146366 1,4117503
0,6214231 0,3785769 1,6414711 0,7246297 0,2753703 2,6314735
0,5330246 0,4669754 1,1414404 0,6874912 0,3125088 2,19991

0,4038634 0,5961366 0,6774678 0,303401 0,696599 0,4355461
0,4261234 0,5738766 0,7425349 0,3645298 0,6354702 0,5736378
0,4138518 0,5861482 0,7060533 0,3831399 0,6168601 0,6211131
0,3768404 0,6231596 0,6047253 0,2858594 0,7141406 0,4002846

0,5396957 0,4603043 1,1724757 0,6205263 0,3794737 1,6352285
0,5296936 0,4703064 1,1262735 0,5629645 0,4370355 1,2881437
0,5530357 0,4469643 1,2373153 0,6109566 0,3890434 1,5704075
0,5477541 0,4522459 1,2111864 0,4763769 0,5236231 0,9097705
0,4817089 0,5182911 0,9294175 0,301861 0,698139 0,4323795
0,5250316 0,4749684 1,1054033 0,3211016 0,6788984 0,4729744

0,6023566 0,3976434 1,5148157 0,4535537 0,5464463 0,8300058
0,616509 0,383491 1,6076235 0,441224 0,558776 0,789626

0,5513114 0,4486886 1,2287171 0,5524552 0,4475448 1,2344131
0,5615502 0,4384498 1,280763 0,5334348 0,4665652 1,1433231

0,6092782 0,3907218 1,5593659 0,43827 0,56173 0,7802147
0,5869418 0,4130582 1,4209661 0,3993745 0,6006255 0,664931
0,5887902 0,4112098 1,4318485 0,4068501 0,5931499 0,6859145
0,5108833 0,4891167 1,0445019 0,4749478 0,5250522 0,9045726
0,5548771 0,4451229 1,2465705 0,5663539 0,4336461 1,3060281
0,5306514 0,4693486 1,1306125 0,4257659 0,5742341 0,74145

0,491479 0,508521 0,966487 0,3940403 0,6059597 0,6502748

0,6058406 0,3941594 1,5370444 0,3404373 0,6595627 0,5161562
0,434551 0,565449 0,7685061 0,2708335 0,7291665 0,3714288

0,5280009 0,4719991 1,1186479 0,4500822 0,5499178 0,8184536

0,5188814 0,4811186 1,0784895 0,4940462 0,5059538 0,976465
0,4906517 0,5093483 0,9632929 0,5519046 0,4480954 1,2316676
0,4358161 0,5641839 0,7724717 0,3694015 0,6305985 0,5857951
0,487828 0,512172 0,9524692 0,4071717 0,5928283 0,6868291

0,5281762 0,4718238 1,1194353 0,4958806 0,5041194 0,983657
0,4605717 0,5394283 0,8538144 0,2986112 0,7013888 0,4257427
0,5199526 0,4800474 1,0831276 0,6497609 0,3502391 1,8551921

0,6157898 0,3842102 1,602742 0,7179564 0,2820436 2,5455514
0,6743479 0,3256521 2,0707614 0,7691044 0,2308956 3,3309624
0,6555473 0,3444527 1,903156 0,7283522 0,2716478 2,6812373



0,648339 0,351661 1,8436476 0,8021123 0,1978877 4,0533707

0,692328 0,307672 2,2502141 0,5974271 0,4025729 1,484022
0,6281787 0,3718213 1,6894641 0,5371235 0,4628765 1,1604036
0,5661277 0,4338723 1,3048259 0,5493115 0,4506885 1,2188275
0,5464661 0,4535339 1,2049069 0,5560405 0,4439595 1,2524576

0,4858876 0,5141124 0,9450998 0,4517327 0,5482673 0,823928
0,5118732 0,4881268 1,0486478 0,4758918 0,5241082 0,9080029
0,5579554 0,4420446 1,262215 0,5262185 0,4737815 1,1106775
0,5998958 0,4001042 1,4993488 0,535832 0,464168 1,1543926
0,5523042 0,4476958 1,2336597 0,5400336 0,4599664 1,1740717
0,4721862 0,5278138 0,8946076 0,6020617 0,3979383 1,5129523

0,5039104 0,4960896 1,0157649 0,455904 0,544096 0,8379111
0,4268343 0,5731657 0,7446961 0,3094611 0,6905389 0,4481443

0,6421042 0,3578958 1,7941092 0,4617373 0,5382627 0,8578288
0,6182275 0,3817725 1,6193613 0,4989661 0,5010339 0,9958729
0,6429299 0,3570701 1,8005704 0,5627002 0,4372998 1,2867608
0,5893017 0,4106983 1,4348774 0,4887308 0,5112692 0,955917
0,5344038 0,4655962 1,1477838 0,4960941 0,5039059 0,9844975
0,5610855 0,4389145 1,2783481 0,443023 0,556977 0,7954063

0,5505507 0,4494493 1,2249452 0,4276569 0,5723431 0,7472037
0,3919391 0,6080609 0,6445722 0,4566567 0,5433433 0,840457
0,4549267 0,5450733 0,8346156 0,4927502 0,5072498 0,9714154

0,6312243 0,3687757 1,7116755 0,5990664 0,4009336 1,4941787
0,6230245 0,3769755 1,6526923 0,5925623 0,4074377 1,4543629
0,6316922 0,3683078 1,7151205 0,5749297 0,4250703 1,3525519
0,6115102 0,3884898 1,5740703 0,5727221 0,4272779 1,3403971
0,6371778 0,3628222 1,756171 0,5992272 0,4007728 1,4951796
0,5808966 0,4191034 1,386046 0,6065758 0,3934242 1,541786

0,65504 0,34496 1,8988867 0,5752744 0,4247256 1,3544613
0,609151 0,390849 1,5585327 0,6265017 0,3734983 1,6773887

0,6630892 0,3369108 1,9681448 0,5921531 0,4078469 1,4519005
0,576999 0,423001 1,3640607 0,5743598 0,4256402 1,349402

0,4765193 0,5234807 0,9102901 0,4876025 0,5123975 0,9516098



0,4639962 0,5360038 0,8656586 0,3345345 0,6654655 0,5027076
0,4993332 0,5006668 0,9973364 0,3754694 0,6245306 0,6012025

0,4513744 0,5486256 0,8227366 0,8272212 0,1727788 4,7877456
0,4369649 0,5630351 0,7760881 0,7904292 0,2095708 3,7716577
0,4590351 0,5409649 0,8485488 0,8038465 0,1961535 4,0980476
0,3668057 0,6331943 0,5792941 0,7790608 0,2209392 3,5261318
0,4288148 0,5711852 0,7507455 0,7933442 0,2066558 3,8389637
0,4435015 0,5564985 0,7969499 0,8080389 0,1919611 4,2093894
0,5218167 0,4781833 1,0912481 0,5414349 0,4585651 1,1807154

0,5972498 0,4027502 1,4829289 0,5374649 0,4625351 1,1619979
0,5060815 0,4939185 1,0246254 0,4876162 0,5123838 0,951662
0,5445919 0,4554081 1,1958329 0,4015925 0,5984075 0,6711021

0,444561 0,555439 0,8003776 0,3373153 0,6626847 0,5090134
0,3890413 0,6109587 0,6367719 0,4702436 0,5297564 0,8876602
0,5658309 0,4341691 1,3032499 0,5822467 0,4177533 1,3937574

0,5322078 0,4677922 1,1377015 0,5986321 0,4013679 1,4914798
0,5872329 0,4127671 1,4226735 0,3888773 0,6111227 0,6363325

0,64637 0,35363 1,8278146 0,7567606 0,2432394 3,111176

0,4494746 0,5505254 0,8164467 0,461474 0,538526 0,8569207
0,5743775 0,4256225 1,3494998 0,5122463 0,4877537 1,0502153
0,572718 0,427282 1,3403749 0,7096985 0,2903015 2,4446946

0,3754933 0,6245067 0,6012638 0,3789417 0,6210583 0,6101549
0,4718101 0,5281899 0,8932586 0,3677206 0,6322794 0,5815793
0,5042005 0,4957995 1,0169443 0,6894706 0,3105294 2,2203068
0,5444316 0,4555684 1,1950603 0,7129824 0,2870176 2,4841072
0,5181954 0,4818046 1,0755303 0,7305588 0,2694412 2,7113844
0,529557 0,470443 1,1256561 0,7200055 0,2799945 2,5714984

0,5584188 0,4415812 1,2645892 0,7221996 0,2778004 2,5997065
0,5417684 0,4582316 1,1823024 0,6923208 0,3076792 2,2501382
0,528171 0,471829 1,1194119 0,7129311 0,2870689 2,483484

0,4907641 0,5092359 0,9637263 0,4109435 0,5890565 0,69763
0,482678 0,517322 0,933032 0,4084415 0,5915585 0,69045

0,5758173 0,4241827 1,3574748 0,4177317 0,5822683 0,7174213
0,5717289 0,4282711 1,3349694 0,4704056 0,5295944 0,8882374
0,5013479 0,4986521 1,0054061 0,4157899 0,5842101 0,7117129
0,4489728 0,5510272 0,8147925 0,6126585 0,3873415 1,5817012
0,4459393 0,5540607 0,8048563 0,6524604 0,3475396 1,87737

0,5278306 0,4721694 1,117884 0,7620011 0,2379989 3,2016994
0,4779566 0,5220434 0,9155497 0,62491 0,37509 1,6660269
0,4799525 0,5200475 0,9229014 0,7411241 0,2588759 2,8628549
0,4923404 0,5076596 0,9698239 0,7759477 0,2240523 3,4632442
0,529711 0,470289 1,1263521 0,7909462 0,2090538 3,7834581

0,3340172 0,6659828 0,5015404 0,2415701 0,7584299 0,3185134



0,4613833 0,5386167 0,8566078 0,3712047 0,6287953 0,5903427
0,3616592 0,6383408 0,5665613 0,3418408 0,6581592 0,5193892

0,488848 0,511152 0,9563652 0,4704219 0,5295781 0,8882955
0,4804307 0,5195693 0,9246709 0,372984 0,627016 0,5948556
0,4221505 0,5778495 0,7305544 0,3125664 0,6874336 0,454686

0,5162945 0,4837055 1,0673735 0,6958194 0,3041806 2,2875202
0,5167642 0,4832358 1,0693831 0,5499193 0,4500807 1,221824
0,5176782 0,4823218 1,0733044 0,4887425 0,5112575 0,9559614
0,461491 0,538509 0,8569792 0,4200165 0,5799835 0,7241869

0,530821 0,469179 1,1313827 0,6383696 0,3616304 1,765254

0,6702686 0,3297314 2,0327716 0,8186722 0,1813278 4,5148737
0,6815607 0,3184393 2,1403162 0,7797576 0,2202424 3,540451
0,6147969 0,3852031 1,5960332 0,682356 0,317644 2,1481785
0,6387665 0,3612335 1,7682928 0,7760581 0,2239419 3,4654432
0,6837515 0,3162485 2,1620702 0,743777 0,256223 2,9028508
0,6252928 0,3747072 1,6687506 0,7249506 0,2750494 2,63571

0,5228326 0,4771674 1,0957005 0,507781 0,492219 1,031616
0,4861234 0,5138766 0,9459925 0,3988879 0,6011121 0,6635832
0,4976199 0,5023801 0,9905247 0,2930454 0,7069546 0,414518
0,480233 0,519767 0,9239389 0,3555728 0,6444272 0,5517657

0,4968068 0,5031932 0,9873084 0,4096934 0,5903066 0,6940349
0,3053387 0,6946613 0,4395505 0,4851231 0,5148769 0,9422118
0,4660602 0,5339398 0,8728704 0,4347264 0,5652736 0,7690548

0,3659185 0,6340815 0,5770844 0,3459302 0,6540698 0,5288889
0,5393973 0,4606027 1,1710685 0,4560612 0,5439388 0,838442
0,4324925 0,5675075 0,7620911 0,360218 0,639782 0,5630324

0,4210013 0,5789987 0,7271195 0,8417427 0,1582573 5,318824
0,3976939 0,6023061 0,6602854 0,8626166 0,1373834 6,2788993
0,4810241 0,5189759 0,9268716 0,4701326 0,5298674 0,8872646

0,4435602 0,5564398 0,7971395 0,4435523 0,5564477 0,7971142
0,4080993 0,5919007 0,6894724 0,4194983 0,5805017 0,722648
0,4969701 0,5030299 0,9879534 0,5757276 0,4242724 1,3569764

0,7028465 0,2971535 2,3652642 0,3466622 0,6533378 0,5306018
0,5566834 0,4433166 1,2557241 0,2848353 0,7151647 0,3982793
0,4986218 0,5013782 0,9945025 0,357162 0,642838 0,5556018

0,5780553 0,4219447 1,3699788 0,3967052 0,6032948 0,6575645
0,3916081 0,6083919 0,6436774 0,5769017 0,4230983 1,363517
0,5336378 0,4663622 1,1442561 0,4642435 0,5357565 0,8665195



0,6183776 0,3816224 1,6203915 0,7651891 0,2348109 3,2587458
0,6661823 0,3338177 1,9956468 0,6913352 0,3086648 2,2397603
0,6028554 0,3971446 1,5179745 0,7037371 0,2962629 2,37538
0,5458307 0,4541693 1,2018219 0,4374108 0,5625892 0,7774959
0,4925743 0,5074257 0,9707319 0,5589343 0,4410657 1,267236

0,3696826 0,6303174 0,5865024 0,3305746 0,6694254 0,4938184
0,3645188 0,6354812 0,5736107 0,5327023 0,4672977 1,1399634
0,408555 0,591445 0,6907743 0,3820903 0,6179097 0,6183594

0,453023 0,546977 0,8282305 0,3749571 0,6250429 0,5998901
0,4441486 0,5558514 0,7990421 0,3626402 0,6373598 0,5689726
0,4105149 0,5894851 0,6963956 0,3731982 0,6268018 0,5954007
0,4033811 0,5966189 0,6761118 0,4254814 0,5745186 0,7405875

0,6860868 0,3139132 2,1855936 0,7938509 0,2061491 3,8508574
0,5656461 0,4343539 1,3022699 0,6360941 0,3639059 1,7479633
0,6598788 0,3401212 1,940128 0,7954116 0,2045884 3,8878633
0,6800358 0,3199642 2,1253495 0,7747029 0,2252971 3,438583

0,6568036 0,3431964 1,9137836 0,4269849 0,5730151 0,7451548
0,5112149 0,4887851 1,045889 0,6733161 0,3266839 2,0610631
0,516376 0,483624 1,067722 0,4426754 0,5573246 0,7942866

0,5469006 0,4530994 1,207021 0,6014903 0,3985097 1,5093495
0,4219386 0,5780614 0,72992 0,2875068 0,7124932 0,4035221
0,5110207 0,4889793 1,0450764 0,3982302 0,6017698 0,6617651

0,5830045 0,4169955 1,3981075 0,4351813 0,5648187 0,7704795
0,5567402 0,4432598 1,2560133 0,4014735 0,5985265 0,6707699
0,5619139 0,4380861 1,2826564 0,3596992 0,6403008 0,5617661
0,5617595 0,4382405 1,2818523 0,3418336 0,6581664 0,5193726
0,5415684 0,4584316 1,1813506 0,3627262 0,6372738 0,5691842
0,4788081 0,5211919 0,918679 0,4145118 0,5854882 0,7079762

0,4678938 0,5321062 0,8793241 0,4218752 0,5781248 0,7297302
0,4087422 0,5912578 0,6913097 0,3725657 0,6274343 0,5937923
0,4769339 0,5230661 0,9118043 0,4576029 0,5423971 0,8436675

0,5074131 0,4925869 1,0300988 0,433793 0,566207 0,7661386
0,4987368 0,5012632 0,9949597 0,3638092 0,6361908 0,5718555
0,5629793 0,4370207 1,2882213 0,3771026 0,6228974 0,6054007
0,5463574 0,4536426 1,2043786 0,521555 0,478445 1,0901046
0,5330559 0,4669441 1,1415842 0,295582 0,704418 0,4196116

0,4412589 0,5587411 0,7897376 0,4347626 0,5652374 0,7691682
0,4444503 0,5555497 0,8000191 0,439114 0,560886 0,7828934
0,4222445 0,5777555 0,730836 0,519991 0,480009 1,0832945
0,3678202 0,6321798 0,5818285 0,3944405 0,6055595 0,6513654
0,4751404 0,5248596 0,9052714 0,5233669 0,4766331 1,0980498



0,4096216 0,5903784 0,6938289 0,4628811 0,5371189 0,8617851
0,4030964 0,5969036 0,6753124 0,4217579 0,5782421 0,7293794
0,3641394 0,6358606 0,5726718 0,3772128 0,6227872 0,605685

0,5151454 0,4848546 1,0624742 0,3969018 0,6030982 0,6581047
0,589361 0,410639 1,4352291 0,3540572 0,6459428 0,5481247

0,4637711 0,5362289 0,8648753 0,4058569 0,5941431 0,6830962

0,4408562 0,5591438 0,7884487 0,3904907 0,6095093 0,6406639

0,3072408 0,6927592 0,443503 0,5705519 0,4294481 1,3285701
0,3392179 0,6607821 0,5133581 0,4109522 0,5890478 0,6976552
0,3285372 0,6714628 0,4892858 0,4039807 0,5960193 0,6777981

0,480834 0,519166 0,9261664 0,6105104 0,3894896 1,5674628
0,6165044 0,3834956 1,6075918 0,3379692 0,6620308 0,5105038
0,5162131 0,4837869 1,0670257 0,2406023 0,7593977 0,316833

0,4412265 0,5587735 0,7896338 0,4523646 0,5476354 0,8260325
0,4628274 0,5371726 0,8615992 0,4782183 0,5217817 0,9165103
0,4623872 0,5376128 0,8600748 0,4250685 0,5749315 0,7393377
0,5227659 0,4772341 1,0954076 0,5211049 0,4788951 1,0881401
0,4304715 0,5695285 0,7558383 0,4575962 0,5424038 0,843645

0,4314686 0,5685314 0,7589177 0,4898576 0,5101424 0,9602368
0,4719131 0,5280869 0,8936277 0,2692334 0,7307666 0,368426
0,3683775 0,6316225 0,5832242 0,3782703 0,6217297 0,608416

0,5500585 0,4499415 1,2225113 0,5111924 0,4888076 1,0457949
0,5520982 0,4479018 1,2326322 0,4682422 0,5317578 0,8805554
0,4881143 0,5118857 0,9535612 0,4987212 0,5012788 0,994898

0,498009 0,501991 0,9920676 0,5431729 0,4568271 1,1890119
0,5219531 0,4780469 1,0918452 0,5930902 0,4069098 1,4575471
0,5565199 0,4434801 1,2548928 0,4075037 0,5924963 0,6877741

0,5154608 0,4845392 1,0638166 0,6028708 0,3971292 1,5180721
0,5562522 0,4437478 1,2535325 0,6221342 0,3778658 1,6464423
0,5390859 0,4609141 1,1696019 0,4503105 0,5496895 0,8192089
0,5091902 0,4908098 1,0374493 0,4993334 0,5006666 0,9973372

0,4457606 0,5542394 0,8042746 0,6118231 0,3881769 1,576145
0,5761565 0,4238435 1,3593614 0,9042276 0,0957724 9,4414218
0,5706089 0,4293911 1,3288795 0,9094099 0,0905901 10,038737
0,4361819 0,5638181 0,7736218 0,7404073 0,2595927 2,8521888

0,5265744 0,4734256 1,1122642 0,7798351 0,2201649 3,5420491
0,5436986 0,4563014 1,1915337 0,83586 0,16414 5,0923586
0,4907582 0,5092418 0,9637036 0,8244334 0,1755666 4,6958448



0,7001338 0,2998662 2,3348202 0,5041566 0,4958434 1,0167658
0,6903371 0,3096629 2,2293183 0,5134305 0,4865695 1,0552049

0,3807871 0,6192129 0,6149534 0,6965886 0,3034114 2,2958547

0,4565064 0,5434936 0,8399481 0,7593155 0,2406845 3,1548162

0,419968 0,580032 0,7240428 0,2873096 0,7126904 0,4031337
0,4808623 0,5191377 0,9262713 0,4373927 0,5626073 0,7774388
0,4868153 0,5131847 0,9486163 0,5193004 0,4806996 1,0803014

0,579671 0,420329 1,3790886 0,6326677 0,3673323 1,7223304
0,4850387 0,5149613 0,9418937 0,4159874 0,5840126 0,7122919
0,5396661 0,4603339 1,1723363 0,457325 0,542675 0,8427237
0,5372122 0,4627878 1,1608175 0,5432653 0,4567347 1,189455

0,6053534 0,3946466 1,5339129 0,3541577 0,6458423 0,5483655
0,5491827 0,4508173 1,2181933 0,3750033 0,6249967 0,6000084
0,5533359 0,4466641 1,2388186 0,314845 0,685155 0,4595237

0,5536091 0,4463909 1,240189 0,8148952 0,1851048 4,4023459
0,5371879 0,4628121 1,1607042 0,8270719 0,1729281 4,7827486
0,5506159 0,4493841 1,2252678 0,4879159 0,5120841 0,9528044

0,6798225 0,3201775 2,1232675 0,4066134 0,5933866 0,6852418
0,6669678 0,3330322 2,0027129 0,4774887 0,5225113 0,9138341
0,662576 0,337424 1,9636304 0,7127846 0,2872154 2,4817074

0,5247615 0,4752385 1,1042067 0,4987918 0,5012082 0,9951788
0,4818344 0,5181656 0,929885 0,3897612 0,6102388 0,6387028
0,4199772 0,5800228 0,7240701 0,3420839 0,6579161 0,5199506

0,5079293 0,4920707 1,0322285 0,663046 0,336954 1,9677645
0,5700893 0,4299107 1,3260643 0,5986949 0,4013051 1,4918694
0,5231458 0,4768542 1,0970768 0,5194353 0,4805647 1,0808854



0,4762046 0,5237954 0,9091423 0,4847813 0,5152187 0,9409233
0,555262 0,444738 1,248515 0,6955154 0,3044846 2,284238

0,726084 0,273916 2,6507544 0,6803473 0,3196527 2,1283953

0,5178455 0,4821545 1,0740241 0,3351683 0,6648317 0,50414
0,4611353 0,5388647 0,8557533 0,3804054 0,6195946 0,6139586
0,636828 0,363172 1,7535165 0,4210117 0,5789883 0,7271506

0,5004338 0,4995662 1,0017366 0,3222144 0,6777856 0,4753929

0,4996159 0,5003841 0,9984647 0,7902892 0,2097108 3,768471
0,518604 0,481396 1,0772919 0,7224023 0,2775977 2,6023356

0,5093148 0,4906852 1,0379665 0,6680377 0,3319623 2,0123904
0,4268582 0,5731418 0,7447688 0,7812808 0,2187192 3,5720729

0,4200066 0,5799934 0,7241574 0,4446818 0,5553182 0,8007694
0,5541451 0,4458549 1,2428824 0,54418 0,45582 1,1938482
0,4946108 0,5053892 0,978673 0,3110469 0,6889531 0,4514776
0,477897 0,522103 0,915331 0,2543633 0,7456367 0,3411358

0,4890443 0,5109557 0,9571169 0,3491816 0,6508184 0,536527

0,4722575 0,5277425 0,8948633 0,5859332 0,4140668 1,4150695
0,4232399 0,5767601 0,733823 0,6267379 0,3732621 1,679083

0,5374428 0,4625572 1,1618948 0,3673165 0,6326835 0,5805691
0,4987819 0,5012181 0,9951393 0,4220403 0,5779597 0,7302244
0,5822238 0,4177762 1,3936259 0,3398842 0,6601158 0,5148858
0,5778289 0,4221711 1,3687079 0,3185879 0,6814121 0,4675407
0,6379386 0,3620614 1,7619624 0,3598125 0,6401875 0,5620423

0,6374026 0,3625974 1,7578794 0,3630153 0,6369847 0,5698964
0,5301947 0,4698053 1,1285414 0,4268274 0,5731726 0,744675
0,3459066 0,6540934 0,5288336 0,6311585 0,3688415 1,711192

0,4278262 0,5721738 0,7477207 0,7037079 0,2962921 2,3750481
0,5533433 0,4466567 1,2388559 0,5532429 0,4467571 1,2383529

0,6423545 0,3576455 1,7960646 0,6628683 0,3371317 1,9661995
0,5147901 0,4852099 1,0609636 0,3947883 0,6052117 0,6523144



0,4745027 0,5254973 0,9029593 0,4142285 0,5857715 0,7071503

0,5743006 0,4256994 1,3490756 0,3432286 0,6567714 0,5225998
0,558059 0,441941 1,2627453 0,3591885 0,6408115 0,5605212

0,7167225 0,2832775 2,5301079 0,7668228 0,2331772 3,2885843
0,5753881 0,4246119 1,3550919 0,6430541 0,3569459 1,8015451
0,6561881 0,3438119 1,908567 0,7911225 0,2088775 3,7874961

0,568682 0,431318 1,318475 0,5613053 0,4386947 1,2794897
0,5764958 0,4235042 1,3612516 0,6462935 0,3537065 1,8272025
0,5972117 0,4027883 1,4826937 0,6442234 0,3557766 1,8107525
0,6031661 0,3968339 1,5199458 0,7191402 0,2808598 2,5604957
0,5304597 0,4695403 1,1297428 0,6547371 0,3452629 1,8963438

0,4648663 0,5351337 0,868692 0,478071 0,521929 0,9159696
0,4881567 0,5118433 0,953723 0,4788032 0,5211968 0,9186612
0,5149917 0,4850083 1,0618202 0,5256557 0,4743443 1,1081734

0,4898169 0,5101831 0,9600805 0,4211555 0,5788445 0,7275796
0,5097536 0,4902464 1,0397907 0,5973284 0,4026716 1,4834136
0,4885493 0,5114507 0,9552227 0,455678 0,544322 0,8371478
0,4737544 0,5262456 0,9002534 0,5066716 0,4933284 1,0270472

0,5800196 0,4199804 1,3810634 0,609999 0,390001 1,5640963
0,5607192 0,4392808 1,276448 0,4494137 0,5505863 0,8162456
0,5825548 0,4174452 1,3955243 0,735132 0,264868 2,7754652
0,554741 0,445259 1,2458836 0,7269866 0,2730134 2,6628233

0,5661329 0,4338671 1,3048534 0,249833 0,750167 0,3330366
0,6157973 0,3842027 1,6027925 0,3892148 0,6107852 0,6372367

0,4199951 0,5800049 0,7241234 0,3136868 0,6863132 0,4570607
0,4200707 0,5799293 0,724348 0,2824273 0,7175727 0,393587
0,4569452 0,5430548 0,8414349 0,3649476 0,6350524 0,5746732

0,5069437 0,4930563 1,028166 0,3351386 0,6648614 0,5040729
0,5477384 0,4522616 1,2111098 0,375433 0,624567 0,6011094
0,5288256 0,4711744 1,1223564 0,3496158 0,6503842 0,5375527
0,5458015 0,4541985 1,2016807 0,3686468 0,6313532 0,5838994
0,5214606 0,4785394 1,0896922 0,3396227 0,6603773 0,5142857

0,4631354 0,5368646 0,8626671 0,7027623 0,2972377 2,3643109
0,5305019 0,4694981 1,1299342 0,7475787 0,2524213 2,9616306
0,504315 0,495685 1,0174102 0,7209493 0,2790507 2,5835783

0,5712038 0,4287962 1,3321102 0,5367788 0,4632212 1,1587956



0,4348367 0,5651633 0,7694002 0,7442398 0,2557602 2,9099121
0,523905 0,476095 1,1004212 0,8233952 0,1766048 4,6623612

0,4722149 0,5277851 0,8947106 0,8332862 0,1667138 4,9983041

0,6092898 0,3907102 1,5594415 0,8795795 0,1204205 7,3042369
0,5251569 0,4748431 1,1059587 0,5917999 0,4082001 1,4497788
0,5782254 0,4217746 1,3709348 0,8602597 0,1397403 6,156132

0,5004291 0,4995709 1,0017179 0,3932785 0,6067215 0,6482026
0,4211072 0,5788928 0,7274357 0,2961938 0,7038062 0,4208457
0,4256134 0,5743866 0,7409877 0,4047747 0,5952253 0,6800362

0,4990728 0,5009272 0,9962981 0,3823549 0,6176451 0,6190528
0,3441333 0,6558667 0,5247002 0,0689439 0,9310561 0,0740492

0,396492 0,603508 0,656979 0,3422108 0,6577892 0,5202439
0,4529493 0,5470507 0,8279841 0,3723606 0,6276394 0,5932717
0,4921654 0,5078346 0,9691452 0,53848 0,46152 1,1667535

0,5353769 0,4646231 1,152282 0,3413787 0,6586213 0,5183231
0,5964639 0,4035361 1,4780933 0,3522265 0,6477735 0,5437496
0,5479217 0,4520783 1,2120063 0,2897498 0,7102502 0,4079546

0,5164128 0,4835872 1,0678796 0,4469981 0,5530019 0,8083122
0,5321729 0,4678271 1,1375417 0,4128499 0,5871501 0,7031421
0,5234786 0,4765214 1,0985415 0,5480589 0,4519411 1,2126776
0,510214 0,489786 1,041708 0,5307287 0,4692713 1,1309637

0,4580807 0,5419193 0,8452931 0,4688285 0,5311715 0,882631
0,4362852 0,5637148 0,7739468 0,4481077 0,5518923 0,8119476
0,3922402 0,6077598 0,6453868 0,441404 0,558596 0,7902026
0,5240509 0,4759491 1,1010648 0,4777966 0,5222034 0,9149625
0,4901153 0,5098847 0,9612278 0,5080603 0,4919397 1,0327694

0,6053057 0,3946943 1,5336065 0,8828355 0,1171645 7,5350085
0,6156599 0,3843401 1,6018625 0,8239842 0,1760158 4,6813071
0,6691573 0,3308427 2,0225849 0,8602811 0,1397189 6,1572304

0,4565776 0,5434224 0,8401891 0,6606372 0,3393628 1,9466993
0,5306477 0,4693523 1,1305956 0,7152491 0,2847509 2,5118417
0,5985963 0,4014037 1,4912577 0,4633402 0,5366598 0,863378
0,4523566 0,5476434 0,8260058 0,7624528 0,2375472 3,2096904
0,4376722 0,5623278 0,7783221 0,7175053 0,2824947 2,53989

0,6231451 0,3768549 1,6535412 0,7715363 0,2284637 3,3770636
0,5974341 0,4025659 1,4840655 0,7632738 0,2367262 3,2242889
0,6562425 0,3437575 1,9090278 0,82891 0,17109 4,8448758
0,6717274 0,3282726 2,0462485 0,8444309 0,1555691 5,4280119
0,6624637 0,3375363 1,9626446 0,8470164 0,1529836 5,5366473
0,6141163 0,3858837 1,5914544 0,6967355 0,3032645 2,2974517
0,6490003 0,3509997 1,8490055 0,7413372 0,2586628 2,8660376



0,4457919 0,5542081 0,8043764 0,3059733 0,6940267 0,4408668
0,5623903 0,4376097 1,2851415 0,4032896 0,5967104 0,6758548
0,5124813 0,4875187 1,0512036 0,3483468 0,6516532 0,5345586

0,6822217 0,3177783 2,146848 0,8130739 0,1869261 4,349709
0,5708089 0,4291911 1,3299644 0,8079029 0,1920971 4,2056996
0,3850368 0,6149632 0,6261134 0,8571742 0,1428258 6,0015378

0,4003673 0,5996327 0,6676877 0,4101062 0,5898938 0,6952204
0,4545842 0,5454158 0,8334637 0,7608402 0,2391598 3,1813043
0,4337449 0,5662551 0,7659886 0,6770249 0,3229751 2,0962135
0,4444878 0,5555122 0,8001404 0,3201443 0,6798557 0,4709004

0,4528366 0,5471634 0,8276076 0,360234 0,639766 0,5630714
0,4487399 0,5512601 0,8140257 0,2990759 0,7009241 0,4266879
0,4873225 0,5126775 0,9505439 0,3568134 0,6431866 0,5547589
0,4883378 0,5116622 0,9544144 0,2971217 0,7028783 0,4227213
0,4719407 0,5280593 0,8937266 0,374372 0,625628 0,5983939
0,5373531 0,4626469 1,1614758 0,6385149 0,3614851 1,7663659
0,5502314 0,4497686 1,2233654 0,4265879 0,5734121 0,7439464

0,4438193 0,5561807 0,7979769 0,5886354 0,4113646 1,4309337
0,514905 0,485095 1,0614518 0,4134106 0,5865894 0,7047701

0,5195173 0,4804827 1,0812406 0,4435606 0,5564394 0,797141
0,4263274 0,5736726 0,7431545 0,526102 0,473898 1,1101587
0,4132172 0,5867828 0,7042081 0,4569953 0,5430047 0,8416046

0,4806101 0,5193899 0,925336 0,4434792 0,5565208 0,7968779
0,4551926 0,5448074 0,8355111 0,1911269 0,8088731 0,2362879

0,4470166 0,5529834 0,8083726 0,4279803 0,5720197 0,7481916
0,5617096 0,4382904 1,2815924 0,6108243 0,3891757 1,5695338
0,4340949 0,5659051 0,7670807 0,5791277 0,4208723 1,3760176

0,3726094 0,6273906 0,5939034 0,7059197 0,2940803 2,4004314
0,4200689 0,5799311 0,7243429 0,6971568 0,3028432 2,3020386
0,4741804 0,5258196 0,9017929 0,7651565 0,2348435 3,2581546
0,5112033 0,4887967 1,0458405 0,6423262 0,3576738 1,7958437

0,6050435 0,3949565 1,5319242 0,5008347 0,4991653 1,0033446
0,5839229 0,4160771 1,4034009 0,4842645 0,5157355 0,9389784
0,5260769 0,4739231 1,1100472 0,7060201 0,2939799 2,4015929
0,4448026 0,5551974 0,8011611 0,3783205 0,6216795 0,6085458

0,4608505 0,5391495 0,8547733 0,3120409 0,6879591 0,4535747
0,5230492 0,4769508 1,0966525 0,3369467 0,6630533 0,5081743
0,5205785 0,4794215 1,085847 0,3548757 0,6451243 0,5500889

0,465755 0,534245 0,8718005 0,4606403 0,5393597 0,8540502
0,4929425 0,5070575 0,972163 0,4120668 0,5879332 0,7008736
0,5818196 0,4181804 1,3913127 0,4917506 0,5082494 0,9675382
0,4900661 0,5099339 0,9610387 0,6907851 0,3092149 2,2339964



0,6376611 0,3623389 1,7598469 0,3432756 0,6567244 0,5227087
0,6939323 0,3060677 2,2672509 0,5793711 0,4206289 1,3773925
0,6150808 0,3849192 1,5979475 0,5894178 0,4105822 1,4355656

0,4820719 0,5179281 0,9307701 0,7893392 0,2106608 3,7469681
0,4803924 0,5196076 0,9245292 0,8103894 0,1896106 4,2739669
0,4639212 0,5360788 0,8653973 0,8339645 0,1660355 5,02281
0,4953601 0,5046399 0,9816109 0,4585489 0,5414511 0,8468889

0,4465647 0,5534353 0,8068959 0,3706992 0,6293008 0,5890653
0,6418481 0,3581519 1,7921113 0,8389599 0,1610401 5,2096353
0,5148768 0,4851232 1,0613319 0,779763 0,220237 3,540564
0,4542647 0,5457353 0,8323903 0,3578621 0,6421379 0,557298
0,4603308 0,5396692 0,8529871 0,2720197 0,7279803 0,3736636

0,4346365 0,5653635 0,7687735 0,4801711 0,5198289 0,9237099
0,4132824 0,5867176 0,7043976 0,2996181 0,7003819 0,4277924
0,5137975 0,4862025 1,0567561 0,4008325 0,5991675 0,6689825

0,5702127 0,4297873 1,3267325 0,4795076 0,5204924 0,9212577
0,591237 0,408763 1,4464054 0,4931788 0,5068212 0,9730825

0,5959107 0,4040893 1,4747006 0,8435745 0,1564255 5,3928215
0,5921014 0,4078986 1,4515897 0,7853435 0,2146565 3,6586063
0,6407418 0,3592582 1,7835133 0,8069452 0,1930548 4,1798774

0,5020415 0,4979585 1,0081994 0,4431053 0,5568947 0,7956715
0,5436643 0,4563357 1,1913694 0,49372 0,50628 0,9751915
0,5712887 0,4287113 1,3325722 0,4112541 0,5887459 0,6985256

0,4466321 0,5533679 0,8071161 0,4324282 0,5675718 0,7618916
0,4259956 0,5740044 0,742147 0,4052608 0,5947392 0,6814093
0,519323 0,480677 1,080399 0,509503 0,490497 1,0387485

0,3401635 0,6598365 0,515527 0,3984054 0,6015946 0,6622491
0,4150392 0,5849608 0,7095164 0,3822052 0,6177948 0,6186604
0,4177914 0,5822086 0,7175974 0,6085653 0,3914347 1,5547048

0,4293235 0,5706765 0,7523063 0,5193696 0,4806304 1,0806009
0,5381915 0,4618085 1,1653999 0,4171326 0,5828674 0,7156562
0,5043548 0,4956452 1,0175721 0,4830624 0,5169376 0,9344696

0,4906818 0,5093182 0,9634093 0,3207588 0,6792412 0,4722311
0,5430774 0,4569226 1,1885544 0,4413985 0,5586015 0,7901851
0,5552502 0,4447498 1,2484551 0,6983598 0,3016402 2,3152082

0,2763757 0,7236243 0,3819326 0,5973771 0,4026229 1,483714
0,4167248 0,5832752 0,7144566 0,6008082 0,3991918 1,5050613
0,3518224 0,6481776 0,542787 0,7607577 0,2392423 3,1798635

0,589012 0,410988 1,4331613 0,274062 0,725938 0,3775281



0,5312631 0,4687369 1,133393 0,4347318 0,5652682 0,7690719
0,6435056 0,3564944 1,8050932 0,4547507 0,5452493 0,8340234

0,4111652 0,5888348 0,6982691 0,3033539 0,6966461 0,4354492
0,4735211 0,5264789 0,8994115 0,4726169 0,5273831 0,8961549
0,4429468 0,5570532 0,7951608 0,4184565 0,5815435 0,7195619

0,6929131 0,3070869 2,256407 0,8075315 0,1924685 4,1956558
0,6873931 0,3126069 2,1989059 0,8022119 0,1977881 4,0559171
0,4257507 0,5742493 0,7414038 0,6673633 0,3326367 2,0062829
0,5198535 0,4801465 1,0826976 0,6500849 0,3499151 1,8578357
0,6985962 0,3014038 2,3178087 0,8405034 0,1594966 5,2697264
0,4026993 0,5973007 0,6741986 0,7025439 0,2974561 2,3618406

0,6051522 0,3948478 1,5326214 0,3559174 0,6440826 0,552596
0,4378033 0,5621967 0,7787367 0,30465 0,69535 0,4381246

0,5390602 0,4609398 1,1694809 0,384506 0,615494 0,6247111
0,4167947 0,5832053 0,714662 0,2813553 0,7186447 0,3915083
0,5768847 0,4231153 1,3634222 0,3482958 0,6517042 0,5344385

0,496194 0,503806 0,984891 0,7632878 0,2367122 3,2245389
0,4784962 0,5215038 0,9175316 0,6097462 0,3902538 1,5624347
0,3720293 0,6279707 0,5924309 0,665802 0,334198 1,9922383
0,3525867 0,6474133 0,5446084 0,7246568 0,2753432 2,6318316

0,5322745 0,4677255 1,1380061 0,5698168 0,4301832 1,3245909
0,5251411 0,4748589 1,1058886 0,3949959 0,6050041 0,6528814
0,485463 0,514537 0,9434947 0,46151 0,53849 0,8570446

0,6102165 0,3897835 1,5655267 0,6049719 0,3950281 1,5314656
0,5568493 0,4431507 1,2565687 0,4325424 0,5674576 0,7622462
0,6072959 0,3927041 1,5464462 0,5771717 0,4228283 1,3650259

0,6644823 0,3355177 1,9804685 0,3440631 0,6559369 0,5245369
0,5704261 0,4295739 1,3278884 0,2846082 0,7153918 0,3978353

0,5702084 0,4297916 1,3267092 0,4755634 0,5244366 0,9068082
0,5843602 0,4156398 1,4059295 0,5425617 0,4574383 1,1860872
0,6251127 0,3748873 1,6674683 0,395962 0,604038 0,6555249
0,6168307 0,3831693 1,6098125 0,4117869 0,5882131 0,7000641
0,5690273 0,4309727 1,3203326 0,4220078 0,5779922 0,7301273
0,5411349 0,4588651 1,1792897 0,4369287 0,5630713 0,7759739

0,4188871 0,5811129 0,7208359 0,3151911 0,6848089 0,4602614
0,511149 0,488851 1,0456129 0,5446805 0,4553195 1,1962601

0,5272102 0,4727898 1,115105 0,6859466 0,3140534 2,1841723

0,432665 0,567335 0,762627 0,5071908 0,4928092 1,0291828
0,3757817 0,6242183 0,6020037 0,6406384 0,3593616 1,7827125



0,5164221 0,4835779 1,067919 0,8263454 0,1736546 4,7585565
0,5263193 0,4736807 1,1111268 0,8089878 0,1910122 4,2352675
0,5727521 0,4272479 1,3405616 0,7710502 0,2289498 3,3677702
0,5609577 0,4390423 1,2776847 0,7755679 0,2244321 3,4556905

0,4265512 0,5734488 0,743835 0,5294581 0,4705419 1,1252093
0,3723822 0,6276178 0,5933265 0,40376 0,59624 0,677177
0,3388727 0,6611273 0,5125679 0,5584508 0,4415492 1,2647532
0,3623059 0,6376941 0,56815 0,5041845 0,4958155 1,0168792

0,4562461 0,5437539 0,8390672 0,672698 0,327302 2,0552822
0,5276587 0,4723413 1,117113 0,7433958 0,2566042 2,8970517

0,6204487 0,3795513 1,6346896 0,5463848 0,4536152 1,2045119
0,6528545 0,3471455 1,8806362 0,6249503 0,3750497 1,666313
0,6257059 0,3742941 1,6716959 0,7052865 0,2947135 2,3931263

0,3629287 0,6370713 0,569683 0,521947 0,478053 1,0918183
0,3309045 0,6690955 0,494555 0,2142361 0,7857639 0,2726469

0,4850099 0,5149901 0,941785 0,4068456 0,5931544 0,6859016
0,4781207 0,5218793 0,9161519 0,827773 0,172227 4,8062899

0,4197321 0,5802679 0,723342 0,5967051 0,4032949 1,4795749
0,4267465 0,5732535 0,744429 0,6228482 0,3771518 1,651452
0,4494763 0,5505237 0,8164523 0,393331 0,606669 0,6483452

0,5801684 0,4198316 1,3819074 0,4393492 0,5606508 0,7836413
0,6137962 0,3862038 1,5893066 0,3980631 0,6019369 0,6613038
0,5446797 0,4553203 1,1962561 0,6155519 0,3844481 1,601131
0,642911 0,357089 1,8004225 0,8269058 0,1730942 4,7772

0,6638922 0,3361078 1,9752364 0,6268251 0,3731749 1,6797086
0,7682941 0,2317059 3,3158158 0,3593044 0,6406956 0,5608036

0,5579004 0,4420996 1,2619335 0,4182855 0,5817145 0,7190563
0,5900379 0,4099621 1,4392501 0,3592526 0,6407474 0,5606773
0,5704748 0,4295252 1,3281521 0,3496998 0,6503002 0,5377513
0,5259567 0,4740433 1,109512 0,3839734 0,6160266 0,6233066

0,6602714 0,3397286 1,9435259 0,3811018 0,6188982 0,6157746
0,6723632 0,3276368 2,0521604 0,3525023 0,6474977 0,5444071
0,6796018 0,3203982 2,1211158 0,2641836 0,7358164 0,3590347

0,447941 0,552059 0,8114007 0,761163 0,238837 3,1869561

0,5863832 0,4136168 1,4176966 0,337951 0,662049 0,5104621

0,6030318 0,3969682 1,5190937 0,554786 0,445214 1,246111
0,5542937 0,4457063 1,2436299 0,6395953 0,3604047 1,7746585
0,5247668 0,4752332 1,1042299 0,4245671 0,5754329 0,737822



0,4601387 0,5398613 0,8523276 0,7525667 0,2474333 3,0414939
0,5469997 0,4530003 1,207504 0,7067828 0,2932172 2,4104412
0,4943396 0,5056604 0,9776117 0,769846 0,230154 3,3449177
0,4534405 0,5465595 0,829627 0,5251416 0,4748584 1,1058908
0,5079703 0,4920297 1,0323977 0,7941995 0,2058005 3,8590745

0,5573041 0,4426959 1,258887 0,3156209 0,6843791 0,4611784
0,5537592 0,4462408 1,2409424 0,3459331 0,6540669 0,5288956
0,469719 0,530281 0,8857928 0,3940791 0,6059209 0,6503804
0,549236 0,450764 1,2184557 0,4042758 0,5957242 0,6786292

0,4929244 0,5070756 0,9720927 0,5643471 0,4356529 1,2954053
0,4903766 0,5096234 0,9622332 0,440623 0,559377 0,787703
0,4870628 0,5129372 0,9495565 0,4999385 0,5000615 0,999754
0,5102459 0,4897541 1,041841 0,3989647 0,6010353 0,6637958

0,489574 0,510426 0,9591478 0,4448001 0,5551999 0,8011531
0,4965665 0,5034335 0,9863597 0,3380651 0,6619349 0,5107225

0,4021711 0,5978289 0,6727193 0,4030033 0,5969967 0,6750512
0,4123969 0,5876031 0,701829 0,4061434 0,5938566 0,6839083
0,4411714 0,5588286 0,7894574 0,3937435 0,6062565 0,6494667

0,4628382 0,5371618 0,8616365 0,3327861 0,6672139 0,4987698
0,5619446 0,4380554 1,2828161 0,3727113 0,6272887 0,5941624
0,5681733 0,4318267 1,3157437 0,3655734 0,6344266 0,5762265

0,5946549 0,4053451 1,4670338 0,2448895 0,7551105 0,3243096
0,3378165 0,6621835 0,5101555 0,6098451 0,3901549 1,5630849

0,5351574 0,4648426 1,1512657 0,5400398 0,4599602 1,1741013
0,5775259 0,4224741 1,367009 0,5311907 0,4688093 1,1330637
0,5108107 0,4891893 1,0441983 0,537333 0,462667 1,1613819

0,6161846 0,3838154 1,6054194 0,2714577 0,7285423 0,3726039
0,5522672 0,4477328 1,2334748 0,2396846 0,7603154 0,3152436

0,501729 0,498271 1,0069401 0,388298 0,611702 0,6347829
0,480274 0,519726 0,9240908 0,3786241 0,6213759 0,6093318

0,4046796 0,5953204 0,6797679 0,7439866 0,2560134 2,9060458
0,5043317 0,4956683 1,0174782 0,653759 0,346241 1,8881619
0,4590954 0,5409046 0,8487549 0,6452993 0,3547007 1,8192783

0,5536605 0,4463395 1,2404468 0,6528078 0,3471922 1,8802488

0,1265482 0,8734518 0,1448829 0,4440372 0,5559628 0,7986814



0,4652909 0,5347091 0,8701756 0,5568753 0,4431247 1,2567012
0,5370173 0,4629827 1,1599079 0,6089761 0,3910239 1,5573881

0,441139 0,558861 0,7893537 0,7833637 0,2166363 3,6160323

0,5611493 0,4388507 1,2786791 0,6591663 0,3408337 1,9339823
0,5464923 0,4535077 1,2050344 0,7492852 0,2507148 2,9885963
0,4065679 0,5934321 0,6851128 0,7282105 0,2717895 2,6793185

0,5263403 0,4736597 1,1112205 0,4148049 0,5851951 0,7088318
0,3966011 0,6033989 0,6572784 0,2775104 0,7224896 0,3841029

0,690871 0,309129 2,2348955 0,7946237 0,2053763 3,869111
0,7014333 0,2985667 2,349335 0,8015151 0,1984849 4,0381656
0,5934463 0,4065537 1,4596995 0,7588906 0,2411094 3,1474948

0,5398128 0,4601872 1,1730286 0,2128517 0,7871483 0,2704086

0,4553403 0,5446597 0,8360087 0,2177422 0,7822578 0,2783509
0,4331623 0,5668377 0,7641733 0,3292617 0,6707383 0,4908945

0,4339984 0,5660016 0,7667796 0,42221 0,57779 0,7307326
0,473139 0,526861 0,8980337 0,2755626 0,7244374 0,3803816

0,5332396 0,4667604 1,142427 0,5625269 0,4374731 1,2858551

0,4709864 0,5290136 0,8903106 0,2597849 0,7402151 0,3509586
0,5128128 0,4871872 1,0525993 0,4668771 0,5331229 0,8757402

0,5122761 0,4877239 1,0503402 0,7947019 0,2052981 3,8709659

0,4485941 0,5514059 0,813546 0,5601468 0,4398532 1,2734859
0,4883245 0,5116755 0,9543638 0,4104401 0,5895599 0,6961805
0,4653274 0,5346726 0,8703034 0,4307524 0,5692476 0,7567047

0,517881 0,482119 1,0741765 0,289314 0,710686 0,4070911
0,5555758 0,4444242 1,2501026 0,4531255 0,5468745 0,8285731
0,5007454 0,4992546 1,0029862 0,3809851 0,6190149 0,6154699

0,4346446 0,5653554 0,7687988 0,7405585 0,2594415 2,8544329
0,3891749 0,6108251 0,6371297 0,6188785 0,3811215 1,623835

0,535212 0,464788 1,1515185 0,6685431 0,3314569 2,0169833
0,5272402 0,4727598 1,1152392 0,3731918 0,6268082 0,5953844

0,5810355 0,4189645 1,3868371 0,4094548 0,5905452 0,6933504
0,5019199 0,4980801 1,0077091 0,4177751 0,5822249 0,7175492
0,5620066 0,4379934 1,2831395 0,4042168 0,5957832 0,6784629



0,3382416 0,6617584 0,5111256 0,4637209 0,5362791 0,8647008
0,2476029 0,7523971 0,3290853 0,4591338 0,5408662 0,8488862
0,314238 0,685762 0,4582319 0,462838 0,537162 0,8616359

0,5363796 0,4636204 1,156937 0,5009454 0,4990546 1,0037889
0,5141579 0,4858421 1,0582819 0,3342923 0,6657077 0,5021608
0,5261909 0,4738091 1,1105546 0,394422 0,605578 0,6513149

0,5351943 0,4648057 1,1514364 0,3786434 0,6213566 0,6093819
0,5094062 0,4905938 1,038346 0,3996747 0,6003253 0,6657636
0,5238249 0,4761751 1,1000679 0,4302868 0,5697132 0,755269
0,4174336 0,5825664 0,7165424 0,5998773 0,4001227 1,4992332

0,5386588 0,4613412 1,1675933 0,6848073 0,3151927 2,172662
0,4556898 0,5443102 0,8371876 0,7302783 0,2697217 2,7075255
0,4612114 0,5387886 0,8560154 0,6839178 0,3160822 2,1637338

0,4711387 0,5288613 0,890855 0,614799 0,385201 1,5960475
0,4329156 0,5670844 0,7634059 0,7380068 0,2619932 2,8168936
0,4545432 0,5454568 0,8333256 0,768428 0,231572 3,3183109
0,3981306 0,6018694 0,6614901 0,5946443 0,4053557 1,4669693

0,5326072 0,4673928 1,1395279 0,3781343 0,6218657 0,6080643
0,5646962 0,4353038 1,2972465 0,365894 0,634106 0,5770233

0,5484186 0,4515814 1,2144404 0,3986244 0,6013756 0,6628543
0,5732158 0,4267842 1,3431048 0,4013195 0,5986805 0,67034
0,6379619 0,3620381 1,7621404 0,505279 0,494721 1,0213414

0,3585057 0,6414943 0,5588602 0,3053713 0,6946287 0,439618
0,4507792 0,5492208 0,8207612 0,4250126 0,5749874 0,7391685

0,3392879 0,6607121 0,5135186 0,4233559 0,5766441 0,7341719
0,502 0,498 1,0080323 0,3643044 0,6356956 0,5730799

0,60562 0,39438 1,5356255 0,748589 0,251411 2,9775506
0,5802555 0,4197445 1,3824019 0,6526137 0,3473863 1,87864

0,3804259 0,6195741 0,6140119 0,3114682 0,6885318 0,4523656
0,3283976 0,6716024 0,4889763 0,2485552 0,7514448 0,3307697
0,4481515 0,5518485 0,8120916 0,4708387 0,5291613 0,889783

0,4546042 0,5453958 0,8335309 0,5075391 0,4924609 1,0306182
0,490805 0,509195 0,9638843 0,7023315 0,2976685 2,3594421

0,4820387 0,5179613 0,9306461 0,8022086 0,1977914 4,0558327
0,3825538 0,6174462 0,6195742 0,8230797 0,1769203 4,6522634

0,4617489 0,5382511 0,8578689 0,3383372 0,6616628 0,511344
0,500921 0,499079 1,0036909 0,4511139 0,5488861 0,8218715



0,5265304 0,4734696 1,1120681 0,4916364 0,5083636 0,9670961
0,4785239 0,5214761 0,9176335 0,4494528 0,5505472 0,8163749

0,6463195 0,3536805 1,8274107 0,3949061 0,6050939 0,6526361
0,6529318 0,3470682 1,8812782 0,4109648 0,5890352 0,6976914
0,6927115 0,3072885 2,2542714 0,4308588 0,5691412 0,7570332
0,6883409 0,3116591 2,2086341 0,4380664 0,5619336 0,7795696

0,5296586 0,4703414 1,1261154 0,5272363 0,4727637 1,1152214
0,4447088 0,5552912 0,8008569 0,417503 0,582497 0,7167471

0,415078 0,584922 0,7096295 0,3001349 0,6998651 0,4288469
0,4212583 0,5787417 0,7278865 0,4368997 0,5631003 0,7758826
0,4183848 0,5816152 0,71935 0,6756534 0,3243466 2,0831217

0,5274679 0,4725321 1,1162584 0,3437908 0,6562092 0,5239042
0,4875236 0,5124764 0,9513093 0,3215085 0,6784915 0,4738578

0,4625096 0,5374904 0,8604983 0,4684167 0,5315833 0,8811728
0,4070964 0,5929036 0,6866149 0,435913 0,564087 0,7727761
0,4392039 0,5607961 0,7831792 0,3809602 0,6190398 0,6154051

0,46849 0,53151 0,8814322 0,5999317 0,4000683 1,4995735
0,4545221 0,5454779 0,8332549 0,6427376 0,3572624 1,7990631
0,4047308 0,5952692 0,6799122 0,3721259 0,6278741 0,592676

0,7840324 0,2159676 3,6303252 0,3200992 0,6799008 0,4708028
0,5345636 0,4654364 1,1485211 0,4778904 0,5221096 0,9153068

0,4158341 0,5841659 0,7118425 0,4777297 0,5222703 0,9147175
0,2324952 0,7675048 0,3029234 0,5223266 0,4776734 1,0934806

0,4364525 0,5635475 0,7744733 0,3606902 0,6393098 0,5641868
0,3530826 0,6469174 0,5457925 0,2829235 0,7170765 0,3945514
0,3586827 0,6413173 0,5592907 0,3386554 0,6613446 0,5120711
0,372347 0,627653 0,5932369 0,3974329 0,6025671 0,6595663

0,5148953 0,4851047 1,0614106 0,675859 0,324141 2,0850775
0,4875612 0,5124388 0,9514524 0,8125611 0,1874389 4,3350723

0,5806256 0,4193744 1,3845043 0,7162272 0,2837728 2,5239459
0,4795161 0,5204839 0,9212892 0,6177841 0,3822159 1,6163223

0,5773178 0,4226822 1,3658439 0,6003784 0,3996216 1,502367
0,4626358 0,5373642 0,8609353 0,5380376 0,4619624 1,1646785
0,4158803 0,5841197 0,7119778 0,4106605 0,5893395 0,6968149



0,4897176 0,5102824 0,9596994 0,372145 0,627855 0,5927245
0,5621108 0,4378892 1,2836825 0,3550075 0,6449925 0,5504056

0,5879683 0,4120317 1,4269978 0,6794426 0,3205574 2,1195661
0,6212083 0,3787917 1,6399733 0,5603033 0,4396967 1,2742947
0,5802539 0,4197461 1,3823923 0,4175709 0,5824291 0,7169472

0,6289173 0,3710827 1,6948167 0,3727862 0,6272138 0,5943528
0,5071844 0,4928156 1,0291564 0,2518536 0,7481464 0,3366368

0,4172263 0,5827737 0,715932 0,3194516 0,6805484 0,4694031
0,4907114 0,5092886 0,9635232 0,1902972 0,8097028 0,2350211
0,4916967 0,5083033 0,9673293 0,3866036 0,6133964 0,630267

0,4975026 0,5024974 0,9900601 0,4337426 0,5662574 0,7659814
0,367469 0,632531 0,5809502 0,5592587 0,4407413 1,2689049

0,4873901 0,5126099 0,9508012 0,4629951 0,5370049 0,8621803
0,4720754 0,5279246 0,8942098 0,471987 0,528013 0,8938926
0,4139522 0,5860478 0,7063456 0,474247 0,525753 0,9020339

0,6134308 0,3865692 1,5868586 0,5100349 0,4899651 1,0409616
0,5528745 0,4471255 1,2365083 0,5210351 0,4789649 1,0878355

0,4180227 0,5819773 0,7182801 0,3929697 0,6070303 0,6473643
0,4950266 0,5049734 0,9803023 0,3958047 0,6041953 0,6550939

0,3949301 0,6050699 0,6527015 0,310149 0,689851 0,4495884

0,4123022 0,5876978 0,7015549 0,6969917 0,3030083 2,3002395
0,4154505 0,5845495 0,710719 0,6822391 0,3177609 2,1470201
0,4932833 0,5067167 0,9734893 0,7741091 0,2258909 3,4269152

0,4071831 0,5928169 0,6868615 0,7307002 0,2692998 2,7133334
0,4041677 0,5958323 0,6783247 0,7629732 0,2370268 3,218933

0,5460087 0,4539913 1,2026856 0,6052578 0,3947422 1,5332989

0,576759 0,423241 1,3627202 0,5133179 0,4866821 1,0547295
0,5868394 0,4131606 1,4203665 0,4873164 0,5126836 0,9505207
0,4921252 0,5078748 0,968989 0,5025348 0,4974652 1,010191

0,3954777 0,6045223 0,6541987 0,8344794 0,1655206 5,0415444
0,383359 0,616641 0,6216892 0,818355 0,181645 4,5052425

0,6203499 0,3796501 1,634004 0,7590303 0,2409697 3,1498997



0,5134707 0,4865293 1,0553748 0,6768279 0,3231721 2,0943262
0,6040168 0,3959832 1,5253599 0,3558668 0,6441332 0,552474
0,4573647 0,5426353 0,8428584 0,3311023 0,6688977 0,494997
0,4568772 0,5431228 0,8412043 0,3598267 0,6401733 0,5620771

0,4583655 0,5416345 0,8462636 0,6166627 0,3833373 1,6086688
0,5377447 0,4622553 1,1633068 0,5023858 0,4976142 1,0095888

0,5370488 0,4629512 1,1600551 0,6141853 0,3858147 1,5919181
0,4519594 0,5480406 0,8246824 0,4361306 0,5638694 0,7734603
0,4699645 0,5300355 0,886666 0,4452093 0,5547907 0,8024815

0,4590158 0,5409842 0,8484829 0,6128639 0,3871361 1,5830706
0,4465895 0,5534105 0,806977 0,5968523 0,4031477 1,4804803
0,4241758 0,5758242 0,7366412 0,5417771 0,4582229 1,1823442

0,5552666 0,4447334 1,2485382 0,5459364 0,4540636 1,2023345
0,4434189 0,5565811 0,7966835 0,404754 0,595246 0,6799777
0,4530854 0,5469146 0,8284392 0,4133259 0,5866741 0,7045239
0,4382581 0,5617419 0,780177 0,4399617 0,5600383 0,7855923

0,5459197 0,4540803 1,2022535 0,6848774 0,3151226 2,1733678
0,5751212 0,4248788 1,3536124 0,6847586 0,3152414 2,172172
0,7192159 0,2807841 2,5614552 0,779522 0,220478 3,5355991
0,6351687 0,3648313 1,7409927 0,7244833 0,2755167 2,6295439

0,53518 0,46482 1,1513704 0,5529732 0,4470268 1,2370024
0,4808359 0,5191641 0,9261733 0,6098844 0,3901156 1,5633427

0,4239789 0,5760211 0,7360475 0,6049982 0,3950018 1,5316343

0,6922038 0,3077962 2,2489035 0,8584943 0,1415057 6,0668511
0,7655525 0,2344475 3,2653465 0,8297564 0,1702436 4,8739348

0,7507294 0,2492706 3,0117044 0,3758229 0,6241771 0,6021094
0,5298379 0,4701621 1,126926 0,4325152 0,5674848 0,7621617
0,5956785 0,4043215 1,4732792 0,4024974 0,5975026 0,6736329

0,6243595 0,3756405 1,6621198 0,4824302 0,5175698 0,9321067
0,638219 0,361781 1,764103 0,476174 0,523826 0,9090309

0,4374338 0,5625662 0,7775686 0,7054361 0,2945639 2,3948491
0,4122498 0,5877502 0,7014031 0,7862696 0,2137304 3,6787915
0,4219179 0,5780821 0,7298582 0,767067 0,232933 3,2930794

0,5228553 0,4771447 1,0958001 0,4176368 0,5823632 0,7171416
0,6834513 0,3165487 2,1590721 0,508682 0,491318 1,0353417
0,5228604 0,4771396 1,0958228 0,6318092 0,3681908 1,7159828
0,5104549 0,4895451 1,0427127 0,4365941 0,5634059 0,7749194

0,5312402 0,4687598 1,1332886 0,5780753 0,4219247 1,3700914



0,4137725 0,5862275 0,7058224 0,593925 0,406075 1,4625991

0,43174 0,56826 0,7597578 0,386625 0,613375 0,6303241
0,5369814 0,4630186 1,1597404 0,4821744 0,5178256 0,9311519

0,3957453 0,6042547 0,6549314 0,4329182 0,5670818 0,763414
0,4953508 0,5046492 0,9815745 0,7128282 0,2871718 2,4822355

0,5389097 0,4610903 1,1687728 0,4892791 0,5107209 0,9580167
0,6145058 0,3854942 1,5940725 0,6844996 0,3155004 2,1695683

0,4503176 0,5496824 0,8192323 0,2141596 0,7858404 0,272523

0,3962712 0,6037288 0,6563728 0,6482449 0,3517551 1,8428873
0,421094 0,578906 0,7273961 0,5807636 0,4192364 1,3852893

0,4662844 0,5337156 0,8736569 0,6152594 0,3847406 1,5991536

0,4665355 0,5334645 0,8745389 0,5739443 0,4260557 1,347111
0,5300753 0,4699247 1,1280004 0,6962335 0,3037665 2,2920026

0,4801801 0,5198199 0,9237432 0,3148347 0,6851653 0,4595018
0,4583006 0,5416994 0,8460422 0,418335 0,581665 0,7192025
0,4972072 0,5027928 0,9888907 0,3173327 0,6826673 0,4648425
0,5274371 0,4725629 1,1161206 0,3594707 0,6405293 0,5612087
0,5698807 0,4301193 1,3249365 0,3157588 0,6842412 0,461473

0,5654046 0,4345954 1,3009907 0,455902 0,544098 0,8379043
0,5137229 0,4862771 1,0564406 0,5533904 0,4466096 1,2390922

0,4813364 0,5186636 0,9280321 0,2498994 0,7501006 0,3331546
0,4928172 0,5071828 0,9716758 0,4870699 0,5129301 0,9495832
0,5064374 0,4935626 1,0260856 0,4708432 0,5291568 0,8897989

0,3916811 0,6083189 0,6438746 0,5249953 0,4750047 1,1052425
0,5124827 0,4875173 1,0512091 0,679737 0,320263 2,1224334

0,5788745 0,4211255 1,3745892 0,454946 0,545054 0,8346805
0,5430105 0,4569895 1,1882343 0,6206695 0,3793305 1,6362235

0,5788469 0,4211531 1,3744336 0,8454082 0,1545918 5,4686469
0,63504 0,36496 1,7400262 0,6033811 0,3966189 1,5213119

0,5619276 0,4380724 1,2827276 0,3999081 0,6000919 0,6664113
0,4395147 0,5604853 0,7841682 0,3038789 0,6961211 0,4365316

0,555667 0,444333 1,2505645 0,4011406 0,5988594 0,6698411
0,558815 0,441185 1,2666227 0,4391617 0,5608383 0,783045

0,5069236 0,4930764 1,0280833 0,3837579 0,6162421 0,6227389



0,5084436 0,4915564 1,0343546 0,5772558 0,4227442 1,3654965
0,4993048 0,5006952 0,9972231 0,4667651 0,5332349 0,8753462

0,4605005 0,5394995 0,8535698 0,4991227 0,5008773 0,9964971
0,3867411 0,6132589 0,6306327 0,3103849 0,6896151 0,4500842
0,5044851 0,4955149 1,0181029 0,3789243 0,6210757 0,6101097
0,4146577 0,5853423 0,708402 0,3186396 0,6813604 0,467652
0,4456846 0,5543154 0,8040272 0,394759 0,605241 0,6522345

0,5335578 0,4664422 1,1438882 0,5700838 0,4299162 1,3260348
0,4711978 0,5288022 0,8910663 0,3766656 0,6233344 0,6042754

0,385873 0,614127 0,6283276 0,4382488 0,5617512 0,7801475
0,4472649 0,5527351 0,8091849 0,5063959 0,4936041 1,0259152

0,4674242 0,5325758 0,877667 0,6132009 0,3867991 1,5853213
0,4160591 0,5839409 0,7125021 0,6077507 0,3922493 1,5493987

0,4098023 0,5901977 0,6943475 0,3435907 0,6564093 0,5234397
0,5054136 0,4945864 1,0218916 0,4662131 0,5337869 0,8734069
0,4065453 0,5934547 0,6850486 0,4350721 0,5649279 0,7701375
0,5670942 0,4329058 1,3099712 0,4335364 0,5664636 0,7653385

0,5034766 0,4965234 1,0140036 0,3392131 0,6607869 0,5133471
0,4110077 0,5889923 0,6978151 0,437771 0,562229 0,7786347

0,6737311 0,3262689 2,0649564 0,3384256 0,6615744 0,5115457
0,6696387 0,3303613 2,026989 0,3471764 0,6528236 0,5318074

0,3633589 0,6366411 0,5707436 0,2798065 0,7201935 0,3885157
0,4152822 0,5847178 0,7102267 0,51089 0,48911 1,04453

0,6077382 0,3922618 1,5493181 0,5249836 0,4750164 1,1051905
0,508431 0,491569 1,0343025 0,607234 0,392766 1,5460454

0,5586048 0,4413952 1,2655432 0,6384274 0,3615726 1,7656962

0,523674 0,476326 1,0994025 0,6848733 0,3151267 2,1733266
0,6496934 0,3503066 1,8546421 0,7914096 0,2085904 3,7940851

0,8377703 0,1622297 5,1640986 0,3046971 0,6953029 0,4382222
0,8661216 0,1338784 6,4694638 0,3045141 0,6954859 0,4378438
0,7098413 0,2901587 2,4463894 0,3770383 0,6229617 0,6052351

0,4657598 0,5342402 0,8718174 0,6185445 0,3814555 1,6215378
0,5075424 0,4924576 1,0306317 0,6175572 0,3824428 1,6147701
0,5485371 0,4514629 1,2150215 0,670216 0,329784 2,0322877

0,4765819 0,5234181 0,9105186 0,4356077 0,5643923 0,7718172
0,4410419 0,5589581 0,7890429 0,3825559 0,6174441 0,6195798

0,520244 0,479756 1,0843927 0,5862345 0,4137655 1,4168282
0,5341012 0,4658988 1,146389 0,3857604 0,6142396 0,6280291



0,3864516 0,6135484 0,6298633 0,3899617 0,6100383 0,6392414
0,5246868 0,4753132 1,103876 0,485285 0,514715 0,9428227

0,4214279 0,5785721 0,7283931 0,4189771 0,5810229 0,7211024
0,4546913 0,5453087 0,8338235 0,3862025 0,6137975 0,6292018
0,4668749 0,5331251 0,8757323 0,3848808 0,6151192 0,6257011

0,5886754 0,4113246 1,4311697 0,6327682 0,3672318 1,7230756
0,5199987 0,4800013 1,0833279 0,5507147 0,4492853 1,2257572
0,5062411 0,4937589 1,0252799 0,5721818 0,4278182 1,3374415
0,5029899 0,4970101 1,0120314 0,5396381 0,4603619 1,1722041

0,5300086 0,4699914 1,1276984 0,2740249 0,7259751 0,3774578
0,5316615 0,4683385 1,1352078 0,3301945 0,6698055 0,4929708
0,6346055 0,3653945 1,7367684 0,8441468 0,1558532 5,4162963
0,5376942 0,4623058 1,1630706 0,3135089 0,6864911 0,456683

0,3588039 0,6411961 0,5595853 0,6086619 0,3913381 1,5553354
0,3568157 0,6431843 0,5547642 0,5843867 0,4156133 1,4060829
0,3626762 0,6373238 0,5690611 0,6242143 0,3757857 1,6610909
0,3103516 0,6896484 0,4500142 0,7509968 0,2490032 3,0160128

0,5316189 0,4683811 1,1350137 0,6825972 0,3174028 2,1505713
0,5454436 0,4545564 1,1999468 0,7300875 0,2699125 2,7049047
0,4414693 0,5585307 0,7904118 0,6331402 0,3668598 1,725837
0,3970292 0,6029708 0,658455 0,6110796 0,3889204 1,5712203

0,5948143 0,4051857 1,4680042 0,5446342 0,4553658 1,1960368
0,5787498 0,4212502 1,3738864 0,3870284 0,6129716 0,631397
0,5036863 0,4963137 1,0148548 0,367814 0,632186 0,581813
0,4929152 0,5070848 0,9720568 0,6095755 0,3904245 1,5613149
0,5867089 0,4132911 1,4196023 0,4004313 0,5995687 0,6678656

0,4622409 0,5377591 0,8595687 0,4095046 0,5904954 0,6934934
0,5141445 0,4858555 1,0582253 0,4253598 0,5746402 0,7402195
0,498466 0,501534 0,9938829 0,4194494 0,5805506 0,7225028

0,4946611 0,5053389 0,97887 0,4259517 0,5740483 0,7420136

0,4107303 0,5892697 0,6970157 0,5989568 0,4010432 1,4934967
0,5037831 0,4962169 1,0152476 0,6648985 0,3351015 1,9841701
0,4985027 0,5014973 0,9940285 0,6603467 0,3396533 1,9441789
0,4908464 0,5091536 0,9640439 0,6317515 0,3682485 1,7155578

0,5477879 0,4522121 1,2113519 0,370963 0,629037 0,5897315
0,540172 0,459828 1,1747263 0,3356769 0,6643231 0,5052915

0,5539591 0,4460409 1,2419469 0,4997666 0,5002334 0,9990667
0,6123437 0,3876563 1,5796049 0,4707195 0,5292805 0,8893575
0,5881884 0,4118116 1,4282947 0,4029026 0,5970974 0,6747686

0,674288 0,325712 2,0701967 0,8145872 0,1854128 4,393371



0,543038 0,456962 1,1883656 0,7483781 0,2516219 2,9742167
0,4339885 0,5660115 0,7667485 0,8295108 0,1704892 4,8654735
0,6071242 0,3928758 1,5453337 0,7587068 0,2412932 3,1443354

0,5969325 0,4030675 1,4809738 0,2149317 0,7850683 0,2737746
0,6381606 0,3618394 1,7636569 0,3204417 0,6795583 0,471544

0,5316187 0,4683813 1,1350127 0,5844627 0,4155373 1,4065229
0,4813152 0,5186848 0,9279531 0,5471438 0,4528562 1,2082064
0,4717821 0,5282179 0,893158 0,4392623 0,5607377 0,7833649
0,4970882 0,5029118 0,9884204 0,3945413 0,6054587 0,6516404

0,6082402 0,3917598 1,5525843 0,4576063 0,5423937 0,8436793
0,470519 0,529481 0,8886418 0,6130689 0,3869311 1,5844397

0,4458412 0,5541588 0,804537 0,6219974 0,3780026 1,6454841

0,5530071 0,4469929 1,2371719 0,4480265 0,5519735 0,8116812
0,6044881 0,3955119 1,5283689 0,4161403 0,5838597 0,7127403

0,4694934 0,5305066 0,8849905 0,365145 0,634855 0,5751628
0,5152949 0,4847051 1,06311 0,4055189 0,5944811 0,6821393

0,3834184 0,6165816 0,6218453 0,5171708 0,4828292 1,0711258
0,376678 0,623322 0,6043072 0,4547758 0,5452242 0,8341079

0,3878086 0,6121914 0,633476 0,545962 0,454038 1,2024589
0,4442898 0,5557102 0,7994991 0,556562 0,443438 1,2551067

0,3584245 0,6415755 0,5586631 0,2482702 0,7517298 0,3302652
0,3869933 0,6130067 0,6313035 0,4165346 0,5834654 0,7138977

0,637948 0,362052 1,7620344 0,6877323 0,3122677 2,2023803
0,4065653 0,5934347 0,6851053 0,683666 0,316334 2,161216

0,5325149 0,4674851 1,1391054 0,4925733 0,5074267 0,970728
0,4379523 0,5620477 0,7792084 0,6989365 0,3010635 2,3215586
0,4715874 0,5284126 0,8924605 0,6765054 0,3234946 2,0912422

0,4799106 0,5200894 0,9227462 0,3730995 0,6269005 0,5951495
0,5097685 0,4902315 1,0398527 0,4053002 0,5946998 0,6815206

0,4729993 0,5270007 0,8975307 0,3516656 0,6483344 0,5424139
0,4059311 0,5940689 0,6833063 0,4837197 0,5162803 0,9369322

0,4613668 0,5386332 0,8565509 0,3739024 0,6260976 0,597195
0,3875171 0,6124829 0,6326985 0,4863887 0,5136113 0,9469977

0,3605334 0,6394666 0,5638033 0,448027 0,551973 0,8116828
0,4410387 0,5589613 0,7890327 0,424199 0,575801 0,7367111

0,6175801 0,3824199 1,6149266 0,3809659 0,6190341 0,6154199
0,5213393 0,4786607 1,0891626 0,2908934 0,7091066 0,4102253



0,4670331 0,5329669 0,8762891 0,6012606 0,3987394 1,5079038

0,5545852 0,4454148 1,2450982 0,3186097 0,6813903 0,4675877
0,4238692 0,5761308 0,735717 0,4075155 0,5924845 0,687808

0,4540304 0,5459696 0,8316039 0,4549609 0,5450391 0,8347308
0,5224566 0,4775434 1,0940507 0,4920361 0,5079639 0,9686438

0,5666921 0,4333079 1,307828 0,514419 0,485581 1,0593886
0,5965776 0,4034224 1,4787913 0,515987 0,484013 1,0660601
0,4473072 0,5526928 0,8093233 0,3615682 0,6384318 0,5663381
0,5283426 0,4716574 1,1201832 0,4724467 0,5275533 0,895543
0,7590883 0,2409117 3,1508982 0,6397564 0,3602436 1,7758995
0,5870287 0,4129713 1,4214757 0,6290143 0,3709857 1,695522

0,5719006 0,4280994 1,3359063 0,3009008 0,6990992 0,4304122
0,5204749 0,4795251 1,0853965 0,2913905 0,7086095 0,4112145

0,4348816 0,5651184 0,7695408 0,5588335 0,4411665 1,2667177
0,3712155 0,6287845 0,5903699 0,4227445 0,5772555 0,7323351

0,535918 0,464082 1,1547915 0,3395282 0,6604718 0,5140692
0,4849832 0,5150168 0,9416844 0,2972559 0,7027441 0,4229932
0,4865058 0,5134942 0,9474416 0,3668689 0,6331311 0,5794517

0,7133305 0,2866695 2,4883382 0,7266673 0,2733327 2,6585454
0,6068369 0,3931631 1,5434734 0,7699448 0,2300552 3,3467829

0,5571028 0,4428972 1,2578601 0,2569011 0,7430989 0,3457158
0,51961 0,48039 1,0816418 0,4458355 0,5541645 0,8045182

0,5121824 0,4878176 1,0499464 0,7727044 0,2272956 3,3995577

0,5708638 0,4291362 1,3302626 0,3697492 0,6302508 0,5866699
0,5633511 0,4366489 1,2901693 0,396933 0,603067 0,6581905
0,6202699 0,3797301 1,6334496 0,4843961 0,5156039 0,9394733

0,5055939 0,4944061 1,0226288 0,4333447 0,5666553 0,7647413
0,5568134 0,4431866 1,2563861 0,3028893 0,6971107 0,4344923

0,4341655 0,5658345 0,7673012 0,6809669 0,3190331 2,1344713
0,5073103 0,4926897 1,029675 0,4589127 0,5410873 0,8481308
0,5060006 0,4939994 1,0242939 0,4602386 0,5397614 0,8526703

0,4877168 0,5122832 0,9520451 0,8676909 0,1323091 6,5580586
0,4884512 0,5115488 0,9548477 0,7356983 0,2643017 2,7835543

0,6423545 0,3576455 1,7960646 0,6628683 0,3371317 1,9661995



0,4223286 0,5776714 0,731088 0,5357339 0,4642661 1,1539373
0,3941304 0,6058696 0,6505203 0,4777328 0,5222672 0,9147287
0,4301266 0,5698734 0,7547758 0,5054744 0,4945256 1,0221399
0,472641 0,527359 0,8962413 0,5676856 0,4323144 1,3131313

0,3710941 0,6289059 0,5900629 0,2793884 0,7206116 0,3877101
0,4824747 0,5175253 0,9322727 0,5186603 0,4813397 1,0775351

0,5093406 0,4906594 1,0380736 0,5472836 0,4527164 1,2088882
0,626281 0,373719 1,6758071 0,5059023 0,4940977 1,0238913

0,3896582 0,6103418 0,6384263 0,5087386 0,4912614 1,0355763
0,4061747 0,5938253 0,683997 0,3983049 0,6016951 0,6619712
0,3370177 0,6629823 0,5083359 0,3938874 0,6061126 0,6498585

0,4670103 0,5329897 0,8762089 0,3544016 0,6455984 0,5489506
0,6047489 0,3952511 1,5300373 0,3140142 0,6859858 0,4577562

0,4587576 0,5412424 0,847601 0,5694409 0,4305591 1,3225614
0,4886968 0,5113032 0,9557867 0,4790673 0,5209327 0,9196336
0,4959672 0,5040328 0,9839977 0,400152 0,599848 0,667089

0,5788837 0,4211163 1,3746411 0,6267179 0,3732821 1,6789389
0,4065571 0,5934429 0,6850821 0,6100066 0,3899934 1,5641459

0,4534735 0,5465265 0,8297374 0,5069495 0,4930505 1,0281897
0,4512053 0,5487947 0,8221752 0,4004268 0,5995732 0,667853
0,5144757 0,4855243 1,0596289 0,4265205 0,5734795 0,7437414

0,5412345 0,4587655 1,179763 0,8202174 0,1797826 4,5622733
0,4197436 0,5802564 0,7233762 0,6882546 0,3117454 2,2077457
0,5537881 0,4462119 1,2410879 0,8471412 0,1528588 5,5419855

0,4308102 0,5691898 0,7568832 0,2586068 0,7413932 0,3488119
0,4656456 0,5343544 0,8714173 0,6163291 0,3836709 1,6064005

0,5903799 0,4096201 1,4412867 0,5901231 0,4098769 1,4397568
0,2931268 0,7068732 0,4146808 0,4767657 0,5232343 0,9111897

0,5989777 0,4010223 1,4936271 0,4863568 0,5136432 0,9468769
0,5436778 0,4563222 1,1914339 0,5569808 0,4430192 1,2572385

0,5460159 0,4539841 1,2027201 0,5616811 0,4383189 1,2814442
0,672079 0,327921 2,0495148 0,6054899 0,3945101 1,5347893

0,6349615 0,3650385 1,739437 0,5729065 0,4270935 1,3414079

0,6600367 0,3399633 1,941494 0,3473294 0,6526706 0,5321665
0,619275 0,380725 1,6265679 0,371846 0,628154 0,5919662

0,5085843 0,4914157 1,0349371 0,4433108 0,5566892 0,7963346
0,7231557 0,2768443 2,6121384 0,3520172 0,6479828 0,5432509
0,7079075 0,2920925 2,4235734 0,4317277 0,5682723 0,7597199



0,5548407 0,4451593 1,2463869 0,4851174 0,5148826 0,9421903
0,5552112 0,4447888 1,2482581 0,399023 0,600977 0,6639573

0,6300386 0,3699614 1,7029847 0,4061894 0,5938106 0,6840387
0,5316741 0,4683259 1,1352654 0,5239059 0,4760941 1,1004249

0,3933875 0,6066125 0,6484989 0,6182394 0,3817606 1,6194429
0,4106324 0,5893676 0,6967338 0,6419245 0,3580755 1,7927071

0,400751 0,599249 0,6687553 0,4219557 0,5780443 0,7299713
0,4355274 0,5644726 0,7715651 0,767329 0,232671 3,2979134
0,4635114 0,5364886 0,8639724 0,738265 0,261735 2,8206579

0,5039581 0,4960419 1,0159587 0,4441012 0,5558988 0,7988887
0,4133372 0,5866628 0,7045568 0,3638571 0,6361429 0,5719738

0,5100339 0,4899661 1,0409576 0,4666032 0,5333968 0,8747768
0,4974683 0,5025317 0,9899243 0,4394558 0,5605442 0,7839805
0,4643398 0,5356602 0,8668551 0,3752883 0,6247117 0,6007384

0,413686 0,586314 0,7055708 0,463099 0,536901 0,8625407
0,4449635 0,5550365 0,8016835 0,5037473 0,4962527 1,0151024

0,7402745 0,2597255 2,8502188 0,3253999 0,6746001 0,4823596
0,5824229 0,4175771 1,3947672 0,3328236 0,6671764 0,498854

0,3956093 0,6043907 0,654559 0,3990183 0,6009817 0,6639442
0,4760937 0,5239063 0,9087382 0,5532242 0,4467758 1,2382592

0,4549881 0,5450119 0,8348223 0,3371194 0,6628806 0,5085673
0,541702 0,458298 1,1819864 0,4134149 0,5865851 0,7047825

0,5455807 0,4544193 1,2006107 0,3887324 0,6112676 0,6359448

0,4935984 0,5064016 0,9747175 0,432458 0,567542 0,7619841
0,6536856 0,3463144 1,8875494 0,6471374 0,3528626 1,8339642

0,2712366 0,7287634 0,3721875 0,6543391 0,3456609 1,8930088
0,2592527 0,7407473 0,349988 0,5838339 0,4161661 1,4028865

0,493273 0,506727 0,9734493 0,436478 0,563522 0,7745535
0,553968 0,446032 1,2419918 0,504982 0,495018 1,0201285

0,5109898 0,4890102 1,0449472 0,4880089 0,5119911 0,9531591
0,543052 0,456948 1,1884328 0,5265435 0,4734565 1,1121262

0,5586198 0,4413802 1,2656203 0,4831314 0,5168686 0,9347279
0,6809583 0,3190417 2,1343866 0,7384032 0,2615968 2,8226761



0,2693393 0,7306607 0,3686244 0,5916684 0,4083316 1,4489903
0,4304133 0,5695867 0,7556591 0,6563567 0,3436433 1,9099942
0,4101028 0,5898972 0,6952107 0,71394 0,28606 2,4957698

0,3867765 0,6132235 0,6307267 0,3377374 0,6622626 0,5099749
0,5454088 0,4545912 1,1997785 0,7315722 0,2684278 2,7253969

0,5297845 0,4702155 1,1266843 0,6449061 0,3550939 1,8161569
0,4963235 0,5036765 0,9854015 0,4551546 0,5448454 0,8353829

0,5123073 0,4876927 1,0504716 0,3570314 0,6429686 0,555286
0,5028028 0,4971972 1,0112746 0,3093892 0,6906108 0,4479936

0,5285516 0,4714484 1,1211231 0,4265919 0,5734081 0,7439586
0,405554 0,594446 0,6822386 0,3801284 0,6198716 0,6132374

0,6555163 0,3444837 1,9028947 0,3894827 0,6105173 0,6379553
0,656528 0,343472 1,9114456 0,3527573 0,6472427 0,5450156

0,4415002 0,5584998 0,7905111 0,3964001 0,6035999 0,6567265
0,4534147 0,5465853 0,8295405 0,395333 0,604667 0,6538027

0,2447143 0,7552857 0,3240022 0,434102 0,565898 0,7671029
0,3001021 0,6998979 0,4287799 0,7186895 0,2813105 2,5547903

0,6161943 0,3838057 1,6054853 0,2451987 0,7548013 0,324852
0,6298298 0,3701702 1,7014603 0,2221139 0,7778861 0,2855353
0,6175211 0,3824789 1,6145233 0,2897938 0,7102062 0,4080418

0,5727005 0,4272995 1,3402789 0,3285091 0,6714909 0,4892234
0,5119806 0,4880194 1,0490989 0,653197 0,346803 1,8834816

0,6979623 0,3020377 2,310845 0,7589013 0,2410987 3,1476788
0,7673738 0,2326262 3,2987417 0,7154248 0,2845752 2,5140096

0,4830911 0,5169089 0,9345767 0,3721437 0,6278563 0,5927211
0,474833 0,525167 0,9041562 0,4078658 0,5921342 0,6888063

0,4578433 0,5421567 0,8444852 0,3644678 0,6355322 0,5734844

0,5325064 0,4674936 1,1390668 0,5403304 0,4596696 1,1754755
0,5607741 0,4392259 1,2767326 0,5101192 0,4898808 1,041313

0,4883158 0,5116842 0,9543305 0,3344803 0,6655197 0,5025851
0,4360241 0,5639759 0,7731253 0,3843191 0,6156809 0,6242179

0,7782154 0,2217846 3,5088784 0,6358765 0,3641235 1,7463207
0,540766 0,459234 1,1775389 0,5200093 0,4799907 1,0833735

0,5202799 0,4797201 1,084549 0,5331677 0,4668323 1,1420968
0,5267727 0,4732273 1,1131494 0,5888616 0,4111384 1,4322711

0,4499107 0,5500893 0,8178866 0,3637363 0,6362637 0,5716754



0,4293311 0,5706689 0,7523296 0,3959923 0,6040077 0,6556081
0,381739 0,618261 0,6174399 0,3660417 0,6339583 0,5773909

0,4185061 0,5814939 0,7197086 0,4002515 0,5997485 0,6673656
0,5101341 0,4898659 1,041375 0,5464738 0,4535262 1,2049445

0,4864825 0,5135175 0,9473533 0,7467016 0,2532984 2,9479124
0,5061434 0,4938566 1,0248793 0,7425846 0,2574154 2,8847708
0,4311493 0,5688507 0,7579304 0,4020117 0,5979883 0,6722736

0,5631265 0,4368735 1,288992 0,3882835 0,6117165 0,6347443
0,5274648 0,4725352 1,1162446 0,4975447 0,5024553 0,9902267

0,5502479 0,4497521 1,2234471 0,4654275 0,5345725 0,8706535
0,3598732 0,6401268 0,5621904 0,5521174 0,4478826 1,2327277

0,5686761 0,4313239 1,3184434 0,5506368 0,4493632 1,2253712

0,4384768 0,5615232 0,7808703 0,4897933 0,5102067 0,9599901
0,5431205 0,4568795 1,1887609 0,5647831 0,4352169 1,2977051
0,5112037 0,4887963 1,045842 0,5768136 0,4231864 1,363025

0,4571605 0,5428395 0,8421651 0,6335934 0,3664066 1,7292085
0,5528552 0,4471448 1,2364118 0,6181843 0,3818157 1,6190647

0,5341918 0,4658082 1,1468064 0,5106165 0,4893835 1,0433874
0,4380055 0,5619945 0,7793768 0,4191883 0,5808117 0,7217283

0,3984609 0,6015391 0,6624024 0,411594 0,588406 0,6995067
0,4212482 0,5787518 0,7278563 0,4467362 0,5532638 0,8074561

0,5225263 0,4774737 1,0943564 0,2997223 0,7002777 0,4280048
0,698091 0,301909 2,3122562 0,5616051 0,4383949 1,2810484

0,5150306 0,4849694 1,0619858 0,5482195 0,4517805 1,2134641
0,4966799 0,5033201 0,9868074 0,45058 0,54942 0,8201011

0,5670802 0,4329198 1,3098967 0,5424543 0,4575457 1,1855742
0,6099002 0,3900998 1,5634467 0,5444421 0,4555579 1,1951107
0,5055015 0,4944985 1,0222509 0,4961538 0,5038462 0,9847325

0,4702993 0,5297007 0,8878587 0,6082078 0,3917922 1,5523731
0,4268109 0,5731891 0,744625 0,6532149 0,3467851 1,88363

0,650161 0,349839 1,8584576 0,4133112 0,5866888 0,704481
0,6114711 0,3885289 1,5738109 0,5896347 0,4103653 1,436853
0,6199838 0,3800162 1,6314671 0,5733916 0,4266084 1,3440701

0,5548471 0,4451529 1,2464192 0,6531033 0,3468967 1,8827027
0,4749346 0,5250654 0,9045245 0,505086 0,494914 1,020553

0,536615 0,463385 1,1580327 0,4256295 0,5743705 0,7410365



0,6106107 0,3893893 1,5681238 0,6420881 0,3579119 1,7939834

0,6437512 0,3562488 1,8070271 0,5841842 0,4158158 1,4049109
0,6082915 0,3917085 1,5529185 0,5399515 0,4600485 1,1736837
0,613566 0,386434 1,5877642 0,5034678 0,4965322 1,0139682

0,4593412 0,5406588 0,8495955 0,3155304 0,6844696 0,4609854
0,516369 0,483631 1,0676923 0,517779 0,482221 1,0737379

0,5720694 0,4279306 1,3368276 0,468477 0,531523 0,881386
0,5036727 0,4963273 1,0147994 0,3725439 0,6274561 0,5937371

0,5843912 0,4156088 1,4061086 0,5703885 0,4296115 1,3276845
0,5710381 0,4289619 1,3312093 0,5111721 0,4888279 1,0457096

0,5227994 0,4772006 1,0955548 0,7798557 0,2201443 3,5424743
0,4007175 0,5992825 0,668662 0,7564532 0,2435468 3,1059865

0,5291273 0,4708727 1,1237161 0,3231603 0,6768397 0,4774547
0,5173688 0,4826312 1,0719756 0,4198771 0,5801229 0,7237726

0,4823495 0,5176505 0,9318052 0,4610402 0,5389598 0,8554258
0,482013 0,517987 0,9305504 0,4962395 0,5037605 0,9850704

0,4140958 0,5859042 0,7067636 0,3493355 0,6506645 0,5368905
0,6593958 0,3406042 1,9359588 0,6507445 0,3492555 1,8632333

0,5313699 0,4686301 1,1338792 0,4369554 0,5630446 0,7760584

0,5904097 0,4095903 1,4414639 0,4492019 0,5507981 0,8155472
0,6030555 0,3969445 1,5192437 0,2736802 0,7263198 0,3768039

0,6078798 0,3921202 1,5502384 0,596562 0,403438 1,4786955
0,6181684 0,3818316 1,6189556 0,650891 0,349109 1,864435

0,5878264 0,4121736 1,4261624 0,5578811 0,4421189 1,2618352
0,4420814 0,5579186 0,7923761 0,6125479 0,3874521 1,5809644

0,4119993 0,5880007 0,7006782 0,6559606 0,3440394 1,9066436
0,5953233 0,4046767 1,4711082 0,3303704 0,6696296 0,4933628

0,4524239 0,5475761 0,8262303 0,4728 0,5272 0,8968135
0,5635909 0,4364091 1,2914281 0,6474575 0,3525425 1,8365374

0,4510253 0,5489747 0,8215775 0,506387 0,493613 1,0258785
0,3482654 0,6517346 0,5343668 0,7478644 0,2521356 2,9661194



Protein# AC ID Description
1 P21333_ISOFORM_2FLNA_HUMANFilamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2]
2 Q15149 PLEC_HUMANPlectin	  (PCN)	  (PLTN)	  (HD1)
3 P35579 MYH9_HUMANMyosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA)
4 P08670_CHAIN_0VIME_HUMANVimentin	  [CHAIN	  0]
5 P02545_CHAIN_1LMNA_HUMANPrelamin-‐A/C	  [CHAIN	  1]
6 Q13813_ISOFORM_3SPTA2_HUMANSpectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3]
7 O75369_ISOFORM_2FLNB_HUMANFilamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2]
8 P02751_CHAIN_0FINC_HUMANFibronectin	  [CHAIN	  0]
9 Q07065 CKAP4_HUMANCytoskeleton-‐associated	  protein	  4	  (p63)
10 Q00610_ISOFORM_2CLH1_HUMANClathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2]
11 P04264_CHAIN_0K2C1_HUMANKeratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0]
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1
13 Q09666 AHNK_HUMANNeuroblast	  differentiation-‐associated	  protein	  AHNAK
14 Q9P2E9_ISOFORM_2RRBP1_HUMANRibosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2]
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0]
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4
17 P60709_CHAIN_1ACTB_HUMANActin,	  cytoplasmic	  1	  	  [CHAIN	  1]
18 Q01082 SPTB2_HUMANSpectrin	  beta	  chain,	  non-‐erythrocytic	  1
19 P07437 TBB5_HUMANTubulin	  beta	  chain
20 P06753_ISOFORM_2TPM3_HUMANTropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2]
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0]
22 P68032_CHAIN_0ACTC_HUMANActin,	  alpha	  cardiac	  muscle	  1	  [CHAIN	  0]
23 P13645 K1C10_HUMANKeratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10)
24 P07951 TPM2_HUMANTropomyosin	  beta	  chain
25 P07951_ISOFORM_2TPM2_HUMANTropomyosin	  beta	  chain	  [ISOFORM	  2]
26 P62736 ACTA_HUMANActin,	  aortic	  smooth	  muscle
27 P14618_CHAIN_0KPYM_HUMANPyruvate	  kinase	  PKM	  [CHAIN	  0]
28 Q9NZM1_ISOFORM_6MYOF_HUMANMyoferlin	  [ISOFORM	  6]
29 P09493 TPM1_HUMANTropomyosin	  alpha-‐1	  chain
30 P09493_ISOFORM_3TPM1_HUMANTropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3]
31 Q9Y490 TLN1_HUMANTalin-‐1
32 P04843_CHAIN_0RPN1_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]
33 P68371 TBB2C_HUMANTubulin	  beta-‐4B	  chain
34 P50454_CHAIN_0SERPH_HUMANSerpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0]
35 P35527 K1C9_HUMANKeratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9)
36 P67936_ISOFORM_2TPM4_HUMANTropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2]
37 P78527_ISOFORM_2PRKDC_HUMANDNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]
38 P67936_CHAIN_0TPM4_HUMANTropomyosin	  alpha-‐4	  chain	  [CHAIN	  0]
39 Q13885 TBB2A_HUMANTubulin	  beta-‐2A	  chain
40 P07900_CHAIN_0HS90A_HUMANHeat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0]
41 P11021_CHAIN_0GRP78_HUMAN78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0]
42 P07237_CHAIN_0PDIA1_HUMANProtein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0]
43 P14618_ISOFORM_M1KPYM_HUMANPyruvate	  kinase	  isozymes	  M1/M2	  (CTHBP)	  (OIP-‐3)	  (THBP1)	  [ISOFORM	  M1]
44 P06576_CHAIN_0ATPB_HUMANATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]
45 P08238 HS90B_HUMANHeat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84)
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain
47 P10809_CHAIN_0CH60_HUMAN60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0]
49 P22626 ROA2_HUMANHeterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)
50 Q71U36 TBA1A_HUMANTubulin	  alpha-‐1A	  chain
51 Q08211 DHX9_HUMANATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II)



52 P68363 TBA1B_HUMANTubulin	  alpha-‐1B	  chain
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4]
54 P09651_ISOFORM_2ROA1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]
55 P06733_CHAIN_0ENOA_HUMANAlpha-‐enolase	  (NNE)	  [CHAIN	  0]
56 P04406_CHAIN_0G3P_HUMANGlyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]
57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB)
58 Q9BQE3 TBA1C_HUMANTubulin	  alpha-‐1C	  chain
59 Q14315_ISOFORM_2FLNC_HUMANFilamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2]
60 P19338_CHAIN_0NUCL_HUMANNucleolin	  [CHAIN	  0]
61 P35908 K22E_HUMANKeratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e)
62 P61978_ISOFORM_3HNRPK_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]
63 Q13509 TBB3_HUMANTubulin	  beta-‐3	  chain
64 P60174_CHAIN_0TPIS_HUMANTriosephosphate	  isomerase	  (TIM)	  [CHAIN	  0]
65 P06753 TPM3_HUMANTropomyosin	  alpha-‐3	  chain	  (hTM5)
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0]
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain
68 P25705_CHAIN_0ATPA_HUMANATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]
69 P30101_CHAIN_0PDIA3_HUMANProtein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]
70 P14625_CHAIN_0ENPL_HUMANEndoplasmin	  (GRP-‐94)	  [CHAIN	  0]
71 Q00341_CHAIN_0VIGLN_HUMANVigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0]
72 P12956_CHAIN_0XRCC6_HUMANX-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]
73 Q7KZF4_CHAIN_0SND1_HUMANStaphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]
74 Q05682_ISOFORM_5CALD1_HUMANCaldesmon	  (CDM)	  [ISOFORM	  5]
75 P53621 COPA_HUMANCoatomer	  subunit	  alpha
76 Q99623_CHAIN_0PHB2_HUMANProhibitin-‐2	  [CHAIN	  0]
77 P13639_CHAIN_0EF2_HUMANElongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0]
78 P26641_CHAIN_0EF1G_HUMANElongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0]
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0]
80 P11142_CHAIN_0HSP7C_HUMANHeat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0]
81 Q01995_CHAIN_0TAGL_HUMANTransgelin	  (SM22-‐alpha)	  [CHAIN	  0]
82 P35232 PHB_HUMANProhibitin
83 P63244_CHAIN_0GBLP_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]
84 P09382 LEG1_HUMANGalectin-‐1	  (Gal-‐1)	  (HLBP14)
85 O60506_ISOFORM_4HNRPQ_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]
86 P78371_CHAIN_0TCPB_HUMANT-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0]
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0]
88 P15144_CHAIN_0AMPN_HUMANAminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0]
89 Q13838_CHAIN_0UAP56_HUMANSpliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0]
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]
91 Q92945_ISOFORM_2FUBP2_HUMANFar	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]
92 P36578_CHAIN_0RL4_HUMAN60S	  ribosomal	  protein	  L4	  [CHAIN	  0]
93 P22314 UBA1_HUMANUbiquitin-‐like	  modifier-‐activating	  enzyme	  1
94 P11940_ISOFORM_2PABP1_HUMANPolyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]
95 P60842 IF4A1_HUMANEukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I)
96 Q6S8J3 POTEE_HUMANPOTE	  ankyrin	  domain	  family	  member	  E	  (POTE-‐2)
97 P04844_CHAIN_0RPN2_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]
98 P68366 TBA4A_HUMANTubulin	  alpha-‐4A	  chain
99 P17987 TCPA_HUMANT-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha)

100 Q02878 RL6_HUMAN60S	  ribosomal	  protein	  L6	  (TaxREB107)
101 Q14152_CHAIN_0EIF3A_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]
102 O75533 SF3B1_HUMANSplicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155)
103 P13010 XRCC5_HUMANX-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)



104 P23396_CHAIN_0RS3_HUMAN40S	  ribosomal	  protein	  S3	  [CHAIN	  0]
105 P46940_CHAIN_0IQGA1_HUMANRas	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0]
106 O00571_CHAIN_0DDX3X_HUMANATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0]
107 P62805_CHAIN_0H4_HUMANHistone	  H4	  [CHAIN	  0]
108 P20700_CHAIN_0LMNB1_HUMANLamin-‐B1	  [CHAIN	  0]
109 P55072_CHAIN_0TERA_HUMANTransitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]
110 P50990_CHAIN_0TCPQ_HUMANT-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0]
111 Q9NQC3_ISOFORM_2RTN4_HUMANReticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2]
112 P08865_CHAIN_0RSSA_HUMAN40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]
113 O60701 UGDH_HUMANUDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)
114 P05556_CHAIN_0ITB1_HUMANIntegrin	  beta-‐1	  [CHAIN	  0]
115 P68104 EF1A1_HUMANElongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1)
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]
117 P51991_ISOFORM_2ROA3_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]
118 Q9NY65 TBA8_HUMANTubulin	  alpha-‐8	  chain
119 Q8WWI1_ISOFORM_3LMO7_HUMANLIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3]
120 P13489_CHAIN_0RINI_HUMANRibonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]
121 P15880_CHAIN_0RS2_HUMAN40S	  ribosomal	  protein	  S2	  [CHAIN	  0]
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2]
123 Q12906_ISOFORM_5ILF3_HUMANInterleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]
124 P19367_ISOFORM_4HXK1_HUMANHexokinase-‐1	  (HK	  I)	  [ISOFORM	  4]
125 Q9ULV4 COR1C_HUMANCoronin-‐1C
126 P17844 DDX5_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX5
127 P48643_CHAIN_0TCPE_HUMANT-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]
128 Q01518_CHAIN_0CAP1_HUMANAdenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0]
129 O76021 RL1D1_HUMANRibosomal	  L1	  domain-‐containing	  protein	  1
130 P15311_CHAIN_0EZRI_HUMANEzrin	  [CHAIN	  0]
131 Q9BUF5 TBB6_HUMANTubulin	  beta-‐6	  chain
132 P18124 RL7_HUMAN60S	  ribosomal	  protein	  L7
133 P23284_CHAIN_0PPIB_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]
134 Q9NR30_ISOFORM_2DDX21_HUMANNucleolar	  RNA	  helicase	  2	  [ISOFORM	  2]
135 Q96QK1 VPS35_HUMANVacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35)
136 O60814 H2B1K_HUMANHistone	  H2B	  type	  1-‐K	  (H2B	  K)
137 P06899_CHAIN_0H2B1J_HUMANHistone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0]
138 O75643 U520_HUMANU5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)
139 P40926_CHAIN_0MDHM_HUMANMalate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A
141 P35609 ACTN2_HUMANAlpha-‐actinin-‐2
142 P12236_CHAIN_0ADT3_HUMANADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0]
143 Q99832 TCPH_HUMANT-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta)
144 P63104 1433Z_HUMAN14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1)
145 Q9BSJ8 ESYT1_HUMANExtended	  synaptotagmin-‐1	  (E-‐Syt1)
146 P04792 HSPB1_HUMANHeat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27)
147 P05388 RLA0_HUMAN60S	  acidic	  ribosomal	  protein	  P0
148 Q9Y678 COPG_HUMANCoatomer	  subunit	  gamma-‐1
149 P61019_CHAIN_0RAB2A_HUMANRas-‐related	  protein	  Rab-‐2A	  [CHAIN	  0]
150 P06396_ISOFORM_2GELS_HUMANGelsolin	  (ADF)	  [ISOFORM	  2]
151 P37802_CHAIN_0TAGL2_HUMANTransgelin-‐2	  [CHAIN	  0]
152 P38646_CHAIN_0GRP75_HUMANStress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMANLIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha]
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0]
155 Q15365 PCBP1_HUMANPoly(rC)-‐binding	  protein	  1	  (hnRNP	  E1)



156 Q14247 SRC8_HUMANSrc	  substrate	  cortactin
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50)
158 P29692_CHAIN_0EF1D_HUMANElongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0]
159 P60660_CHAIN_0MYL6_HUMANMyosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]
160 O75083_CHAIN_0WDR1_HUMANWD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0]
161 Q8NBS9_CHAIN_0TXND5_HUMANThioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]
162 P00338_CHAIN_0LDHA_HUMANL-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0]
163 P26038_CHAIN_0MOES_HUMANMoesin	  [CHAIN	  0]
164 P00387_CHAIN_1NB5R3_HUMANNADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1]
165 P62701_CHAIN_0RS4X_HUMAN40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0]
166 O00148_CHAIN_0DDX39_HUMANATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0]
167 P23246 SFPQ_HUMANSplicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)
168 Q96AG4 LRC59_HUMANLeucine-‐rich	  repeat-‐containing	  protein	  59
169 P53618 COPB_HUMANCoatomer	  subunit	  beta	  (Beta-‐COP)
170 P25398_CHAIN_0RS12_HUMAN40S	  ribosomal	  protein	  S12	  [CHAIN	  0]
171 O43852_CHAIN_0CALU_HUMANCalumenin	  [CHAIN	  0]
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]
173 P21291_CHAIN_0CSRP1_HUMANCysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0]
174 P13674_CHAIN_0P4HA1_HUMANProlyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0]
175 P16403_CHAIN_0H12_HUMANHistone	  H1.2	  [CHAIN	  0]
176 Q9H0U4 RAB1B_HUMANRas-‐related	  protein	  Rab-‐1B
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]
178 P31949 S10AB_HUMANProtein	  S100-‐A11	  (MLN	  70)
179 P31943_CHAIN_1HNRH1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]
180 P05455 LA_HUMANLupus	  La	  protein	  (SS-‐B)
181 Q32P28_CHAIN_0P3H1_HUMANProlyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0]
182 P51149 RAB7A_HUMANRas-‐related	  protein	  Rab-‐7a
183 P62753 RS6_HUMAN40S	  ribosomal	  protein	  S6
184 P05141_CHAIN_0ADT2_HUMANADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0]
185 O60716_ISOFORM_4CTND1_HUMANCatenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4]
186 Q08043 ACTN3_HUMANAlpha-‐actinin-‐3
187 Q9NZN4 EHD2_HUMANEH	  domain-‐containing	  protein	  2
188 P27797_CHAIN_0CALR_HUMANCalreticulin	  (ERp60)	  [CHAIN	  0]
189 P26599 PTBP1_HUMANPolypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I)
190 O75947_ISOFORM_2ATP5H_HUMANATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]
191 P62277_CHAIN_0RS13_HUMAN40S	  ribosomal	  protein	  S13	  [CHAIN	  0]
192 P12235_CHAIN_0ADT1_HUMANADP/ATP	  translocase	  1	  (ANT	  1)	  [CHAIN	  0]
193 O15143_CHAIN_0ARC1B_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0]
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0]
195 P35606_CHAIN_0COPB2_HUMANCoatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0]
196 P00558 PGK1_HUMANPhosphoglycerate	  kinase	  1	  (PRP	  2)
197 P0CG38 POTEI_HUMANPOTE	  ankyrin	  domain	  family	  member	  I
198 P49368 TCPG_HUMANT-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma)
199 Q02543 RL18A_HUMAN60S	  ribosomal	  protein	  L18a
200 Q15084_CHAIN_0PDIA6_HUMANProtein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]
201 P61224_CHAIN_0RAP1B_HUMANRas-‐related	  protein	  Rap-‐1b	  [CHAIN	  0]
202 P13929_ISOFORM_3ENOB_HUMANBeta-‐enolase	  (MSE)	  [ISOFORM	  3]
203 Q9NVA2_CHAIN_0SEP11_HUMANSeptin-‐11	  [CHAIN	  0]
204 P62424_CHAIN_0RL7A_HUMAN60S	  ribosomal	  protein	  L7a	  [CHAIN	  0]
205 P46781_CHAIN_0RS9_HUMAN40S	  ribosomal	  protein	  S9	  [CHAIN	  0]
206 P37837 TALDO_HUMANTransaldolase
207 Q14764_CHAIN_0MVP_HUMANMajor	  vault	  protein	  (MVP)	  [CHAIN	  0]



208 P39023_CHAIN_0RL3_HUMAN60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0]
209 P62258_ISOFORM_SV1433E_HUMAN14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV]
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0]
211 P21964_ISOFORM_SolubleCOMT_HUMANCatechol	  O-‐methyltransferase	  [ISOFORM	  Soluble]
212 Q14974 IMB1_HUMANImportin	  subunit	  beta-‐1	  (PTAC97)
213 Q14103_ISOFORM_4HNRPD_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]
214 Q16629_ISOFORM_3SRSF7_HUMANSerine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3]
215 P0CG47_CHAIN_0UBB_HUMANPolyubiquitin-‐B	  [CHAIN	  0]
216 Q02809_CHAIN_0PLOD1_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf166
218 P21980 TGM2_HUMANProtein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]
220 P67809_CHAIN_0YBOX1_HUMANNuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0]
222 P62081 RS7_HUMAN40S	  ribosomal	  protein	  S7
223 P07910_ISOFORM_4HNRPC_HUMANHeterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]
224 P35749 MYH11_HUMANMyosin-‐11
225 P22695_CHAIN_0QCR2_HUMANCytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0]
226 P08134_CHAIN_0RHOC_HUMANRho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0]
227 Q16643_CHAIN_0DREB_HUMANDrebrin	  [CHAIN	  0]
228 P08107_CHAIN_0HSP71_HUMANHeat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]
229 P39019_CHAIN_0RS19_HUMAN40S	  ribosomal	  protein	  S19	  [CHAIN	  0]
230 Q96D15_CHAIN_0RCN3_HUMANReticulocalbin-‐3	  [CHAIN	  0]
231 Q6DD88 ATLA3_HUMANAtlastin-‐3
232 P48444 COPD_HUMANCoatomer	  subunit	  delta	  (Delta-‐COP)
233 Q14204 DYHC1_HUMANCytoplasmic	  dynein	  1	  heavy	  chain	  1
234 P28331_CHAIN_0NDUS1_HUMANNADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]
235 P62937_CHAIN_0PPIA_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0]
236 Q99729_ISOFORM_3ROAA_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]
237 Q13200 PSMD2_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  2
238 O43390_CHAIN_0HNRPR_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]
239 P61026 RAB10_HUMANRas-‐related	  protein	  Rab-‐10
240 P10606_CHAIN_0COX5B_HUMANCytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0]
241 Q96AY3_CHAIN_0FKB10_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]
242 Q07020_CHAIN_0RL18_HUMAN60S	  ribosomal	  protein	  L18	  [CHAIN	  0]
243 P62873_CHAIN_0GBB1_HUMANGuanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]
244 P08195_ISOFORM_24F2_HUMAN4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2]
245 P54886_ISOFORM_ShortP5CS_HUMANDelta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]
246 Q86UP2_ISOFORM_2KTN1_HUMANKinectin	  [ISOFORM	  2]
247 Q92841 DDX17_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX17
248 Q99829 CPNE1_HUMANCopine-‐1
249 P30050 RL12_HUMAN60S	  ribosomal	  protein	  L12
250 P63241 IF5A1_HUMANEukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)
251 Q02978_CHAIN_0M2OM_HUMANMitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)
253 Q12905 ILF2_HUMANInterleukin	  enhancer-‐binding	  factor	  2
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]
255 Q15366 PCBP2_HUMANPoly(rC)-‐binding	  protein	  2	  (hnRNP	  E2)
256 P29401 TKT_HUMANTransketolase	  (TK)
257 P02786_CHAIN_1TFR1_HUMANTransferrin	  receptor	  protein	  1	  [CHAIN	  1]
258 P05387 RLA2_HUMAN60S	  acidic	  ribosomal	  protein	  P2
259 O14979_ISOFORM_3HNRDL_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]



260 P62158 CALM_HUMANCalmodulin	  (CaM)
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0]
262 Q6NZI2 PTRF_HUMANPolymerase	  I	  and	  transcript	  release	  factor
263 Q15942_CHAIN_0ZYX_HUMANZyxin	  [CHAIN	  0]
264 Q07954_CHAIN_0LRP1_HUMANProlow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]
265 Q07955_ISOFORM_ASF-3SRSF1_HUMANSerine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]
266 P39656_CHAIN_0OST48_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]
267 Q9H4M9 EHD1_HUMANEH	  domain-‐containing	  protein	  1	  (hPAST1)
268 P55209 NP1L1_HUMANNucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP)
269 P62241_CHAIN_0RS8_HUMAN40S	  ribosomal	  protein	  S8	  [CHAIN	  0]
270 P27695_CHAIN_1APEX1_HUMANDNA-‐	  lyase	  [CHAIN	  1]
271 P21589_CHAIN_05NTD_HUMAN5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0]
272 P41252 SYIC_HUMANIsoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS)
273 P27348 1433T_HUMAN14-‐3-‐3	  protein	  theta
274 Q58FF8_CHAIN_0H90B2_HUMANPutative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]
275 Q02218_CHAIN_0ODO1_HUMAN2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]
276 P61106_CHAIN_0RAB14_HUMANRas-‐related	  protein	  Rab-‐14	  [CHAIN	  0]
277 P61313 RL15_HUMAN60S	  ribosomal	  protein	  L15
278 P07195_CHAIN_0LDHB_HUMANL-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0]
279 Q13724 MOGS_HUMANMannosyl-‐oligosaccharide	  glucosidase
280 P30044_CHAIN_0PRDX5_HUMANPeroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0]
281 P49327 FAS_HUMANFatty	  acid	  synthase
282 P62906_CHAIN_0RL10A_HUMAN60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0]
283 O94925_ISOFORM_3GLSK_HUMANGlutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3]
284 P41091_CHAIN_0IF2G_HUMANEukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]
285 P53396 ACLY_HUMANATP-‐citrate	  synthase
286 O95782_ISOFORM_BAP2A1_HUMANAP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B]
287 Q16891_ISOFORM_3IMMT_HUMANMitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3]
288 Q15019 SEPT2_HUMANSeptin-‐2	  (NEDD-‐5)
289 P07737_CHAIN_0PROF1_HUMANProfilin-‐1	  [CHAIN	  0]
290 Q99613 EIF3C_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c)
291 Q969G5 PRDBP_HUMANProtein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC)
292 P16188_CHAIN_01A30_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]
293 P52597_CHAIN_1HNRPF_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]
294 P27824_CHAIN_0CALX_HUMANCalnexin	  [CHAIN	  0]
295 Q06830 PRDX1_HUMANPeroxiredoxin-‐1	  (NKEF-‐A)	  (PAG)
296 P55769_CHAIN_0NH2L1_HUMANNHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0]
297 P04899_CHAIN_0GNAI2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]
298 P62491_CHAIN_0RB11A_HUMANRas-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0]
299 P62280_CHAIN_0RS11_HUMAN40S	  ribosomal	  protein	  S11	  [CHAIN	  0]
300 Q99714_CHAIN_0HCD2_HUMAN3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]
301 Q15717 ELAV1_HUMANELAV-‐like	  protein	  1	  (HuR)
302 O15460_CHAIN_0P4HA2_HUMANProlyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0]
303 Q9Y3F4 STRAP_HUMANSerine-‐threonine	  kinase	  receptor-‐associated	  protein
304 P04216_CHAIN_0THY1_HUMANThy-‐1	  membrane	  glycoprotein	  [CHAIN	  0]
305 Q9P258 RCC2_HUMANProtein	  RCC2
306 P83731 RL24_HUMAN60S	  ribosomal	  protein	  L24
307 Q92616_CHAIN_0GCN1L_HUMANTranslational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0]
308 P00505_CHAIN_0AATM_HUMANAspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]
309 P49756 RBM25_HUMANRNA-‐binding	  protein	  25	  (RED120)
310 Q16658_CHAIN_0FSCN1_HUMANFascin	  [CHAIN	  0]
311 O75396_CHAIN_0SC22B_HUMANVesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0]



312 P13647 K2C5_HUMANKeratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5)
313 P59998_CHAIN_0ARPC4_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]
314 Q92499 DDX1_HUMANATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB)
315 P62269_CHAIN_0RS18_HUMAN40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0]
316 O75367_ISOFORM_1H2AY_HUMANCore	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]
317 P61247_CHAIN_0RS3A_HUMAN40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0]
318 P15531_CHAIN_0NDKA_HUMANNucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]
319 Q00839_ISOFORM_ShortHNRPU_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]
320 Q13310_ISOFORM_2PABP4_HUMANPolyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]
321 P60900 PSA6_HUMANProteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K)
322 P30504_CHAIN_01C04_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐4	  alpha	  chain	  [CHAIN	  0]
323 P32119_CHAIN_0PRDX2_HUMANPeroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0]
324 P61619_ISOFORM_3S61A1_HUMANProtein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]
325 Q9Y262_CHAIN_0EIF3L_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]
326 P62851 RS25_HUMAN40S	  ribosomal	  protein	  S25
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0]
328 Q9UBV2_CHAIN_0SE1L1_HUMANProtein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0]
329 P13797 PLST_HUMANPlastin-‐3
330 Q9UHD8_ISOFORM_7SEPT9_HUMANSeptin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]
331 P63010 AP2B1_HUMANAP-‐2	  complex	  subunit	  beta
332 P06744_CHAIN_0G6PI_HUMANGlucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]
333 P07602 SAP_HUMANProactivator	  polypeptide
334 O43143 DHX15_HUMANPutative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX15
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2]
336 Q86Y82 STX12_HUMANSyntaxin-‐12
337 Q9UKM9_ISOFORM_1RALY_HUMANRNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]
338 P34931 HS71L_HUMANHeat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)
339 P62136_CHAIN_0PP1A_HUMANSerine/threonine-‐protein	  phosphatase	  PP1-‐alpha	  catalytic	  subunit	  (PP-‐1A)	  [CHAIN	  0]
340 Q8NC51_ISOFORM_4PAIRB_HUMANPlasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]
341 P11279_CHAIN_0LAMP1_HUMANLysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]
342 O00469_CHAIN_0PLOD2_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]
343 P40939_CHAIN_0ECHA_HUMANTrifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0]
344 P16401_CHAIN_0H15_HUMANHistone	  H1.5	  [CHAIN	  0]
345 P62140_CHAIN_0PP1B_HUMANSerine/threonine-‐protein	  phosphatase	  PP1-‐beta	  catalytic	  subunit	  (PP-‐1B)	  [CHAIN	  0]
346 P30153 2AAA_HUMANSerine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform
347 P0CG39 POTEJ_HUMANPOTE	  ankyrin	  domain	  family	  member	  J
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2]
349 P25205_CHAIN_0MCM3_HUMANDNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0]
350 Q9Y5M8 SRPRB_HUMANSignal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta)
351 Q6P2Q9_CHAIN_0PRP8_HUMANPre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0]
352 Q13740_CHAIN_0CD166_HUMANCD166	  antigen	  [CHAIN	  0]
353 Q13505 MTX1_HUMANMetaxin-‐1
354 Q16181_ISOFORM_2SEPT7_HUMANSeptin-‐7	  [ISOFORM	  2]
355 Q99497 PARK7_HUMANProtein	  DJ-‐1
356 O15260_ISOFORM_2SURF4_HUMANSurfeit	  locus	  protein	  4	  [ISOFORM	  2]
357 P19105_CHAIN_0ML12A_HUMANMyosin	  regulatory	  light	  chain	  12A	  [CHAIN	  0]
358 O60568_CHAIN_0PLOD3_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]
359 P46777_CHAIN_0RL5_HUMAN60S	  ribosomal	  protein	  L5	  [CHAIN	  0]
360 P12277_CHAIN_0KCRB_HUMANCreatine	  kinase	  B-‐type	  [CHAIN	  0]
361 P50914_CHAIN_0RL14_HUMAN60S	  ribosomal	  protein	  L14	  [CHAIN	  0]
362 P62495_CHAIN_0ERF1_HUMANEukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]
363 P42704_CHAIN_0LPPRC_HUMANLeucine-‐rich	  PPR	  motif-‐containing	  protein,	  mitochondrial	  (LRP	  130)	  [CHAIN	  0]



364 O00203 AP3B1_HUMANAP-‐3	  complex	  subunit	  beta-‐1
365 P51659_CHAIN_0DHB4_HUMANEnoyl-‐CoA	  hydratase	  2	  [CHAIN	  0]
366 P35637_ISOFORM_ShortFUS_HUMANRNA-‐binding	  protein	  FUS	  [ISOFORM	  Short]
367 P52907_CHAIN_0CAZA1_HUMANF-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0]
368 P60866_CHAIN_0RS20_HUMAN40S	  ribosomal	  protein	  S20	  [CHAIN	  0]
369 Q9UBG0_CHAIN_0MRC2_HUMANC-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]
370 Q96AE4_CHAIN_0FUBP1_HUMANFar	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]
371 Q9UMS4_CHAIN_0PRP19_HUMANPre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0]
372 P16615_ISOFORM_2AT2A2_HUMANSarcoplasmic/endoplasmic	  reticulum	  calcium	  ATPase	  2	  (SERCA2)	  (SR	  Ca(2+)-‐ATPase	  2)	  [ISOFORM	  2]
373 P61604_CHAIN_0CH10_HUMAN10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]
374 P48047_CHAIN_0ATPO_HUMANATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0]
375 P61158_CHAIN_0ARP3_HUMANActin-‐related	  protein	  3	  [CHAIN	  0]
376 P99999_CHAIN_0CYC_HUMANCytochrome	  c	  [CHAIN	  0]
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0]
378 P61006_CHAIN_0RAB8A_HUMANRas-‐related	  protein	  Rab-‐8A	  [CHAIN	  0]
379 P26640 SYVC_HUMANValine-‐-‐tRNA	  ligase
380 P40429_CHAIN_0RL13A_HUMAN60S	  ribosomal	  protein	  L13a	  [CHAIN	  0]
381 Q02818_CHAIN_0NUCB1_HUMANNucleobindin-‐1	  [CHAIN	  0]
382 P08648_CHAIN_1ITA5_HUMANIntegrin	  alpha-‐5	  [CHAIN	  1]
383 Q92520_CHAIN_0FAM3C_HUMANProtein	  FAM3C	  [CHAIN	  0]
384 P62879_CHAIN_0GBB2_HUMANGuanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]
385 O95302_CHAIN_0FKBP9_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]
386 P17066 HSP76_HUMANHeat	  shock	  70	  kDa	  protein	  6
387 P38919_CHAIN_0IF4A3_HUMANEukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]
388 P18206_ISOFORM_1VINC_HUMANVinculin	  [ISOFORM	  1]
389 P46459 NSF_HUMANVesicle-‐fusing	  ATPase	  (NEM-‐sensitive	  fusion	  protein)
390 Q99584 S10AD_HUMANProtein	  S100-‐A13
391 Q96N66 MBOA7_HUMANLysophospholipid	  acyltransferase	  7	  (LPLAT	  7)	  (LPIAT)	  (Lyso-‐PI	  acyltransferase)	  (O-‐acyltransferase	  domain-‐containing	  protein	  7)	  (h-‐mboa-‐7)
392 P61160 ARP2_HUMANActin-‐related	  protein	  2
393 Q13492_ISOFORM_3PICAL_HUMANPhosphatidylinositol-‐binding	  clathrin	  assembly	  protein	  [ISOFORM	  3]
394 P12109 CO6A1_HUMANCollagen	  alpha-‐1(VI)	  chain
395 P08708_CHAIN_0RS17_HUMAN40S	  ribosomal	  protein	  S17	  [CHAIN	  0]
396 P32969 RL9_HUMAN60S	  ribosomal	  protein	  L9
397 Q14444_ISOFORM_2CAPR1_HUMANCaprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2]
398 P51571_CHAIN_0SSRD_HUMANTranslocon-‐associated	  protein	  subunit	  delta	  (TRAP-‐delta)	  (SSR-‐delta)	  [CHAIN	  0]
399 P60891_CHAIN_0PRPS1_HUMANRibose-‐phosphate	  pyrophosphokinase	  1	  (PRS-‐I)	  [CHAIN	  0]
400 P61803_CHAIN_0DAD1_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]
401 P24844_CHAIN_0MYL9_HUMANMyosin	  regulatory	  light	  polypeptide	  9	  (LC20)	  [CHAIN	  0]
402 Q01105_ISOFORM_2SET_HUMANProtein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2]
403 P62829 RL23_HUMAN60S	  ribosomal	  protein	  L23
404 P47897_CHAIN_0SYQ_HUMANGlutamine-‐-‐tRNA	  ligase	  [CHAIN	  0]
405 Q5SSJ5_CHAIN_0HP1B3_HUMANHeterochromatin	  protein	  1-‐binding	  protein	  3	  [CHAIN	  0]
406 P31930_CHAIN_0QCR1_HUMANCytochrome	  b-‐c1	  complex	  subunit	  1,	  mitochondrial	  [CHAIN	  0]
407 P09211_CHAIN_0GSTP1_HUMANGlutathione	  S-‐transferase	  P	  [CHAIN	  0]
408 P49591 SYSC_HUMANSeryl-‐tRNA	  synthetase,	  cytoplasmic	  (SerRS)
409 Q13151 ROA0_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0)
410 O00567 NOP56_HUMANNucleolar	  protein	  56
411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0]
412 Q9H299 SH3L3_HUMANSH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)
413 P06756_ISOFORM_2ITAV_HUMANIntegrin	  alpha-‐V	  light	  chain	  [ISOFORM	  2]
414 Q9NSD9 SYFB_HUMANPhenylalanyl-‐tRNA	  synthetase	  beta	  chain	  (PheRS)
415 O43175_CHAIN_0SERA_HUMAND-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0]



416 O75694_ISOFORM_2NU155_HUMANNuclear	  pore	  complex	  protein	  Nup155	  [ISOFORM	  2]
417 P60953_CHAIN_0CDC42_HUMANCell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0]
418 P33993_CHAIN_0MCM7_HUMANDNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0]
419 Q15233 NONO_HUMANNon-‐POU	  domain-‐containing	  octamer-‐binding	  protein	  (NonO	  protein)	  (p54nrb)
420 Q15286 RAB35_HUMANRas-‐related	  protein	  Rab-‐35
421 P52292_CHAIN_0IMA2_HUMANImportin	  subunit	  alpha-‐1	  	  [CHAIN	  0]
422 P30041_CHAIN_0PRDX6_HUMANPeroxiredoxin-‐6	  (1-‐Cys	  PRX)	  (aiPLA2)	  (NSGPx)	  [CHAIN	  0]
423 P36542_CHAIN_0ATPG_HUMANATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0]
424 A1L0T0 ILVBL_HUMANAcetolactate	  synthase-‐like	  protein
425 P05023_CHAIN_0AT1A1_HUMANSodium/potassium-‐transporting	  ATPase	  subunit	  alpha-‐1	  (Na(+)/K(+)	  ATPase	  alpha-‐1	  subunit)	  [CHAIN	  0]
426 P29590_ISOFORM_PML-9PML_HUMANProbable	  transcription	  factor	  PML	  [ISOFORM	  PML-‐9]
427 P30086_CHAIN_0PEBP1_HUMANPhosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0]
428 P06748_ISOFORM_2NPM_HUMANNucleophosmin	  (NPM)	  [ISOFORM	  2]
429 P02768_ISOFORM_2ALBU_HUMANSerum	  albumin	  [ISOFORM	  2]
430 P31947_ISOFORM_21433S_HUMAN14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2]
431 Q13247_ISOFORM_SRP55-3SRSF6_HUMANSerine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3]
432 P62910 RL32_HUMAN60S	  ribosomal	  protein	  L32
433 P17813_CHAIN_0EGLN_HUMANEndoglin	  [CHAIN	  0]
434 P36871_CHAIN_0PGM1_HUMANPhosphoglucomutase-‐1	  (PGM	  1)	  [CHAIN	  0]
435 Q9NYL9 TMOD3_HUMANTropomodulin-‐3	  (U-‐Tmod)
436 Q13263_ISOFORM_2TIF1B_HUMANTranscription	  intermediary	  factor	  1-‐beta	  (TIF1-‐beta)	  (KAP-‐1)	  (KRIP-‐1)	  [ISOFORM	  2]
437 P46977 STT3A_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  STT3A	  (Oligosaccharyl	  transferase	  subunit	  STT3A)	  (STT3-‐A)
438 Q15185 TEBP_HUMANProstaglandin	  E	  synthase	  3	  (cPGES)
439 P51114_ISOFORM_3FXR1_HUMANFragile	  X	  mental	  retardation	  syndrome-‐related	  protein	  1	  (hFXR1p)	  [ISOFORM	  3]
440 P08729_CHAIN_0K2C7_HUMANKeratin,	  type	  II	  cytoskeletal	  7	  (CK-‐7)	  (K7)	  [CHAIN	  0]
441 P35241 RADI_HUMANRadixin
442 Q9UNX3_CHAIN_0RL26L_HUMAN60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0]
443 P50402 EMD_HUMANEmerin
444 P43304_ISOFORM_2GPDM_HUMANGlycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]
445 Q13283_CHAIN_0G3BP1_HUMANRas	  GTPase-‐activating	  protein-‐binding	  protein	  1	  (G3BP-‐1)	  (hDH	  VIII)	  [CHAIN	  0]
446 P18085_CHAIN_0ARF4_HUMANADP-‐ribosylation	  factor	  4	  [CHAIN	  0]
447 P14923 PLAK_HUMANJunction	  plakoglobin
448 P49411_CHAIN_0EFTU_HUMANElongation	  factor	  Tu,	  mitochondrial	  (EF-‐Tu)	  [CHAIN	  0]
449 Q92688_ISOFORM_2AN32B_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  B	  (PHAPI2)	  [ISOFORM	  2]
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]
451 P31942_ISOFORM_6HNRH3_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  H3	  (hnRNP	  H3)	  (hnRNP	  2H9)	  [ISOFORM	  6]
452 P23528_CHAIN_0COF1_HUMANCofilin-‐1	  (p18)	  [CHAIN	  0]
453 P14866 HNRPL_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  L	  (hnRNP	  L)
454 P55010 IF5_HUMANEukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5)
455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]
456 P34932 HSP74_HUMANHeat	  shock	  70	  kDa	  protein	  4
457 Q9H853 TBA4B_HUMANPutative	  tubulin-‐like	  protein	  alpha-‐4B
458 O75390_CHAIN_0CISY_HUMANCitrate	  synthase,	  mitochondrial	  [CHAIN	  0]
459 O15400_ISOFORM_2STX7_HUMANSyntaxin-‐7	  [ISOFORM	  2]
460 Q03252_CHAIN_0LMNB2_HUMANLamin-‐B2	  [CHAIN	  0]
461 P20591_CHAIN_1MX1_HUMANInterferon-‐induced	  GTP-‐binding	  protein	  Mx1	  [CHAIN	  1]
462 P17931_CHAIN_0LEG3_HUMANGalectin-‐3	  (Gal-‐3)	  (CBP	  35)	  (GALBP)	  [CHAIN	  0]
463 O95470 SGPL1_HUMANSphingosine-‐1-‐phosphate	  lyase	  1	  (SP-‐lyase	  1)	  (SPL	  1)	  (hSPL)
464 P55084_CHAIN_0ECHB_HUMANTrifunctional	  enzyme	  subunit	  beta,	  mitochondrial	  [CHAIN	  0]
465 Q16531 DDB1_HUMANDNA	  damage-‐binding	  protein	  1	  (DDBa)	  (XAP-‐1)	  (UV-‐DDB	  1)	  (XPE-‐BF)	  (XPCe)
466 Q15005_CHAIN_0SPCS2_HUMANSignal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]
467 Q96FQ6 S10AG_HUMANProtein	  S100-‐A16



468 Q02952_ISOFORM_3AKA12_HUMANA-‐kinase	  anchor	  protein	  12	  (AKAP-‐12)	  (AKAP	  250)	  [ISOFORM	  3]
469 P16070_ISOFORM_15CD44_HUMANCD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15]
470 P54727 RD23B_HUMANUV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)
471 Q8NBJ5_CHAIN_0GT251_HUMANProcollagen	  galactosyltransferase	  1	  [CHAIN	  0]
472 Q0ZGT2_ISOFORM_2NEXN_HUMANNexilin	  [ISOFORM	  2]
473 P14868 SYDC_HUMANAspartate-‐-‐tRNA	  ligase,	  cytoplasmic
474 P56134_ISOFORM_2ATPK_HUMANATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2]
475 P40227_CHAIN_0TCPZ_HUMANT-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0]
476 Q9BWM7SFXN3_HUMANSideroflexin-‐3
477 Q14566 MCM6_HUMANDNA	  replication	  licensing	  factor	  MCM6
478 Q07021_CHAIN_0C1QBP_HUMANComplement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]
479 P35268_CHAIN_0RL22_HUMAN60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0]
480 Q15758 AAAT_HUMANNeutral	  amino	  acid	  transporter	  B
481 Q01813 K6PP_HUMAN6-‐phosphofructokinase	  type	  C	  (PFK-‐C)
482 P07996_CHAIN_0TSP1_HUMANThrombospondin-‐1	  [CHAIN	  0]
483 P30533_CHAIN_0AMRP_HUMANAlpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]
484 P50991_CHAIN_0TCPD_HUMANT-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0]
485 P34897_CHAIN_0GLYM_HUMANSerine	  hydroxymethyltransferase,	  mitochondrial	  (SHMT)	  [CHAIN	  0]
486 Q16555 DPYL2_HUMANDihydropyrimidinase-‐related	  protein	  2	  (DRP-‐2)	  (CRMP-‐2)	  (ULIP-‐2)
487 P61769_CHAIN_1B2MG_HUMANBeta-‐2-‐microglobulin	  [CHAIN	  1]
488 Q9UBQ0 VPS29_HUMANVacuolar	  protein	  sorting-‐associated	  protein	  29	  (hVPS29)
489 P49755_CHAIN_0TMEDA_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  10	  (S31I125)	  [CHAIN	  0]
490 P22087 FBRL_HUMANrRNA	  2'-‐O-‐methyltransferase	  fibrillarin
491 Q8N556 AFAP1_HUMANActin	  filament-‐associated	  protein	  1	  (AFAP-‐110)
492 Q14554_CHAIN_0PDIA5_HUMANProtein	  disulfide-‐isomerase	  A5	  [CHAIN	  0]
493 P12270_CHAIN_0TPR_HUMANNucleoprotein	  TPR	  [CHAIN	  0]
494 Q9HDC9_ISOFORM_2APMAP_HUMANAdipocyte	  plasma	  membrane-‐associated	  protein	  [ISOFORM	  2]
495 P24539_CHAIN_0AT5F1_HUMANATP	  synthase	  subunit	  b,	  mitochondrial	  (ATPase	  subunit	  b)	  [CHAIN	  0]
496 P38159_CHAIN_1HNRPG_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]
497 P20618_CHAIN_0PSB1_HUMANProteasome	  subunit	  beta	  type-‐1	  [CHAIN	  0]
498 P07099 HYEP_HUMANEpoxide	  hydrolase	  1
499 Q9UKV3 ACINU_HUMANApoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)
500 P37108_CHAIN_0SRP14_HUMANSignal	  recognition	  particle	  14	  kDa	  protein	  (SRP14)	  [CHAIN	  0]
501 Q70UQ0 IKIP_HUMANInhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)
502 Q9NVD7 PARVA_HUMANAlpha-‐parvin
503 P13987_CHAIN_0CD59_HUMANCD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]
504 Q99439_CHAIN_0CNN2_HUMANCalponin-‐2	  [CHAIN	  0]
505 Q9Y5X1 SNX9_HUMANSorting	  nexin-‐9	  (Protein	  SDP1)
506 O75380_CHAIN_0NDUS6_HUMANNADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]
507 P09669_CHAIN_0COX6C_HUMANCytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0]
508 Q9Y2D5 AKAP2_HUMANA-‐kinase	  anchor	  protein	  2	  (AKAP-‐2)	  (PRKA2)
509 Q13641_CHAIN_0TPBG_HUMANTrophoblast	  glycoprotein	  (5T4	  oncotrophoblast	  glycoprotein)	  [CHAIN	  0]
510 P09525_CHAIN_0ANXA4_HUMANAnnexin	  A4	  (PAP-‐II)	  [CHAIN	  0]
511 P09661_CHAIN_0RU2A_HUMANU2	  small	  nuclear	  ribonucleoprotein	  A'	  (U2	  snRNP	  A')	  [CHAIN	  0]
512 Q6IAA8_CHAIN_0PDRO_HUMANRagulator	  complex	  protein	  LAMTOR1	  [CHAIN	  0]
513 P62888_CHAIN_0RL30_HUMAN60S	  ribosomal	  protein	  L30	  [CHAIN	  0]
514 P07093_CHAIN_0GDN_HUMANGlia-‐derived	  nexin	  (GDN)	  (PI-‐7)	  (PN-‐1)	  [CHAIN	  0]
515 O75534_ISOFORM_ShortCSDE1_HUMANCold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short]
516 Q10713_CHAIN_0MPPA_HUMANMitochondrial-‐processing	  peptidase	  subunit	  alpha	  [CHAIN	  0]
517 Q92598_ISOFORM_BetaHS105_HUMANHeat	  shock	  protein	  105	  kDa	  [ISOFORM	  Beta]
518 O00231_CHAIN_0PSD11_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  11	  [CHAIN	  0]
519 P30049_CHAIN_0ATPD_HUMANATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0]



520 P62913_CHAIN_0RL11_HUMAN60S	  ribosomal	  protein	  L11	  [CHAIN	  0]
521 Q15436 SC23A_HUMANProtein	  transport	  protein	  Sec23A
522 P30443_CHAIN_01A01_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]
523 Q53GQ0 DHB12_HUMANEstradiol	  17-‐beta-‐dehydrogenase	  12	  (17-‐beta-‐HSD	  12)	  (KAR)
524 Q53FA7 QORX_HUMANQuinone	  oxidoreductase	  PIG3
525 P04632 CPNS1_HUMANCalpain	  small	  subunit	  1	  (CSS1)	  (CANP	  small	  subunit)	  (CDPS)
526 P41250 SYG_HUMANGlycine-‐-‐tRNA	  ligase
527 Q8IVL6_CHAIN_0P3H3_HUMANProlyl	  3-‐hydroxylase	  3	  [CHAIN	  0]
528 P02533_CHAIN_0K1C14_HUMANKeratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0]
529 Q8N4C6_ISOFORM_6NIN_HUMANNinein	  (hNinein)	  (GSK3B-‐interacting	  protein)	  [ISOFORM	  6]
530 Q96I24_CHAIN_0FUBP3_HUMANFar	  upstream	  element-‐binding	  protein	  3	  (FUSE-‐binding	  protein	  3)	  [CHAIN	  0]
531 Q70UQ0_ISOFORM_4IKIP_HUMANInhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)	  [ISOFORM	  4]
532 Q00688_CHAIN_0FKBP3_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP3	  (PPIase	  FKBP3)	  (25	  kDa	  FKBP)	  (FKBP-‐25)	  (FKBP-‐3)	  [CHAIN	  0]
533 Q15393 SF3B3_HUMANSplicing	  factor	  3B	  subunit	  3	  (SF3b130)	  (SAP	  130)
534 Q16630_ISOFORM_3CPSF6_HUMANCleavage	  and	  polyadenylation	  specificity	  factor	  subunit	  6	  (CPSF	  68	  kDa	  subunit)	  [ISOFORM	  3]
535 P49748_CHAIN_0ACADV_HUMANVery	  long-‐chain	  specific	  acyl-‐CoA	  dehydrogenase,	  mitochondrial	  (VLCAD)	  [CHAIN	  0]
536 Q9BUJ2_ISOFORM_3HNRL1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  U-‐like	  protein	  1	  (E1B-‐AP5)	  [ISOFORM	  3]
537 P21281 VATB2_HUMANV-‐type	  proton	  ATPase	  subunit	  B,	  brain	  isoform	  (V-‐ATPase	  subunit	  B	  2)
538 Q969X5_ISOFORM_2ERGI1_HUMANEndoplasmic	  reticulum-‐Golgi	  intermediate	  compartment	  protein	  1	  (ERGIC-‐32)	  [ISOFORM	  2]
539 P08779_CHAIN_0K1C16_HUMANKeratin,	  type	  I	  cytoskeletal	  16	  (CK-‐16)	  (K16)	  [CHAIN	  0]
540 Q9UQ80_CHAIN_0PA2G4_HUMANProliferation-‐associated	  protein	  2G4	  (hG4-‐1)	  [CHAIN	  0]
541 P60033 CD81_HUMANCD81	  antigen	  (Tspan-‐28)
542 Q15459 SF3A1_HUMANSplicing	  factor	  3A	  subunit	  1	  (SAP	  114)
543 Q9Y230_CHAIN_0RUVB2_HUMANRuvB-‐like	  2	  (48	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐51)	  (Reptin	  52)	  (TAP54-‐beta)	  [CHAIN	  0]
544 P62826_CHAIN_0RAN_HUMANGTP-‐binding	  nuclear	  protein	  Ran	  [CHAIN	  0]
545 P09874_CHAIN_0PARP1_HUMANPoly	  [ADP-‐ribose]	  polymerase	  1	  (PARP-‐1)	  (ADPRT	  1)	  [CHAIN	  0]
546 Q92791 SC65_HUMANSynaptonemal	  complex	  protein	  SC65
547 P62917_CHAIN_0RL8_HUMAN60S	  ribosomal	  protein	  L8	  [CHAIN	  0]
548 P20674_CHAIN_0COX5A_HUMANCytochrome	  c	  oxidase	  subunit	  5A,	  mitochondrial	  [CHAIN	  0]
549 P24534_CHAIN_0EF1B_HUMANElongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0]
550 Q93008_ISOFORM_2USP9X_HUMANProbable	  ubiquitin	  carboxyl-‐terminal	  hydrolase	  FAF-‐X	  (hFAM)	  [ISOFORM	  2]
551 Q14019_CHAIN_0COTL1_HUMANCoactosin-‐like	  protein	  [CHAIN	  0]
552 O76094_CHAIN_0SRP72_HUMANSignal	  recognition	  particle	  72	  kDa	  protein	  (SRP72)	  [CHAIN	  0]
553 Q13423_CHAIN_0NNTM_HUMANNAD	  transhydrogenase,	  mitochondrial	  [CHAIN	  0]
554 O14602_CHAIN_0IF1AY_HUMANEukaryotic	  translation	  initiation	  factor	  1A,	  Y-‐chromosomal	  (eIF-‐1A	  Y	  isoform)	  (eIF-‐4C)	  [CHAIN	  0]
555 P46063_CHAIN_0RECQ1_HUMANATP-‐dependent	  DNA	  helicase	  Q1	  (RecQ1)	  [CHAIN	  0]
556 P54136_ISOFORM_MonomericSYRC_HUMANArginyl-‐tRNA	  synthetase,	  cytoplasmic	  (ArgRS)	  [ISOFORM	  Monomeric]
557 Q6NYC8 PHTNS_HUMANPhostensin
558 Q9Y4P3 TBL2_HUMANTransducin	  beta-‐like	  protein	  2	  (WS-‐betaTRP)
559 O94874_ISOFORM_3UFL1_HUMANE3	  UFM1-‐protein	  ligase	  1	  [ISOFORM	  3]
560 P28066 PSA5_HUMANProteasome	  subunit	  alpha	  type-‐5
561 Q4VXU2 PAP1L_HUMANPolyadenylate-‐binding	  protein	  1-‐like
562 P54920 SNAA_HUMANAlpha-‐soluble	  NSF	  attachment	  protein	  (SNAP-‐alpha)
563 P11177_CHAIN_0ODPB_HUMANPyruvate	  dehydrogenase	  E1	  component	  subunit	  beta,	  mitochondrial	  (PDHE1-‐B)	  [CHAIN	  0]
564 Q16795_CHAIN_0NDUA9_HUMANNADH	  dehydrogenase	  	  1	  alpha	  subcomplex	  subunit	  9,	  mitochondrial	  [CHAIN	  0]
565 Q9Y3B3_CHAIN_0TMED7_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  7	  [CHAIN	  0]
566 P09622_CHAIN_0DLDH_HUMANDihydrolipoyl	  dehydrogenase,	  mitochondrial	  [CHAIN	  0]
567 P04181_CHAIN_1OAT_HUMANOrnithine	  aminotransferase,	  renal	  form	  [CHAIN	  1]
568 Q15043_CHAIN_0S39AE_HUMANZinc	  transporter	  ZIP14	  (LZT-‐Hs4)	  (ZIP-‐14)	  [CHAIN	  0]
569 O75131_CHAIN_0CPNE3_HUMANCopine-‐3	  [CHAIN	  0]
570 O14776_ISOFORM_2TCRG1_HUMANTranscription	  elongation	  regulator	  1	  [ISOFORM	  2]
571 P98179 RBM3_HUMANPutative	  RNA-‐binding	  protein	  3



572 P18621_CHAIN_0RL17_HUMAN60S	  ribosomal	  protein	  L17	  [CHAIN	  0]
573 Q08431_ISOFORM_2MFGM_HUMANLactadherin	  [ISOFORM	  2]
574 Q04837_CHAIN_0SSBP_HUMANSingle-‐stranded	  DNA-‐binding	  protein,	  mitochondrial	  (Mt-‐SSB)	  (MtSSB)	  [CHAIN	  0]
575 Q16881_ISOFORM_5TRXR1_HUMANThioredoxin	  reductase	  1,	  cytoplasmic	  (TR)	  (GRIM-‐12)	  (Gene	  associated	  with	  retinoic	  and	  IFN-‐induced	  mortality	  12	  protein)	  [ISOFORM	  5]
576 P24752_CHAIN_0THIL_HUMANAcetyl-‐CoA	  acetyltransferase,	  mitochondrial	  [CHAIN	  0]
577 Q14676_ISOFORM_4MDC1_HUMANMediator	  of	  DNA	  damage	  checkpoint	  protein	  1	  [ISOFORM	  4]
578 P61221 ABCE1_HUMANATP-‐binding	  cassette	  sub-‐family	  E	  member	  1	  (RNS4I)
579 Q6UVK1_CHAIN_0CSPG4_HUMANChondroitin	  sulfate	  proteoglycan	  4	  [CHAIN	  0]
580 P08574_CHAIN_0CY1_HUMANCytochrome	  c1,	  heme	  protein,	  mitochondrial	  (Cytochrome	  c-‐1)	  [CHAIN	  0]
581 P59190_ISOFORM_2RAB15_HUMANRas-‐related	  protein	  Rab-‐15	  [ISOFORM	  2]
582 Q9UJZ1 STML2_HUMANStomatin-‐like	  protein	  2	  (SLP-‐2)
583 Q13243_ISOFORM_SRP40-4SRSF5_HUMANSerine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4]
584 P10321_CHAIN_01C07_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  Cw-‐7	  alpha	  chain	  [CHAIN	  0]
585 Q03135_ISOFORM_BetaCAV1_HUMANCaveolin-‐1	  [ISOFORM	  Beta]
586 Q9NX63 CHCH3_HUMANCoiled-‐coil-‐helix-‐coiled-‐coil-‐helix	  domain-‐containing	  protein	  3,	  mitochondrial
587 P42766_CHAIN_0RL35_HUMAN60S	  ribosomal	  protein	  L35	  [CHAIN	  0]
588 Q15008_CHAIN_0PSMD6_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  6	  [CHAIN	  0]
589 Q9Y265 RUVB1_HUMANRuvB-‐like	  1	  (49	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐54)	  (NMP	  238)	  (TAP54-‐alpha)
590 O75531 BAF_HUMANBarrier-‐to-‐autointegration	  factor
591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0]
592 O75368 SH3L1_HUMANSH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein
593 P49773_CHAIN_0HINT1_HUMANHistidine	  triad	  nucleotide-‐binding	  protein	  1	  (PKCI-‐1)	  [CHAIN	  0]
594 P33176_CHAIN_0KINH_HUMANKinesin-‐1	  heavy	  chain	  (UKHC)	  [CHAIN	  0]
595 Q15293_CHAIN_0RCN1_HUMANReticulocalbin-‐1	  [CHAIN	  0]
596 P30084_CHAIN_0ECHM_HUMANEnoyl-‐CoA	  hydratase,	  mitochondrial	  (SCEH)	  [CHAIN	  0]
597 P17301_CHAIN_0ITA2_HUMANIntegrin	  alpha-‐2	  (GPIa)	  [CHAIN	  0]
598 O14737_CHAIN_0PDCD5_HUMANProgrammed	  cell	  death	  protein	  5	  (Protein	  TFAR19)	  [CHAIN	  0]
599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)
600 O14653 GOSR2_HUMANGolgi	  SNAP	  receptor	  complex	  member	  2
601 P22102 PUR2_HUMANTrifunctional	  purine	  biosynthetic	  protein	  adenosine-‐3
602 Q13895 BYST_HUMANBystin
603 Q16666_ISOFORM_4IF16_HUMANGamma-‐interferon-‐inducible	  protein	  16	  (Ifi-‐16)	  [ISOFORM	  4]
604 Q10567_ISOFORM_CAP1B1_HUMANAP-‐1	  complex	  subunit	  beta-‐1	  [ISOFORM	  C]
605 P14927_CHAIN_0QCR7_HUMANCytochrome	  b-‐c1	  complex	  subunit	  7	  [CHAIN	  0]
606 Q13177_CHAIN_1PAK2_HUMANPAK-‐2p34	  (p34)	  [CHAIN	  1]
607 P62249_CHAIN_0RS16_HUMAN40S	  ribosomal	  protein	  S16	  [CHAIN	  0]
608 O43294 TGFI1_HUMANTransforming	  growth	  factor	  beta-‐1-‐induced	  transcript	  1	  protein	  (Hic-‐5)
609 A0FGR8_ISOFORM_4ESYT2_HUMANExtended	  synaptotagmin-‐2	  (E-‐Syt2)	  [ISOFORM	  4]
610 Q9Y512 SAM50_HUMANSorting	  and	  assembly	  machinery	  component	  50	  homolog	  (TRG-‐3)
611 Q8WUM4_CHAIN_0PDC6I_HUMANProgrammed	  cell	  death	  6-‐interacting	  protein	  (PDCD6-‐interacting	  protein)	  [CHAIN	  0]
612 P09496_ISOFORM_Non-brainCLCA_HUMANClathrin	  light	  chain	  A	  (Lca)	  [ISOFORM	  Non-‐brain]
613 P63000 RAC1_HUMANRas-‐related	  C3	  botulinum	  toxin	  substrate	  1
614 P68402 PA1B2_HUMANPlatelet-‐activating	  factor	  acetylhydrolase	  IB	  subunit	  beta	  (PAF-‐AH	  30	  kDa	  subunit)	  (PAFAH	  subunit	  beta)
615 O15145_CHAIN_0ARPC3_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  3	  (p21-‐ARC)	  [CHAIN	  0]
616 P26368_ISOFORM_2U2AF2_HUMANSplicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]
617 O43684_ISOFORM_2BUB3_HUMANMitotic	  checkpoint	  protein	  BUB3	  [ISOFORM	  2]
618 P13073_CHAIN_0COX41_HUMANCytochrome	  c	  oxidase	  subunit	  4	  isoform	  1,	  mitochondrial	  (COX	  IV-‐1)	  [CHAIN	  0]
619 P62995_ISOFORM_3TRA2B_HUMANTransformer-‐2	  protein	  homolog	  beta	  (TRA-‐2	  beta)	  (TRA2-‐beta)	  (hTRA2-‐beta)	  [ISOFORM	  3]
620 P26373_CHAIN_0RL13_HUMAN60S	  ribosomal	  protein	  L13	  [CHAIN	  0]
621 O75844 FACE1_HUMANCAAX	  prenyl	  protease	  1	  homolog	  (FACE-‐1)
622 Q9UKM7 MA1B1_HUMANEndoplasmic	  reticulum	  mannosyl-‐oligosaccharide	  1,2-‐alpha-‐mannosidase	  (ERMan1)
623 P29992 GNA11_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐11	  (G	  alpha-‐11)	  (G-‐protein	  subunit	  alpha-‐11)



624 P62750_CHAIN_0RL23A_HUMAN60S	  ribosomal	  protein	  L23a	  [CHAIN	  0]
625 P42224_ISOFORM_BetaSTAT1_HUMANSignal	  transducer	  and	  activator	  of	  transcription	  1-‐alpha/beta	  [ISOFORM	  Beta]
626 P30837_CHAIN_0AL1B1_HUMANAldehyde	  dehydrogenase	  X,	  mitochondrial	  [CHAIN	  0]
627 Q9H930_ISOFORM_2LY10L_HUMANNuclear	  body	  protein	  SP140-‐like	  protein	  [ISOFORM	  2]
628 Q9UHX1_ISOFORM_4PUF60_HUMANPoly(U)-‐binding-‐splicing	  factor	  PUF60	  (FBP-‐interacting	  repressor)	  (RoBP1)	  (Siah-‐BP1)	  [ISOFORM	  4]
629 Q9NP72_CHAIN_0RAB18_HUMANRas-‐related	  protein	  Rab-‐18	  [CHAIN	  0]
630 Q9UJS0 CMC2_HUMANCalcium-‐binding	  mitochondrial	  carrier	  protein	  Aralar2
631 Q9UL25_CHAIN_0RAB21_HUMANRas-‐related	  protein	  Rab-‐21	  [CHAIN	  0]
632 O75915 PRAF3_HUMANPRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5)
633 P62244_CHAIN_0RS15A_HUMAN40S	  ribosomal	  protein	  S15a	  [CHAIN	  0]
634 Q9P0L0_CHAIN_0VAPA_HUMANVesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]
635 P14314_CHAIN_0GLU2B_HUMANGlucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0]
636 P62899 RL31_HUMAN60S	  ribosomal	  protein	  L31
637 P46776_CHAIN_0RL27A_HUMAN60S	  ribosomal	  protein	  L27a	  [CHAIN	  0]
638 P51572_CHAIN_0BAP31_HUMANB-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]
639 O75340 PDCD6_HUMANProgrammed	  cell	  death	  protein	  6
640 Q969H8_CHAIN_0CS010_HUMANUPF0556	  protein	  C19orf10	  (IL-‐25)	  [CHAIN	  0]
641 Q01844_ISOFORM_EWS-BEWS_HUMANRNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B]
642 Q9UJ70_CHAIN_0NAGK_HUMANN-‐acetyl-‐D-‐glucosamine	  kinase	  (N-‐acetylglucosamine	  kinase)	  [CHAIN	  0]
643 P12004 PCNA_HUMANProliferating	  cell	  nuclear	  antigen	  (PCNA)
644 P35221_CHAIN_0CTNA1_HUMANCatenin	  alpha-‐1	  [CHAIN	  0]
645 P16152_CHAIN_0CBR1_HUMANCarbonyl	  reductase	  [NADPH]	  1	  [CHAIN	  0]
646 A2RRP1_ISOFORM_2NBAS_HUMANNeuroblastoma-‐amplified	  sequence	  [ISOFORM	  2]
647 Q14498_ISOFORM_2RBM39_HUMANRNA-‐binding	  protein	  39	  [ISOFORM	  2]
648 Q99805_CHAIN_0TM9S2_HUMANTransmembrane	  9	  superfamily	  member	  2	  [CHAIN	  0]
649 Q9Y2W2WBP11_HUMANWW	  domain-‐binding	  protein	  11	  (WBP-‐11)	  (NpwBP)
650 P35613_ISOFORM_2BASI_HUMANBasigin	  (EMMPRIN)	  (TCSF)	  [ISOFORM	  2]
651 O75489_CHAIN_0NDUS3_HUMANNADH	  dehydrogenase	  	  iron-‐sulfur	  protein	  3,	  mitochondrial	  [CHAIN	  0]
652 Q9BXP5_ISOFORM_5SRRT_HUMANSerrate	  RNA	  effector	  molecule	  homolog	  [ISOFORM	  5]
653 Q8N163 K1967_HUMANProtein	  KIAA1967	  (DBC-‐1)	  (DBC.1)
654 O94905 ERLN2_HUMANErlin-‐2	  (SPFH	  domain-‐containing	  protein	  2)
655 O43747_CHAIN_0AP1G1_HUMANAP-‐1	  complex	  subunit	  gamma-‐1	  [CHAIN	  0]
656 P84103 SRSF3_HUMANSerine/arginine-‐rich	  splicing	  factor	  3
657 O00629_CHAIN_0IMA4_HUMANImportin	  subunit	  alpha-‐3	  [CHAIN	  0]
658 O94826_CHAIN_0TOM70_HUMANMitochondrial	  import	  receptor	  subunit	  TOM70	  [CHAIN	  0]
659 P60903_CHAIN_0S10AA_HUMANProtein	  S100-‐A10	  [CHAIN	  0]
660 P10301_CHAIN_0RRAS_HUMANRas-‐related	  protein	  R-‐Ras	  [CHAIN	  0]
661 P11387_CHAIN_0TOP1_HUMANDNA	  topoisomerase	  1	  [CHAIN	  0]
662 Q96CW1AP2M1_HUMANAP-‐2	  complex	  subunit	  mu
663 Q9HBR0_ISOFORM_3S38AA_HUMANPutative	  sodium-‐coupled	  neutral	  amino	  acid	  transporter	  10	  [ISOFORM	  3]
664 Q16698_CHAIN_0DECR_HUMAN2,4-‐dienoyl-‐CoA	  reductase,	  mitochondrial	  (4-‐enoyl-‐CoA	  reductase	  [NADPH])	  [CHAIN	  0]
665 Q92804 RBP56_HUMANTATA-‐binding	  protein-‐associated	  factor	  2N	  (TAF(II)68)	  (TAFII68)
666 P23634_ISOFORM_ZKAT2B4_HUMANPlasma	  membrane	  calcium-‐transporting	  ATPase	  4	  (PMCA4)	  [ISOFORM	  ZK]
667 P26639 SYTC_HUMANThreonyl-‐tRNA	  synthetase,	  cytoplasmic	  (ThrRS)
668 O15144 ARPC2_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  2	  (p34-‐ARC)
669 Q9P0K7_ISOFORM_3RAI14_HUMANAnkycorbin	  [ISOFORM	  3]
670 P39687 AN32A_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  A	  (LANP)	  (PHAPI)
671 P63173 RL38_HUMAN60S	  ribosomal	  protein	  L38
672 Q9H0S4_CHAIN_0DDX47_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX47	  [CHAIN	  0]
673 Q9Y3I0 CV028_HUMANUPF0027	  protein	  C22orf28
674 P63167 DYL1_HUMANDynein	  light	  chain	  1,	  cytoplasmic	  (DLC8)	  (PIN)
675 Q12797 ASPH_HUMANAspartyl/asparaginyl	  beta-‐hydroxylase	  (ASP	  beta-‐hydroxylase)



676 Q9Y3U8_CHAIN_0RL36_HUMAN60S	  ribosomal	  protein	  L36	  [CHAIN	  0]
677 Q8TAQ2_ISOFORM_2SMRC2_HUMANSWI/SNF	  complex	  subunit	  SMARCC2	  [ISOFORM	  2]
678 P26196 DDX6_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX6
679 P16949 STMN1_HUMANStathmin	  (Op18)	  (pp19)
680 P36957_CHAIN_0ODO2_HUMANDihydrolipoyllysine-‐residue	  succinyltransferase	  component	  of	  2-‐oxoglutarate	  dehydrogenase	  complex,	  mitochondrial	  (OGDC-‐E2)	  [CHAIN	  0]
681 Q02880_ISOFORM_Beta-1TOP2B_HUMANDNA	  topoisomerase	  2-‐beta	  [ISOFORM	  Beta-‐1]
682 P42892_ISOFORM_CECE1_HUMANEndothelin-‐converting	  enzyme	  1	  (ECE-‐1)	  [ISOFORM	  C]
683 P05161_CHAIN_0ISG15_HUMANUbiquitin-‐like	  protein	  ISG15	  (IP17)	  (hUCRP)	  [CHAIN	  0]
684 Q15417 CNN3_HUMANCalponin-‐3
685 P49821_CHAIN_0NDUV1_HUMANNADH	  dehydrogenase	  [ubiquinone]	  flavoprotein	  1,	  mitochondrial	  (CI-‐51kD)	  [CHAIN	  0]
686 P25786 PSA1_HUMANProteasome	  subunit	  alpha	  type-‐1	  (PROS-‐30)
687 O95816 BAG2_HUMANBAG	  family	  molecular	  chaperone	  regulator	  2	  (BAG-‐2)
688 Q7L014 DDX46_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX46
689 P46939 UTRO_HUMANUtrophin	  (DRP-‐1)
690 Q13425 SNTB2_HUMANBeta-‐2-‐syntrophin	  (SNT3)	  (SNTL)
691 P28370_ISOFORM_2SMCA1_HUMANProbable	  global	  transcription	  activator	  SNF2L1	  [ISOFORM	  2]
692 Q8WUJ3_CHAIN_0K1199_HUMANProtein	  KIAA1199	  [CHAIN	  0]
693 Q9H3N1_CHAIN_0TMX1_HUMANThioredoxin-‐related	  transmembrane	  protein	  1	  [CHAIN	  0]
694 P62318 SMD3_HUMANSmall	  nuclear	  ribonucleoprotein	  Sm	  D3	  (Sm-‐D3)
695 P08727 K1C19_HUMANKeratin,	  type	  I	  cytoskeletal	  19	  (CK-‐19)	  (K19)
696 P13473_CHAIN_0LAMP2_HUMANLysosome-‐associated	  membrane	  glycoprotein	  2	  (LAMP-‐2)	  (Lysosome-‐associated	  membrane	  protein	  2)	  [CHAIN	  0]
697 Q99733_CHAIN_0NP1L4_HUMANNucleosome	  assembly	  protein	  1-‐like	  4	  (NAP-‐2)	  [CHAIN	  0]
698 P46783 RS10_HUMAN40S	  ribosomal	  protein	  S10
699 P02042_CHAIN_0HBD_HUMANHemoglobin	  subunit	  delta	  [CHAIN	  0]
700 Q13242 SRSF9_HUMANSerine/arginine-‐rich	  splicing	  factor	  9
701 Q6P1M0 S27A4_HUMANLong-‐chain	  fatty	  acid	  transport	  protein	  4	  (FATP-‐4)	  (Fatty	  acid	  transport	  protein	  4)
702 P17655_CHAIN_0CAN2_HUMANCalpain-‐2	  catalytic	  subunit	  (CANP	  2)	  (M-‐calpain)	  [CHAIN	  0]
703 P23526_CHAIN_0SAHH_HUMANAdenosylhomocysteinase	  (AdoHcyase)	  [CHAIN	  0]
704 P61353 RL27_HUMAN60S	  ribosomal	  protein	  L27
705 P48735_CHAIN_0IDHP_HUMANIsocitrate	  dehydrogenase	  ,	  mitochondrial	  [CHAIN	  0]
706 Q8TCS8_CHAIN_0PNPT1_HUMANPolyribonucleotide	  nucleotidyltransferase	  1,	  mitochondrial	  (PNPase	  1)	  [CHAIN	  0]
707 Q08945_CHAIN_0SSRP1_HUMANFACT	  complex	  subunit	  SSRP1	  (FACT	  80	  kDa	  subunit)	  (FACTp80)	  (hSSRP1)	  [CHAIN	  0]
708 O43854_CHAIN_0EDIL3_HUMANEGF-‐like	  repeat	  and	  discoidin	  I-‐like	  domain-‐containing	  protein	  3	  [CHAIN	  0]
709 O00410_CHAIN_0IPO5_HUMANImportin-‐5	  (Imp5)	  (RanBP5)	  [CHAIN	  0]
710 Q12841_CHAIN_0FSTL1_HUMANFollistatin-‐related	  protein	  1	  [CHAIN	  0]
711 Q00325_CHAIN_0MPCP_HUMANPhosphate	  carrier	  protein,	  mitochondrial	  (PTP)	  [CHAIN	  0]
712 Q86UX6 ST32C_HUMANSerine/threonine-‐protein	  kinase	  32C	  (PKE)
713 P41223 BUD31_HUMANProtein	  BUD31	  homolog
714 P20908_CHAIN_0CO5A1_HUMANCollagen	  alpha-‐1(V)	  chain	  [CHAIN	  0]
715 P52943 CRIP2_HUMANCysteine-‐rich	  protein	  2	  (CRP-‐2)
716 Q9BVK6_CHAIN_0TMED9_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]
717 Q12904 AIMP1_HUMANEndothelial	  monocyte-‐activating	  polypeptide	  2	  (EMAP-‐2)	  (EMAP-‐II)
718 P07942 LAMB1_HUMANLaminin	  subunit	  beta-‐1
719 Q07666_ISOFORM_2KHDR1_HUMANKH	  domain-‐containing,	  RNA-‐binding,	  signal	  transduction-‐associated	  protein	  1	  (Sam68)	  [ISOFORM	  2]
720 P05783_CHAIN_0K1C18_HUMANKeratin,	  type	  I	  cytoskeletal	  18	  (CK-‐18)	  (K18)	  [CHAIN	  0]
721 P37235_CHAIN_0HPCL1_HUMANHippocalcin-‐like	  protein	  1	  (VILIP-‐3)	  [CHAIN	  0]
722 P55265_ISOFORM_5DSRAD_HUMANDouble-‐stranded	  RNA-‐specific	  adenosine	  deaminase	  (DRADA)	  (p136)	  (IFI-‐4)	  [ISOFORM	  5]
723 Q9Y2H6_ISOFORM_2FND3A_HUMANFibronectin	  type-‐III	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]
724 Q9P035 HACD3_HUMANVery-‐long-‐chain	  -‐3-‐hydroxyacyl-‐	  dehydratase	  3
725 Q9NSK0_ISOFORM_3KLC4_HUMANKinesin	  light	  chain	  4	  (KLC	  4)	  [ISOFORM	  3]
726 Q04637_ISOFORM_EIF4G1_HUMANEukaryotic	  translation	  initiation	  factor	  4	  gamma	  1	  (eIF-‐4-‐gamma	  1)	  (eIF-‐4G	  1)	  (eIF-‐4G1)	  [ISOFORM	  E]
727 P36776_CHAIN_0LONM_HUMANLon	  protease	  homolog,	  mitochondrial	  (LONP)	  [CHAIN	  0]



728 Q13561_CHAIN_0DCTN2_HUMANDynactin	  subunit	  2	  (DCTN-‐50)	  [CHAIN	  0]
729 P11413_CHAIN_0G6PD_HUMANGlucose-‐6-‐phosphate	  1-‐dehydrogenase	  (G6PD)	  [CHAIN	  0]
730 Q9Y6M1_ISOFORM_2IF2B2_HUMANInsulin-‐like	  growth	  factor	  2	  mRNA-‐binding	  protein	  2	  (IGF2	  mRNA-‐binding	  protein	  2)	  (IMP-‐2)	  [ISOFORM	  2]
731 O95573 ACSL3_HUMANLong-‐chain-‐fatty-‐acid-‐-‐CoA	  ligase	  3	  (LACS	  3)
732 Q06323 PSME1_HUMANProteasome	  activator	  complex	  subunit	  1	  (REG-‐alpha)	  (IGUP	  I-‐5111)	  (PA28a)	  (PA28alpha)
733 Q13557_CHAIN_0KCC2D_HUMANCalcium/calmodulin-‐dependent	  protein	  kinase	  type	  II	  subunit	  delta	  (CaM	  kinase	  II	  subunit	  delta)	  (CaMK-‐II	  subunit	  delta)	  [CHAIN	  0]
734 Q9BS26_CHAIN_0ERP44_HUMANEndoplasmic	  reticulum	  resident	  protein	  44	  (ER	  protein	  44)	  (ERp44)	  [CHAIN	  0]
735 Q96AC1_ISOFORM_2FERM2_HUMANFermitin	  family	  homolog	  2	  (MIG-‐2)	  (PH	  domain-‐containing	  family	  C	  member	  1)	  [ISOFORM	  2]
736 O15042_ISOFORM_2SR140_HUMANU2-‐associated	  protein	  SR140	  [ISOFORM	  2]
737 Q6NUQ4 TM214_HUMANTransmembrane	  protein	  214
738 P56385_CHAIN_0ATP5I_HUMANATP	  synthase	  subunit	  e,	  mitochondrial	  (ATPase	  subunit	  e)	  [CHAIN	  0]
739 Q14534 ERG1_HUMANSqualene	  monooxygenase	  (SE)
740 P78357_CHAIN_0CNTP1_HUMANContactin-‐associated	  protein	  1	  (Caspr)	  (Caspr1)	  [CHAIN	  0]
741 Q16851_ISOFORM_2UGPA_HUMANUTP-‐-‐glucose-‐1-‐phosphate	  uridylyltransferase	  (UDPGP)	  (UGPase)	  [ISOFORM	  2]
742 Q12849 GRSF1_HUMANG-‐rich	  sequence	  factor	  1	  (GRSF-‐1)
743 Q8TF01 SFR18_HUMANArginine/serine-‐rich	  protein	  PNISR
744 Q07157_ISOFORM_ShortZO1_HUMANTight	  junction	  protein	  ZO-‐1	  [ISOFORM	  Short]
745 O60762_CHAIN_0DPM1_HUMANDolichol-‐phosphate	  mannosyltransferase	  (DPM	  synthase)	  (MPD	  synthase)	  [CHAIN	  0]
746 Q99459 CDC5L_HUMANCell	  division	  cycle	  5-‐like	  protein	  (Cdc5-‐like	  protein)



Score Coverage #Peptides #Uniq	  Peptides#Sub-‐proteinsSub-‐proteins
468,696 36,64 139 64 2 P21333_CHAIN_0,P21333
428,979 15,2 86 62 9 Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107
428,329 33,93 127 59 1 P35579_CHAIN_0
271,984 65,81 153 37 5 P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2
259,871 46,75 104 34 4 P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_C
248,727 17,74 49 35 2 Q13813,Q13813_ISOFORM_2
197,486 13,89 39 27 6 O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7
194,087 16,43 47 25 16 P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1
193,489 52,66 57 25 1 Q07065_ISOFORM_2
189,336 19,34 39 26 4 Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675
189,155 45,57 38 23 1 P04264
188,711 35,2 53 26 0
182,489 6,35 45 26 0
175,875 28,25 34 23 2 Q9P2E9_ISOFORM_1,Q9P2E9
173,605 40,33 48 25 1 P08133
172,979 33,04 46 22 0
160,12 61,5 135 20 5 P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7
151,737 11,17 27 21 2 Q01082_ISOFORM_2,Q01082_ISOFORM_Short
137,032 58,56 35 18 4 A6NNZ2,Q3ZCM7,A6NKZ8,Q99867
136,474 44,35 48 18 3 P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28
134,699 49,41 53 17 4 P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6
131,813 52,8 53 17 4 P68032,P68133_CHAIN_0,P68133,Q562R1
128,762 36,99 27 17 0
127,367 40,85 52 17 0
127,354 42,25 52 17 1 P07951_ISOFORM_3
123,121 49,6 49 16 1 P62736_CHAIN_0
121,54 41,89 32 17 1 P14618
117,033 9,91 20 17 7 Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4
116,46 32,39 49 15 1 P09493_ISOFORM_5
116,283 33,45 50 15 2 P09493_ISOFORM_4,P09493_ISOFORM_2
115,934 9,21 19 16 0
113,665 37,84 21 16 1 P04843
112,453 48,09 29 15 5 P04350,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867
112,265 47 29 15 1 P50454
110,309 44,94 15 15 0
110,26 34,51 38 16 0
109,966 4,98 17 16 1 P78527_CHAIN_0
109,857 35,63 45 15 1 P67936
109,363 42,47 29 14 5 Q9BVA1,A6NNZ2,Q3ZCM7,A6NKZ8,Q99867
107,195 21,61 24 16 4 P07900,P07900_ISOFORM_2,Q14568,Q58FG1
106,608 26,89 43 14 1 P11021
106,453 36,86 27 17 1 P07237
105,263 35,59 26 15 0
104,774 43,78 35 14 1 P06576
104,747 23,2 27 15 1 P08238_CHAIN_0
104,084 12,02 23 13 1 P02452_CHAIN_0
100,447 31,26 24 15 1 P10809
99,158 44,64 41 13 1 P04083
94,221 40,23 25 13 1 P22626_ISOFORM_A2
93,407 35,03 44 11 3 Q13748,Q6PEY2,Q13748_ISOFORM_2
92,436 13,23 21 14 0



92,304 35,03 47 11 0
90,251 4,82 14 13 3 Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2
86,478 48,31 21 13 6 P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51
85,57 36,95 25 11 4 P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104

85,184 44,91 44 11 1 P04406
84,692 8 15 12 1 P35580_CHAIN_0
84,39 31,4 41 10 0
83,73 5,91 19 12 1 Q14315

82,695 20,45 21 11 1 P19338
80,9 23,79 18 11 1 Q7Z794

79,881 32,5 34 11 2 P61978,P61978_ISOFORM_2
78,914 25,11 20 10 0
77,976 55,65 21 10 2 P60174,P60174_ISOFORM_2
76,047 22,54 31 11 0
75,916 39,18 24 11 1 P08758
74,846 13,03 12 10 1 P08123_CHAIN_0
74,661 25,29 23 10 1 P25705
74,543 23,91 17 11 1 P30101
73,288 13,43 14 10 1 P14625
73,06 12,08 14 11 1 Q00341

71,916 17,6 16 10 1 P12956
71,666 14,74 15 10 1 Q7KZF4
71,458 17,48 22 9 4 Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682
70,723 10,95 16 11 1 P53621_ISOFORM_2
70,551 41,95 22 10 1 Q99623
70,309 14,94 24 11 1 P13639
70,008 22,25 17 9 1 P26641
69,967 34,44 16 9 1 P04075
69,887 17,52 27 10 3 P11142,P11142_ISOFORM_2,P54652
68,399 52,5 23 10 1 Q01995
67,955 45,22 26 9 0
67,778 35,13 17 9 1 P63244
67,585 81,48 40 9 1 P09382_CHAIN_0
66,794 22,2 13 10 5 O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5
66,084 22,47 16 9 1 P78371
66,004 14,41 17 11 2 Q14697,Q14697_ISOFORM_2
65,638 13,77 11 10 1 P15144
64,765 24,59 13 10 2 Q13838,Q13838_ISOFORM_2
64,752 33,33 16 8 1 P21796
64,65 14,79 9 8 1 Q92945
63,94 30,05 15 9 1 P36578

62,914 11,44 12 9 0
62,016 20,66 15 9 2 P11940,Q9H361
61,929 22,66 17 9 2 Q14240,Q14240_ISOFORM_2
61,848 7,81 54 7 1 Q9BYX7
61,594 16,91 18 8 1 P04844
60,809 23,21 35 7 0
60,631 21,94 11 9 0
60,413 31,25 20 9 1 Q02878_CHAIN_0
59,302 7,82 10 9 1 Q14152
59,209 8,74 10 8 0
58,219 15,03 13 9 1 P13010_CHAIN_0



57,491 41,32 16 9 1 P23396
56,774 6,04 10 8 1 P46940
56,082 14,37 10 7 2 O00571,O15523
55,944 63,73 24 8 1 P62805
55,856 11,86 15 8 1 P20700
55,816 12,8 11 7 1 P55072
55,638 15,36 10 6 1 P50990
55,377 19,3 13 6 5 Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6
55,13 25,51 12 7 1 P08865

54,542 22,06 9 7 0
54,408 13,88 14 7 5 P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1C
54,248 25,97 23 8 2 Q5VTE0,Q05639
53,388 22,61 18 6 3 P45880_CHAIN_0,P45880,P45880_ISOFORM_1
53,059 23,88 11 7 1 P51991
52,509 19,6 26 6 0
52,403 6,89 23 8 3 Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1
52,014 25,43 8 7 1 P13489
51,891 30,48 15 7 1 P15880
51,737 8,37 10 8 2 O00159_ISOFORM_3,O00159
51,537 11,45 10 8 5 Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906
51,447 8,51 9 7 4 P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789
51,035 17,09 12 7 0
50,811 13,19 13 8 0
49,717 15,37 14 7 1 P48643
49,653 20,89 12 7 2 Q01518,Q01518_ISOFORM_2
49,338 13,27 8 6 0
49,304 11,28 12 7 1 P15311
49,262 18,61 13 7 0
48,989 17,34 11 7 0
48,602 38,8 14 7 1 P23284
48,587 12,45 10 6 1 Q9NR30
48,517 11,93 15 7 0
48,236 42,06 23 7 1 O60814_CHAIN_0
48,165 41,6 21 7 15 P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03
48,141 4,03 8 7 1 O75643_ISOFORM_2
48,137 27,07 14 6 1 P40926
48,092 6,33 7 7 1 Q9BQG0_ISOFORM_2
48,084 8,95 13 7 0
48,057 28,28 12 7 1 P12236
47,693 13,63 9 7 0
47,064 33,47 25 7 0
46,874 8,06 8 6 1 Q9BSJ8_ISOFORM_2
46,816 49,76 13 6 0
46,795 34,07 11 6 1 Q8NHW5
46,792 10,07 9 7 1 Q9UBF2
46,763 36,49 9 7 2 P61019,Q8WUD1
46,359 14,91 9 7 2 P06396_CHAIN_0,P06396
46,284 34,85 13 6 1 P37802
46,25 9,79 14 5 1 P38646

46,133 16,53 12 8 1 Q9UHB6
45,909 36,43 36 6 24 Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9
45,83 23,31 14 6 0



45,83 11,27 8 7 0
45,559 13,27 9 6 0
45,343 26,43 14 5 2 P29692,P29692_ISOFORM_2
45,341 48 18 6 3 P60660,P60660_ISOFORM_Smoothmuscle,P14649
45,097 15,04 8 7 2 O75083,O75083_ISOFORM_2
44,964 18,5 11 6 1 Q8NBS9
44,779 23,26 11 7 2 P00338,P00338_ISOFORM_2
44,634 11,98 12 7 1 P26038
44,504 28,73 6 6 3 P00387_ISOFORM_2,P00387_CHAIN_0,P00387
44,27 24,81 13 6 5 P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47

44,084 16,9 10 7 1 O00148
43,94 9,76 7 6 1 P23246_ISOFORM_Short

43,765 23,13 17 6 0
43,67 7,66 11 6 0

43,505 41,22 11 7 1 P25398
43,486 25 10 6 2 O43852,O43852_ISOFORM_2
43,265 10,71 11 6 2 P52272_CHAIN_0,P52272
43,05 34,9 9 5 1 P21291
42,64 14,7 9 6 2 P13674,P13674_ISOFORM_2

42,605 23,58 11 7 9 P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492
42,605 29,85 11 6 5 P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3
42,146 6,59 8 6 3 Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3
42,12 46,67 17 5 0

41,754 17,19 9 5 2 P31943,P55795
41,472 13,97 7 6 0
41,39 8,26 9 5 3 Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2
41,34 29,47 8 5 0

41,321 17,67 10 5 0
40,96 22,9 12 6 1 P05141
40,83 12,71 5 5 31 O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716

40,747 7,1 11 6 0
40,683 12,52 8 6 0
40,658 14 9 5 1 P27797
40,617 16,2 12 6 6 P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4
40,294 42,34 9 6 2 O75947_CHAIN_0,O75947
40,168 38 9 6 1 P62277
40,034 23,91 9 6 1 P12235
39,796 25,88 9 6 1 O15143
39,776 23,56 8 6 1 Q9BTV4
39,633 8,84 6 6 1 P35606
39,234 17,99 14 5 1 P00558_CHAIN_0
38,582 6,14 20 5 0
38,297 11,19 10 6 0
38,177 25,57 11 5 0
38,089 21,62 12 5 2 Q15084,Q15084_ISOFORM_2
37,853 28,18 8 5 5 P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1
37,819 17,9 11 4 5 P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104
37,689 11,68 5 5 2 Q9NVA2,Q9NVA2_ISOFORM_2
37,682 18,49 15 5 1 P62424
37,598 24,87 7 6 1 P46781
37,535 19,58 9 6 0
36,983 8,41 6 5 1 Q14764



36,972 15,42 9 6 1 P39023
36,709 28,76 25 6 1 P62258
36,414 3,41 15 5 4 Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4
36,365 29,86 7 5 1 P21964
36,32 8,79 7 5 0

36,222 21,25 10 6 3 Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103
35,912 38,64 8 5 2 Q16629_ISOFORM_2,Q16629
35,845 47,37 13 5 17 P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2
35,594 9,59 7 5 1 Q02809
35,582 27,05 8 5 0
35,308 10,33 8 5 1 P21980_CHAIN_0
35,301 10,75 7 5 5 Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4
35,242 19,5 12 4 5 P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7
35,218 5,12 5 5 6 Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7
35,161 27,32 9 5 0

35,1 18 10 5 1 P07910_ISOFORM_C1
35,056 3,19 11 5 0
34,899 14,35 6 4 1 P22695
34,879 18,95 7 5 3 P61586_CHAIN_0,P08134,P61586
34,801 11,27 6 4 2 Q16643,Q16643_ISOFORM_2
34,737 12,81 9 5 2 P08107,P48741
34,728 29,17 10 6 1 P39019
34,558 20,13 10 4 1 Q96D15
34,502 9,8 9 5 0
34,46 10,57 5 5 0

34,437 1,55 6 5 0
34,232 10,8 6 5 1 P28331
34,01 42,68 13 5 1 P62937

33,843 18,6 13 5 3 Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729
33,835 8,04 6 5 0
33,818 9,49 8 5 1 O43390
33,722 21 8 5 0
33,628 52,04 10 5 1 P10606
33,623 10,07 7 5 1 Q96AY3
33,613 25,67 9 4 1 Q07020
33,56 16,52 9 4 1 P62873

33,529 11,34 8 5 3 P08195_ISOFORM_3,P08195,P08195_ISOFORM_4
33,428 6,56 4 4 1 P54886
33,332 7,08 5 5 1 Q86UP2
33,014 9,38 9 5 3 Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4
33,013 12,48 6 5 0
32,912 38,18 10 4 1 P30050_ISOFORM_2
32,91 43,51 9 4 1 P63241_CHAIN_0

32,758 14,7 6 4 1 Q02978
32,723 15,19 8 4 1 Q9Y277_ISOFORM_2
32,653 17,44 6 5 0
32,445 4,09 6 5 1 Q14980
32,368 16,99 9 5 5 P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721
32,292 11,08 5 5 0
32,21 8,33 6 5 1 P02786

31,989 69,57 17 4 0
31,903 22,13 8 5 2 O14979_ISOFORM_2,O14979



31,864 36,24 9 4 1 P62158_CHAIN_0
31,802 35,38 8 4 10 Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9
31,73 15,13 7 4 1 Q6NZI2_ISOFORM_2

31,712 11,91 5 5 1 Q15942
31,711 1,26 7 5 1 Q07954
31,568 23,38 12 5 3 Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2
31,475 11,84 10 5 1 P39656
31,437 12,36 5 5 1 Q9NZN3
31,35 10,74 8 4 1 P55209_CHAIN_0

31,317 24,64 13 4 1 P62241
31,249 22,65 5 4 2 P27695_CHAIN_0,P27695
31,245 12,24 8 5 1 P21589
31,21 3,65 5 5 0

31,141 19,18 22 5 7 P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981
31,029 15,79 13 5 1 Q58FF8
30,889 5,9 5 5 3 Q02218,Q9ULD0_CHAIN_0,Q9ULD0
30,82 32,71 5 4 1 P61106

30,473 24,51 7 4 1 P61313_CHAIN_0
30,401 15,02 8 4 1 P07195
30,315 7,17 7 4 0
30,144 22,22 9 4 2 P30044_ISOFORM_Cytoplasmic,P30044
30,144 3,11 4 4 0
29,886 25,46 6 4 1 P62906
29,755 11,04 4 4 3 O94925_CHAIN_0,O94925,O94925_ISOFORM_2
29,745 16,77 7 5 4 P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2
29,527 5,36 6 4 0
29,354 4,82 5 5 1 O95782
29,349 11,57 5 5 2 Q16891_ISOFORM_2,Q16891
29,323 14,96 5 4 1 Q15019_ISOFORM_2
29,274 28,78 14 4 1 P07737
29,244 5,15 6 5 0
29,229 17,24 7 4 0
29,11 16,13 6 4 38 P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2
29,06 12,56 8 4 1 P52597

29,047 8,92 5 4 1 P27824
29,032 19,6 6 4 0
29,001 28,35 6 4 1 P55769
28,999 14,41 7 4 9 P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2
28,933 19,81 5 4 3 Q15907_CHAIN_0,P62491,Q15907
28,821 26,11 9 5 1 P62280
28,773 23,85 6 4 2 Q99714,Q99714_ISOFORM_2
28,77 14,11 5 4 0

28,489 11,48 5 4 2 O15460_ISOFORM_IIa,O15460
28,481 12,86 5 4 0
28,315 35,14 9 3 1 P04216
27,867 9,58 4 4 0
27,857 24,84 6 4 0
27,834 2,4 4 4 1 Q92616
27,639 12,22 4 3 1 P00505
27,47 6,76 5 4 2 P49756_ISOFORM_2,P49756_ISOFORM_3

27,452 10,77 6 4 1 Q16658
27,389 15,89 6 3 1 O75396



27,318 7,12 5 4 8 Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668
27,312 29,34 8 4 1 P59998
27,24 8,38 5 4 0

27,213 23,84 8 5 1 P62269
27,068 12,47 5 4 3 O75367_CHAIN_0,O75367_ISOFORM_3,O75367
26,895 16,73 5 4 1 P61247
26,878 31,79 7 4 1 P22392_ISOFORM_3
26,627 6,58 12 4 2 Q00839_CHAIN_0,Q00839
26,537 8,08 4 4 1 Q13310
26,534 14,63 4 3 0
26,482 10,82 4 3 26 P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960
26,434 24,37 7 4 1 P32119
26,193 14,89 6 4 2 P61619_CHAIN_0,P61619
26,117 7,82 4 4 1 Q9Y262
25,942 24,8 9 4 0
25,859 6,86 10 4 1 P43243
25,78 7,24 4 3 2 Q9UBV2,Q9UBV2_ISOFORM_2
25,74 10,16 6 4 1 Q14651

25,683 7,58 4 4 7 Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8
25,565 5,76 6 4 1 P63010_ISOFORM_2
25,396 7,9 5 3 1 P06744
25,374 8,59 7 4 2 P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9
25,313 5,79 4 4 0
25,282 9,01 7 4 1 P20073
25,159 16,67 5 3 0
25,157 13,1 6 4 1 Q9UKM9
25,105 6,24 9 3 0
24,918 16,72 7 4 4 P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2
24,837 15,5 4 4 4 Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51
24,695 9,25 6 3 1 P11279
24,69 5,76 5 4 2 O00469,O00469_ISOFORM_2

24,597 5,5 6 3 1 P40939
24,528 17,33 5 4 1 P16401
24,524 18,4 7 4 4 P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2
24,492 9,51 5 4 1 P30153_CHAIN_0
24,45 3,28 14 3 0
24,41 1,68 5 4 2 P12111_CHAIN_0,P12111

24,384 3,47 4 3 1 P25205
24,03 14,39 6 3 0

23,955 2,01 4 4 1 Q6P2Q9
23,899 9,35 4 4 2 Q13740_ISOFORM_2,Q13740
23,894 10,52 4 4 2 Q13505_ISOFORM_3,Q13505_ISOFORM_2
23,85 10,09 3 3 1 Q16181

23,827 28,57 4 3 0
23,788 23,27 7 3 1 O15260
23,764 27,65 4 4 3 O14950_CHAIN_0,P19105,O14950
23,725 5,6 5 3 1 O60568
23,541 13,18 4 3 1 P46777
23,428 10,79 4 3 1 P12277
23,32 16,36 8 3 1 P50914

23,144 8,03 4 3 1 P62495
22,988 2,77 3 3 1 P42704



22,947 4,2 3 3 0
22,828 5,99 4 3 2 P51659,P51659_CHAIN_1

22,8 6,29 7 3 1 P35637
22,763 15,79 4 3 1 P52907
22,762 22,88 6 3 1 P60866
22,629 2,9 8 3 1 Q9UBG0
22,423 5,6 4 3 2 Q96AE4,Q96AE4_ISOFORM_2
22,339 7,55 5 3 1 Q9UMS4
22,33 4,81 3 3 4 P16615_ISOFORM_5,P16615_ISOFORM_3,P16615,P16615_ISOFORM_4

22,288 35,64 7 3 1 P61604
22,245 18,42 4 3 1 P48047
22,193 10,79 6 3 1 P61158
22,051 22,12 4 3 1 P99999
21,903 13,89 6 3 4 P15259,P18669_CHAIN_0,P18669,Q8N0Y7
21,876 14,71 5 3 10 Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153
21,709 2,77 3 3 1 P26640_CHAIN_0
21,698 18,32 7 4 2 P40429,Q6NVV1
21,683 5,75 4 3 1 Q02818
21,595 5,74 4 3 2 P08648_CHAIN_0,P08648
21,568 8,37 6 2 1 Q92520
21,527 12,98 7 3 3 P62879,Q9HAV0_CHAIN_0,Q9HAV0
21,497 5,86 6 3 1 O95302
21,365 5,29 5 3 1 P48741
21,34 9,76 4 4 1 P38919

21,329 4,6 10 3 2 P18206_CHAIN_0,P18206
21,167 3,63 3 3 0
21,158 33,67 7 3 0
21,108 9,75 3 3 2 Q96N66_ISOFORM_3,Q96N66_ISOFORM_2
21,09 10,66 3 3 0
21,09 7,54 3 3 2 Q13492_ISOFORM_2,Q13492

21,066 3,79 3 3 1 P12109_CHAIN_0
21,053 32,84 11 3 1 P08708
20,982 20,83 5 3 0
20,92 5,48 5 3 1 Q14444

20,897 26,67 3 3 1 P51571
20,894 12,62 3 3 3 P60891,P21108_CHAIN_0,P21108
20,842 28,57 4 3 1 P61803
20,831 33,33 4 4 1 P24844
20,824 13,36 6 3 2 Q01105_CHAIN_0,Q01105
20,625 25,71 7 3 0
20,613 4,39 3 3 1 P47897
20,575 5,07 3 3 2 Q5SSJ5,Q5SSJ5_ISOFORM_4
20,559 6,5 3 3 1 P31930
20,537 19,62 3 3 1 P09211
20,47 7,59 3 3 1 P49591_CHAIN_0

20,435 13,44 5 3 0
20,423 5,39 3 3 0
20,327 10,93 4 3 1 Q9Y6C9
20,193 32,26 4 3 0
20,046 4,15 3 3 3 P06756_CHAIN_0,P06756,P06756_CHAIN_1
20,042 5,26 3 3 0
19,997 6,2 6 3 1 O43175



19,918 3,83 3 3 1 O75694
19,818 21,28 6 3 1 P60953
19,803 5,71 5 3 1 P33993
19,791 9,77 3 3 0
19,751 15,42 5 3 1 Q15286_CHAIN_0
19,728 7,95 3 3 1 P52292
19,725 17,04 3 3 1 P30041
19,603 12,09 5 3 2 P36542_ISOFORM_Heart,P36542
19,589 9,49 3 3 1 A1L0T0_ISOFORM_2
19,557 2,85 3 3 2 P05023,P13637
19,387 4,52 3 3 3 P29590_ISOFORM_PML-‐11,P29590_ISOFORM_PML-‐10,P29590
19,372 19,35 4 3 1 P30086
19,328 13,21 4 3 1 P06748
19,309 8,39 3 3 2 P02768_CHAIN_0,P02768
19,213 12,5 19 3 1 P31947
19,153 7,46 4 3 1 Q13247
19,148 27,41 3 3 1 P62910_CHAIN_0
19,127 6,32 4 3 2 P17813_ISOFORM_Short,P17813
19,077 6,24 3 3 2 P36871,P36871_ISOFORM_2
19,075 9,38 3 3 0
19,071 5,84 3 3 2 Q13263_CHAIN_0,Q13263
19,044 3,83 3 3 0
18,93 20 3 3 0

18,781 5,97 2 2 3 P51114_ISOFORM_2,P51114_CHAIN_0,P51114
18,771 6,41 4 3 3 P08729,P05787_CHAIN_0,P05787
18,737 3,43 7 3 0
18,694 11,81 4 3 2 P61254,Q9UNX3
18,646 12,2 4 3 0
18,563 5,82 5 3 2 P43304_CHAIN_0,P43304
18,542 6,45 2 2 1 Q13283
18,54 22,91 5 3 1 P18085

18,513 4,43 3 3 1 P35222
18,481 6,36 2 2 1 P49411
18,408 20,51 3 3 1 Q92688

18,4 7,65 6 3 5 P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2
18,381 19,42 3 2 1 P31942_ISOFORM_3
18,335 32,12 5 3 1 P23528
18,323 5,26 3 3 0
18,314 7,19 4 3 0
18,264 3,52 4 3 1 Q9Y4L1
18,249 3,93 3 3 0
18,189 10,79 5 2 0
18,154 7,06 5 3 1 O75390
18,126 10,04 4 2 2 O15400_CHAIN_0,O15400
18,081 4,87 3 3 1 Q03252
18,047 3,93 3 2 2 P20591,P20592
17,921 12,85 3 3 1 P17931
17,848 6,69 2 2 0
17,773 7,03 3 2 1 P55084
17,749 2,54 3 3 0
17,746 11,56 4 3 1 Q15005
17,721 40,78 5 3 0



17,708 1,85 3 2 2 Q02952_ISOFORM_2,Q02952
17,692 7,48 5 2 16 P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070
17,675 9,29 7 3 0
17,637 4,22 3 3 1 Q8NBJ5
17,565 6,95 3 3 2 Q0ZGT2,Q0ZGT2_ISOFORM_3
17,542 6,79 4 3 0
17,538 27,27 7 2 2 P56134_CHAIN_0,P56134
17,481 6,23 5 3 1 P40227
17,457 9,54 2 2 0
17,35 4,51 3 3 0

17,336 16,27 4 2 1 Q07021
17,317 18,9 4 2 1 P35268
17,309 4,44 3 2 0

17,3 4,85 4 2 0
17,272 2 3 2 1 P07996
17,244 10,22 4 3 1 P30533
17,203 4,83 5 2 1 P50991
17,096 9,47 3 3 1 P34897
17,09 4,02 2 2 0

16,997 32,65 3 2 2 P61769_CHAIN_0,P61769
16,988 17,03 3 3 1 Q9UBQ0_ISOFORM_2
16,938 16,49 3 3 1 P49755
16,918 13,4 3 3 0
16,824 5,48 3 3 0
16,739 5,42 3 3 1 Q14554
16,734 1,23 3 2 1 P12270
16,733 12,11 3 3 1 Q9HDC9
16,728 14,49 3 3 1 P24539
16,708 7,44 6 3 1 P38159
16,691 12,68 2 2 1 P20618
16,644 4,84 3 3 0
16,638 2,09 4 3 2 Q9UKV3_ISOFORM_3,Q9UKV3_ISOFORM_2
16,576 20 3 2 1 P37108
16,545 6,86 5 3 0
16,541 5,91 2 2 0
16,53 35,06 6 2 0

16,507 9,09 3 2 1 Q99439
16,421 4,2 2 2 0
16,364 31,25 4 2 1 O75380

16,3 21,62 4 3 1 P09669
16,298 3,96 2 2 4 Q9Y2D5_ISOFORM_3,Q9Y2D5_ISOFORM_5,Q9Y2D5_ISOFORM_4,Q9Y2D5_ISOFORM_2
16,291 10,28 3 3 1 Q13641
16,283 6,92 2 2 1 P09525
16,195 9,06 2 2 1 P09661
16,19 15 3 2 1 Q6IAA8

16,189 24,56 4 2 1 P62888
16,141 5,8 2 2 2 P07093_ISOFORM_2,P07093
16,099 3,52 4 3 1 O75534
16,075 7,32 3 3 1 Q10713
16,065 5,04 3 3 2 Q92598_ISOFORM_3,Q92598
16,032 6,18 3 3 1 O00231
16,017 16,44 5 2 1 P30049



15,872 12,99 8 2 2 P62913_ISOFORM_2,P62913
15,84 2,88 2 2 1 Q15437
15,81 7,33 5 2 3 P30455_CHAIN_0,P30443,P30455

15,808 9,62 3 2 0
15,743 5,12 2 2 0
15,742 11,94 3 2 0
15,732 3,52 2 2 0
15,705 3,21 2 2 1 Q8IVL6
15,694 5,1 5 2 1 P02533
15,674 2,43 3 3 7 Q8N4C6_ISOFORM_4,Q8N4C6_ISOFORM_8,Q8N4C6_ISOFORM_2,Q8N4C6,Q8N4C6_ISOFORM_5,Q8N4C6_ISOFORM_3,Q8N4C6_ISOFORM_7
15,609 5,6 2 2 1 Q96I24
15,571 7,16 3 3 0
15,57 16,14 3 3 1 Q00688

15,554 2,38 2 2 0
15,53 8,79 3 2 2 Q16630,Q16630_ISOFORM_2

15,518 4,39 2 2 2 P49748_ISOFORM_2,P49748
15,492 4,92 2 2 3 Q9BUJ2_ISOFORM_4,Q9BUJ2_ISOFORM_2,Q9BUJ2
15,453 6,65 3 2 1 P15313
15,436 19,19 2 2 1 Q969X5
15,408 4,87 3 2 1 P08779
15,299 7,12 3 2 1 Q9UQ80
15,287 16,53 3 2 0
15,264 3,91 2 2 0
15,233 5,63 2 2 1 Q9Y230
15,23 9,77 3 2 1 P62826
15,22 2,67 3 2 1 P09874

15,201 6,64 3 2 0
15,117 6,64 4 2 1 P62917
15,041 9,17 3 2 1 P20674
15,02 9,82 4 2 1 P24534

14,997 0,82 2 2 1 Q93008
14,982 15,6 3 2 1 Q14019
14,877 4,03 2 2 1 O76094
14,836 2,97 2 2 1 Q13423
14,835 10,49 2 2 3 P47813_CHAIN_0,O14602,P47813
14,834 4,94 3 2 1 P46063
14,818 4,08 2 2 1 P54136
14,797 6,53 2 2 0
14,795 5,59 2 2 0
14,706 5,3 2 2 2 O94874_ISOFORM_2,O94874
14,703 12,86 4 2 0
14,694 3,26 4 2 0
14,423 8,81 2 2 0
14,414 9,73 3 2 2 P11177_ISOFORM_2,P11177
14,412 7,31 2 2 1 Q16795
14,403 11,58 3 2 1 Q9Y3B3
14,403 6,12 3 2 1 P09622
14,403 5,2 2 2 2 P04181_CHAIN_0,P04181
14,387 6,93 2 2 0
14,376 4,66 4 2 1 O75131
14,37 2,04 2 2 1 O14776

14,354 21,02 2 2 0



14,345 16,39 3 2 1 P18621
14,318 8,97 2 2 3 Q08431_ISOFORM_3,Q08431_CHAIN_0,Q08431
14,311 22,73 3 2 0
14,284 6,81 2 2 5 Q16881_ISOFORM_2,Q16881_ISOFORM_4,Q16881_ISOFORM_3,Q16881_ISOFORM_6,Q16881
14,26 6,35 3 2 1 P24752

14,253 3,75 2 2 3 Q14676_ISOFORM_3,Q14676_ISOFORM_2,Q14676
14,238 4,67 3 2 0
14,21 1,66 2 2 1 Q6UVK1

14,204 11,62 2 2 1 P08574
14,184 10,58 4 2 1 P59190
14,18 7,58 3 2 0

14,177 8,55 4 2 1 Q13243
14,173 6,73 2 2 5 Q29865_CHAIN_0,Q29963_CHAIN_0,P10321,Q29865,Q29963
14,162 21,09 3 2 2 Q03135_CHAIN_0,Q03135
14,148 6,17 2 2 0
14,131 18,85 5 2 1 P42766
14,117 6,19 2 2 1 Q15008
14,088 6,14 3 2 0
14,052 14,61 3 2 0
13,992 5,42 4 2 0
13,986 13,16 4 2 0
13,976 19,2 2 2 1 P49773
13,968 1,98 2 2 1 P33176
13,965 6,95 2 2 1 Q15293
13,962 14,83 3 2 1 P30084
13,951 2,26 2 2 1 P17301
13,949 19,35 3 2 1 O14737
13,901 5,57 4 2 0
13,895 14,62 2 2 1 O14653_ISOFORM_B
13,886 2,57 2 2 1 P22102_CHAIN_0
13,847 6,64 2 2 0
13,844 6,76 2 2 3 Q16666_ISOFORM_3,Q16666_ISOFORM_2,Q16666
13,792 3,83 4 2 2 Q10567_ISOFORM_B,Q10567
13,746 19,09 3 2 1 P14927
13,734 8,96 2 2 1 Q13177
13,725 14,48 5 2 1 P62249
13,72 2,39 2 2 1 O43294_ISOFORM_2

13,718 4,55 3 2 3 A0FGR8_ISOFORM_2,A0FGR8,A0FGR8_ISOFORM_6
13,716 4,26 2 2 0
13,711 2,54 2 2 1 Q8WUM4
13,68 8,26 2 2 2 P09496_ISOFORM_3,P09496
13,66 11,98 2 2 1 P63000_CHAIN_0

13,631 12,66 2 2 0
13,615 10,17 3 2 1 O15145
13,614 3,82 5 2 2 P26368_CHAIN_0,P26368

13,6 7,06 2 2 1 O43684
13,554 14,29 2 2 1 P13073
13,525 12,23 2 2 1 P62995

13,5 10 4 2 1 P26373
13,491 6,74 2 2 0
13,474 3,15 2 2 0
13,473 7,8 2 2 0



13,416 15,48 3 2 1 P62750
13,402 3,93 2 2 1 P42224
13,362 4,2 3 2 1 P30837
13,331 4,96 3 2 1 P23497_ISOFORM_SpAlt-‐C
13,318 8,22 2 2 5 Q9UHX1_ISOFORM_6,Q9UHX1_ISOFORM_3,Q9UHX1_ISOFORM_5,Q9UHX1_ISOFORM_2,Q9UHX1
13,312 11,33 2 2 1 Q9NP72
13,273 5,63 2 2 0
13,262 9,95 3 2 1 Q9UL25
13,254 13,83 4 2 0
13,248 10,85 4 2 1 P62244
13,248 13,31 4 2 2 Q9P0L0,Q9P0L0_ISOFORM_2
13,212 7 4 2 1 P14314
13,182 17,6 5 2 0
13,169 14,29 4 2 1 P46776
13,147 9,8 4 2 1 P51572
13,141 10,99 2 2 0
13,119 17,61 3 2 1 Q969H8
13,082 4,97 4 2 1 Q01844
13,076 6,41 2 2 1 Q9UJ70
13,062 8,43 4 2 0
13,056 2,76 3 2 2 P35221,P35221_ISOFORM_2
13,056 6,88 2 2 1 P16152
13,035 0,84 2 2 1 A2RRP1
13,001 4,39 4 2 2 Q14498_CHAIN_0,Q14498
12,976 4,09 2 2 1 Q99805
12,928 4,52 2 2 0
12,914 8,55 3 2 2 P35613_CHAIN_0,P35613
12,888 12,28 2 2 1 O75489
12,874 1,67 2 2 4 Q9BXP5_ISOFORM_4,Q9BXP5_ISOFORM_2,Q9BXP5_ISOFORM_3,Q9BXP5
12,856 2,38 2 2 1 Q8N163_ISOFORM_2
12,813 9,44 2 2 0
12,809 2,31 2 2 2 O43747,O43747_ISOFORM_2
12,685 14,02 3 2 0
12,667 5,77 2 2 1 O00629
12,649 3,29 2 2 1 O94826
12,621 28,12 6 2 1 P60903
12,59 8,84 2 2 1 P10301
12,59 3,66 2 2 1 P11387

12,586 3,91 3 2 1 Q96CW1_ISOFORM_2
12,573 3,35 2 2 1 Q9HBR0
12,556 7,97 2 2 1 Q16698
12,543 3,04 2 2 1 Q92804_ISOFORM_Short
12,532 1,34 3 2 7 P23634_ISOFORM_XK,P23634_ISOFORM_ZA,P23634_ISOFORM_XA,P23634_ISOFORM_ZB,P23634_ISOFORM_XB,P23634_ISOFORM_ZD,P23634
12,485 2,63 2 2 0
12,421 6,67 3 2 0
12,398 1,44 2 2 2 Q9P0K7,Q9P0K7_ISOFORM_2
12,341 10,84 2 2 0
12,328 28,57 4 2 1 P63173_CHAIN_0
12,327 6,17 2 2 1 Q9H0S4
12,321 7,72 2 2 0

12,3 24,72 3 2 1 Q96FJ2
12,295 3,69 2 2 0



12,234 18,27 3 2 1 Q9Y3U8
12,23 1,95 2 2 1 Q8TAQ2

12,223 5,18 3 2 0
12,222 7,38 3 2 1 P16949_CHAIN_0
12,218 5,7 2 2 1 P36957
12,187 1,17 2 2 1 Q02880
12,186 5,17 2 2 3 P42892_ISOFORM_A,P42892_ISOFORM_D,P42892
12,179 14,1 3 2 1 P05161
12,168 9,12 5 2 0

12,1 3,38 2 2 2 P49821_ISOFORM_2,P49821
12,098 7,98 2 2 1 P25786_ISOFORM_Long
12,086 11,85 2 2 0
12,046 1,84 3 2 0
12,041 0,61 2 2 0
12,01 4,26 3 2 0

11,999 2,02 2 2 2 O60264,P28370
11,895 1,35 2 2 1 Q8WUJ3
11,869 8,66 2 2 1 Q9H3N1
11,858 15,08 3 2 0
11,854 4,75 3 2 0
11,815 5,5 2 2 2 P13473,P13473_ISOFORM_LAMP-‐2B
11,803 5,35 2 2 1 Q99733
11,789 14,55 4 2 0
11,772 13,01 2 2 1 P68871_CHAIN_0
11,746 10,41 3 2 0
11,729 3,42 2 2 0
11,638 3,82 2 2 1 P17655
11,545 3,94 2 2 1 P23526
11,54 13,24 2 2 1 P61353_CHAIN_0

11,522 5,33 2 2 1 P48735
11,514 2,98 2 2 1 Q8TCS8
11,504 2,97 2 2 1 Q08945
11,394 4,09 3 2 2 O43854_ISOFORM_2,O43854
11,371 1,55 2 2 2 O00410,O00410_ISOFORM_3
11,337 6,25 2 2 1 Q12841
11,298 6,39 3 2 2 Q00325_ISOFORM_B,Q00325
11,293 4,32 2 2 0
11,283 12,5 2 2 0
11,161 2,04 2 2 1 P20908
11,05 11,06 2 2 0
10,99 10 5 2 1 Q9BVK6

10,986 6,09 3 2 0
10,979 1,18 2 2 1 P07942_CHAIN_0
10,861 5,74 2 2 1 Q07666
10,859 3,73 2 2 1 P05783
10,811 9,38 3 2 1 P37235
10,81 3,54 2 2 4 P55265_ISOFORM_3,P55265_ISOFORM_2,P55265,P55265_ISOFORM_4

10,753 1,23 2 2 1 Q9Y2H6
10,679 8,84 2 2 0
10,648 3,14 2 2 1 Q9NSK0
10,513 1,43 2 2 4 Q04637_ISOFORM_D,Q04637_ISOFORM_C,Q04637_ISOFORM_B,Q04637
10,477 2,8 3 2 1 P36776



10,448 4,5 2 2 3 Q13561,Q13561_ISOFORM_3,Q13561_ISOFORM_2
10,41 4,67 3 2 3 P11413,P11413_ISOFORM_3,P11413_ISOFORM_Long

10,378 6,29 2 2 1 Q9Y6M1
10,339 4,03 2 2 0
10,253 6,83 3 2 0
10,241 4,22 2 2 2 Q13557,Q13557_ISOFORM_Delta
10,135 4,51 2 2 1 Q9BS26
10,101 4,58 2 2 1 Q96AC1
10,084 3,5 2 2 1 O15042
10,03 2,03 2 2 0
9,963 26,47 2 2 1 P56385
9,952 4,53 2 2 0
9,951 1,32 2 2 1 P78357
9,938 4,83 2 2 2 Q16851_CHAIN_0,Q16851
9,935 3,75 2 2 0
9,804 2,86 2 2 0
9,726 1,2 2 2 1 Q07157
9,711 6,18 2 2 1 O60762
9,653 2,37 2 2 0



Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107

P08670,P17661_CHAIN_0,P17661,P41219,P41219_ISOFORM_2
P02545_CHAIN_0,P02545,P02545_ISOFORM_ADelta10,P02545_ISOFORM_C

O75369,O75369_ISOFORM_6,O75369_ISOFORM_3,O75369_ISOFORM_5,O75369_ISOFORM_4,O75369_ISOFORM_7
P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1

Q00610_CHAIN_0,Q00610,P53675_ISOFORM_2,P53675

P63261_CHAIN_1,P60709,P63261,Q562R1,Q9BYX7
Q01082_ISOFORM_2,Q01082_ISOFORM_Short

P06753_ISOFORM_3,A6NL28_ISOFORM_2,A6NL28
P07355,P07355_ISOFORM_2,A6NMY6_CHAIN_0,A6NMY6

Q9NZM1,Q9NZM1_ISOFORM_3,Q9NZM1_ISOFORM_2,Q9NZM1_ISOFORM_5,Q9NZM1_ISOFORM_8,Q9NZM1_ISOFORM_7,Q9NZM1_ISOFORM_4



Q99715_CHAIN_0,Q99715,Q99715_ISOFORM_2
P0C7M2_CHAIN_0,P09651_ISOFORM_A1-‐A,P0C7M2,P09651_CHAIN_0,P09651,Q32P51
P06733,P06733_ISOFORM_MBP-‐1,P09104_CHAIN_0,P09104

Q05682_ISOFORM_4,Q05682_ISOFORM_3,Q05682_ISOFORM_2,Q05682

O60506_ISOFORM_3,O60506_ISOFORM_2,O60506_CHAIN_0,O60506,O60506_ISOFORM_5



Q9NQC3_ISOFORM_5,Q9NQC3,Q9NQC3_ISOFORM_3,Q9NQC3_ISOFORM_4,Q9NQC3_ISOFORM_6

P05556_ISOFORM_Beta-‐1B,P05556,P05556_ISOFORM_Beta-‐1D,P05556_ISOFORM_Beta-‐1C-‐2,P05556_ISOFORM_Beta-‐1C

P45880_CHAIN_0,P45880,P45880_ISOFORM_1

Q8WWI1_ISOFORM_4,Q8WWI1_ISOFORM_2,Q8WWI1

Q12906_ISOFORM_4,Q12906_ISOFORM_2,Q12906_ISOFORM_6,Q12906_ISOFORM_3,Q12906
P19367_ISOFORM_2,P19367,P19367_ISOFORM_3,P52789

P23527_CHAIN_0,P33778_CHAIN_0,Q16778_CHAIN_0,P06899,P23527,P33778,Q16778,Q8N257_CHAIN_0,Q8N257,Q96A08_CHAIN_0,Q96A08,Q6DRA6_CHAIN_0,Q6DRA6,Q6DN03_CHAIN_0,Q6DN03

Q7L7L0_CHAIN_0,Q93077_CHAIN_0,P04908,Q7L7L0,Q93077,Q96KK5_CHAIN_0,Q99878_CHAIN_0,Q16777_CHAIN_0,Q96KK5,Q99878,Q9BTM1_CHAIN_0,P0C0S8_CHAIN_0,P20671_CHAIN_0,Q16777,Q6FI13_CHAIN_0,Q9BTM1,P0C0S8,P20671,Q6FI13,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9



P60660,P60660_ISOFORM_Smoothmuscle,P14649

P00387_ISOFORM_2,P00387_CHAIN_0,P00387
P62701,P22090_CHAIN_0,Q8TD47_CHAIN_0,P22090,Q8TD47

P16403,P10412_CHAIN_0,P10412,P16402_CHAIN_0,P16402,Q02539_CHAIN_0,Q02539,P22492_CHAIN_0,P22492
P62820_CHAIN_0,P62820,Q92928,P62820_ISOFORM_2,P62820_ISOFORM_3
Q86VP6,Q86VP6_ISOFORM_2,Q86VP6_ISOFORM_3

Q32P28,Q32P28_ISOFORM_3,Q32P28_ISOFORM_2

O60716_ISOFORM_4C,O60716_ISOFORM_4A,O60716_ISOFORM_4AC,O60716_ISOFORM_4B,O60716_ISOFORM_4BC,O60716_ISOFORM_4AB,O60716_ISOFORM_4ABC,O60716_ISOFORM_3,O60716_ISOFORM_3C,O60716_ISOFORM_3A,O60716_ISOFORM_3AC,O60716_ISOFORM_3B,O60716_ISOFORM_3BC,O60716_ISOFORM_2,O60716_ISOFORM_3AB,O60716_ISOFORM_2C,O60716_ISOFORM_3ABC,O60716_ISOFORM_2A,O60716_ISOFORM_2AC,O60716_ISOFORM_2B,O60716_ISOFORM_2BC,O60716_ISOFORM_2AB,O60716_ISOFORM_1,O60716_ISOFORM_2ABC,O60716_ISOFORM_1C,O60716_ISOFORM_1A,O60716_ISOFORM_1AC,O60716_ISOFORM_1B,O60716_ISOFORM_1BC,O60716_ISOFORM_1AB,O60716

P26599_ISOFORM_2,O95758_ISOFORM_1,O95758_ISOFORM_2,O95758,O95758_ISOFORM_5,O95758_ISOFORM_4

P62834_CHAIN_0,P61224,P62834,A6NIZ1_CHAIN_0,A6NIZ1
P13929_ISOFORM_2,P13929_CHAIN_0,P13929,P09104_CHAIN_0,P09104



Q7Z406,Q7Z406_ISOFORM_2,Q7Z406_ISOFORM_5,Q7Z406_ISOFORM_4

Q14103_ISOFORM_3,Q14103_ISOFORM_2,Q14103

P0CG47_CHAIN_1,P0CG47_CHAIN_2,P0CG48_CHAIN_0,P0CG48_CHAIN_1,P0CG48_CHAIN_3,P0CG48_CHAIN_4,P0CG48_CHAIN_5,P0CG48_CHAIN_6,P0CG48_CHAIN_7,P0CG48_CHAIN_8,P62979_CHAIN_0,P62987_CHAIN_0,P62987,P62979,P0CG47,P0CG48,P0CG48_CHAIN_2

Q9NVI7_CHAIN_0,Q9NVI7,Q5T2N8,Q5T9A4_ISOFORM_3,Q5T9A4
P67809,P16989_ISOFORM_2,P16989_ISOFORM_3,P16989,Q9Y2T7
Q15155_CHAIN_0,P69849,Q15155,Q5JPE7_ISOFORM_2,Q5JPE7_CHAIN_0,Q5JPE7

Q99729_ISOFORM_2,Q99729_ISOFORM_4,Q99729

P08195_ISOFORM_3,P08195,P08195_ISOFORM_4

Q92841_ISOFORM_2,Q92841_ISOFORM_3,Q92841_ISOFORM_4

P57721_ISOFORM_2,P57721_ISOFORM_3,P57721_ISOFORM_5,P57721_ISOFORM_4,P57721



Q96QV6,P16104_CHAIN_0,P16104,Q8IUE6_CHAIN_0,Q8IUE6,Q9BTM1_ISOFORM_2,P0C0S5_CHAIN_0,Q71UI9_CHAIN_0,P0C0S5,Q71UI9

Q07955_CHAIN_0,Q07955,Q07955_ISOFORM_ASF-‐2

P31946_ISOFORM_Short,P31946_CHAIN_1,P31946,Q04917_CHAIN_0,P61981_CHAIN_1,Q04917,P61981

O94925_CHAIN_0,O94925,O94925_ISOFORM_2
P41091,Q2VIR3_CHAIN_0,Q2VIR3,Q2VIR3_ISOFORM_2

P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2

P04899,P04899_ISOFORM_2,P08754_CHAIN_0,P63096_CHAIN_0,P08754,P63096,P09471_CHAIN_0,P09471,P09471_ISOFORM_Alpha-‐2



Q5XKE5,O95678,P02538_CHAIN_0,P04259_CHAIN_0,P48668_CHAIN_0,P02538,P04259,P48668

O75367_CHAIN_0,O75367_ISOFORM_3,O75367

P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960

Q9UHD8_ISOFORM_2,Q9UHD8_ISOFORM_5,Q9UHD8,Q9UHD8_ISOFORM_3,Q9UHD8_ISOFORM_4,Q9UHD8_ISOFORM_9,Q9UHD8_ISOFORM_8

P07602_ISOFORM_Sap-‐mu-‐6,P07602_ISOFORM_Sap-‐mu-‐9

P62136,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2
Q8NC51_ISOFORM_3,Q8NC51_ISOFORM_2,Q8NC51_CHAIN_0,Q8NC51

P62140,P36873_CHAIN_0,P36873,P36873_ISOFORM_Gamma-‐2



P16615_ISOFORM_5,P16615_ISOFORM_3,P16615,P16615_ISOFORM_4

Q92930_CHAIN_0,P61006,Q92930,O95716_CHAIN_0,O95716,P20337,P20336,Q96E17,P51153_CHAIN_0,P51153



P29590_ISOFORM_PML-‐11,P29590_ISOFORM_PML-‐10,P29590

P51114_ISOFORM_2,P51114_CHAIN_0,P51114

P63092_ISOFORM_Gnas-‐2,P63092_CHAIN_0,P63092,Q5JWF2_ISOFORM_XLas-‐2,Q5JWF2



P16070_ISOFORM_12,P16070_ISOFORM_14,P16070_ISOFORM_13,P16070_ISOFORM_11,P16070_ISOFORM_10,P16070_ISOFORM_16,P16070_ISOFORM_8,P16070_ISOFORM_9,P16070_ISOFORM_17,P16070_ISOFORM_4,P16070_ISOFORM_6,P16070_ISOFORM_3,P16070_ISOFORM_7,P16070_CHAIN_0,P16070_ISOFORM_5,P16070

Q9Y2D5_ISOFORM_3,Q9Y2D5_ISOFORM_5,Q9Y2D5_ISOFORM_4,Q9Y2D5_ISOFORM_2



Q8N4C6_ISOFORM_4,Q8N4C6_ISOFORM_8,Q8N4C6_ISOFORM_2,Q8N4C6,Q8N4C6_ISOFORM_5,Q8N4C6_ISOFORM_3,Q8N4C6_ISOFORM_7

Q9BUJ2_ISOFORM_4,Q9BUJ2_ISOFORM_2,Q9BUJ2



Q08431_ISOFORM_3,Q08431_CHAIN_0,Q08431

Q16881_ISOFORM_2,Q16881_ISOFORM_4,Q16881_ISOFORM_3,Q16881_ISOFORM_6,Q16881

Q14676_ISOFORM_3,Q14676_ISOFORM_2,Q14676

Q29865_CHAIN_0,Q29963_CHAIN_0,P10321,Q29865,Q29963

Q16666_ISOFORM_3,Q16666_ISOFORM_2,Q16666

A0FGR8_ISOFORM_2,A0FGR8,A0FGR8_ISOFORM_6



Q9UHX1_ISOFORM_6,Q9UHX1_ISOFORM_3,Q9UHX1_ISOFORM_5,Q9UHX1_ISOFORM_2,Q9UHX1

Q9BXP5_ISOFORM_4,Q9BXP5_ISOFORM_2,Q9BXP5_ISOFORM_3,Q9BXP5

P23634_ISOFORM_XK,P23634_ISOFORM_ZA,P23634_ISOFORM_XA,P23634_ISOFORM_ZB,P23634_ISOFORM_XB,P23634_ISOFORM_ZD,P23634



P42892_ISOFORM_A,P42892_ISOFORM_D,P42892

P55265_ISOFORM_3,P55265_ISOFORM_2,P55265,P55265_ISOFORM_4

Q04637_ISOFORM_D,Q04637_ISOFORM_C,Q04637_ISOFORM_B,Q04637



Q13561,Q13561_ISOFORM_3,Q13561_ISOFORM_2
P11413,P11413_ISOFORM_3,P11413_ISOFORM_Long



Q15149_ISOFORM_7,Q15149_ISOFORM_8,Q15149_ISOFORM_9,Q15149_ISOFORM_4,Q15149_ISOFORM_5,Q15149_ISOFORM_6,Q15149_ISOFORM_3,Q15149_ISOFORM_2,P58107

P02751_ISOFORM_3,P02751,P02751_ISOFORM_7,P02751_ISOFORM_15,P02751_ISOFORM_11,P02751_ISOFORM_10,P02751_ISOFORM_9,P02751_ISOFORM_14,P02751_ISOFORM_13,P02751_ISOFORM_8,P02751_ISOFORM_5,P02751_ISOFORM_6,P02751_ISOFORM_12,P02751_ISOFORM_4,P02751_ISOFORM_2,P02751_CHAIN_1
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P16188,P01891_CHAIN_0,P30453_CHAIN_0,P01891,P10316,P30453,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960,P04439_CHAIN_0,P13746_CHAIN_0,P30457_CHAIN_0,P04439,P13746,P30457,P13746_ISOFORM_2



P30504,Q29960_ISOFORM_2,P30492_CHAIN_0,P30493_CHAIN_0,Q29940_CHAIN_0,P01892_CHAIN_0,P10314_CHAIN_0,P16189_CHAIN_0,P16190_CHAIN_0,P30459_CHAIN_0,P30512_CHAIN_0,P30508_CHAIN_0,P30510_CHAIN_0,Q29960_CHAIN_0,P30492,P30493,Q29940,P01892,P10314,P16189,P16190,P30459,P30512,P30508,P30510,Q29960
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i(114) i(115) i(116) i(117)
#Total	  quantified	  peptides 5482 5482 5482 5482
Min 18,449089 81,681345 18,598144 13,16279
Max 29279037 19925473 7571367,6 5806150,1
Sum 1,263E+09 1,64E+09 ######### #########
Normal	  distribution FALSO FALSO FALSO FALSO
Normalisation	  factor

i(116/114) i(117/115)
log2	  ratios ratios log2	  ratios ratios

#Total	  quantified	  peptides 5482 5482 5482 5482
Mean -‐1,267787 0,4600162 -‐3,664998 0,1091974
Median -‐1,263303 0,4165891 -‐3,845107 0,0695837
std	  dev. 0,5913051 0,6791198 1,1182313 0,1097731
Normal	  distribution FALSO FALSO FALSO FALSO
CI	  inf	  95	  % -‐1,283443 0,4420349 -‐3,694606 0,1062909
CI	  sup	  95	  % -‐1,252131 0,4779975 -‐3,63539 0,1121039



116/114 117/115
N(114) N(116) N(115) N(117)

5482 5482 5482 5482
44,643854 18,449089 189,16481 81,681345
18174664 29279037 83441223 19925473
1,202E+09 1,263E+09 3,349E+09 1,64E+09
FALSO FALSO FALSO FALSO

2,4004467 1 14,371179 1

N(116/114) N(117/115)
log2	  ratios ratios log2	  ratios ratios

5482 5482 5482 5482
-‐0,004484 1,1042444 0,1801084 1,5692955
-‐8,63E-‐17 1 2,325E-‐16 1
0,5913051 1,6301909 1,1182313 1,5775695
FALSO FALSO FALSO FALSO
-‐0,02014 1,0610813 0,1505006 1,5275256

0,0111722 1,1474075 0,2097162 1,6110653



IR.N(116)
Rank	  (score)AC ID Description #Identified	  peptides#Uniq	  sequences	  in	  protein#Quantified	  peptides

1 P21333_ISOFORM_2FLNA_HUMANFilamin-‐A	  (FLN-‐A)	  (ABP-‐280)	  [ISOFORM	  2] 139 64 132
2 Q15149 PLEC_HUMANPlectin	  (PCN)	  (PLTN)	  (HD1) 86 62 86
3 P35579 MYH9_HUMANMyosin-‐9	  (NMMHC-‐A)	  (NMMHC	  II-‐a)	  (NMMHC-‐IIA) 127 59 112
4 P08670_CHAIN_0VIME_HUMANVimentin	  [CHAIN	  0] 153 37 151
5 P02545_CHAIN_1LMNA_HUMANPrelamin-‐A/C	  [CHAIN	  1] 104 34 104
6 Q13813_ISOFORM_3SPTA2_HUMANSpectrin	  alpha	  chain,	  non-‐erythrocytic	  1	  [ISOFORM	  3] 49 35 49
7 O75369_ISOFORM_2FLNB_HUMANFilamin-‐B	  (FLN-‐B)	  (Fh1)	  (Truncated	  ABP)	  [ISOFORM	  2] 39 27 30
8 P02751_CHAIN_0FINC_HUMANFibronectin	  [CHAIN	  0] 47 25 47
9 Q07065 CKAP4_HUMANCytoskeleton-‐associated	  protein	  4	  (p63) 57 25 57
10 Q00610_ISOFORM_2CLH1_HUMANClathrin	  heavy	  chain	  1	  (CLH-‐17)	  [ISOFORM	  2] 39 26 39
11 P04264_CHAIN_0K2C1_HUMANKeratin,	  type	  II	  cytoskeletal	  1	  (CK-‐1)	  (K1)	  [CHAIN	  0] 38 23 31
12 P12814 ACTN1_HUMANAlpha-‐actinin-‐1 53 26 24
13 Q09666 AHNK_HUMANNeuroblast	  differentiation-‐associated	  protein	  AHNAK 45 26 45
14 Q9P2E9_ISOFORM_2RRBP1_HUMANRibosome-‐binding	  protein	  1	  (RRp)	  [ISOFORM	  2] 34 23 33
15 P08133_CHAIN_0ANXA6_HUMANAnnexin	  A6	  (CPB-‐II)	  [CHAIN	  0] 48 25 48
16 O43707 ACTN4_HUMANAlpha-‐actinin-‐4 46 22 18
17 P60709_CHAIN_1ACTB_HUMANActin,	  cytoplasmic	  1	  	  [CHAIN	  1] 135 20 63
18 Q01082 SPTB2_HUMANSpectrin	  beta	  chain,	  non-‐erythrocytic	  1 27 21 27
19 P07437 TBB5_HUMANTubulin	  beta	  chain 35 18 6
20 P06753_ISOFORM_2TPM3_HUMANTropomyosin	  alpha-‐3	  chain	  (hTM5)	  [ISOFORM	  2] 48 18 18
21 P07355_CHAIN_0ANXA2_HUMANAnnexin	  A2	  (PAP-‐IV)	  [CHAIN	  0] 53 17 53
23 P13645 K1C10_HUMANKeratin,	  type	  I	  cytoskeletal	  10	  (CK-‐10)	  (K10) 27 17 25
24 P07951 TPM2_HUMANTropomyosin	  beta	  chain 52 17 2
25 P07951_ISOFORM_2TPM2_HUMANTropomyosin	  beta	  chain	  [ISOFORM	  2] 52 17 3
27 P14618_CHAIN_0KPYM_HUMANPyruvate	  kinase	  PKM	  [CHAIN	  0] 32 17 5
28 Q9NZM1_ISOFORM_6MYOF_HUMANMyoferlin	  [ISOFORM	  6] 20 17 20
30 P09493_ISOFORM_3TPM1_HUMANTropomyosin	  alpha-‐1	  chain	  [ISOFORM	  3] 50 15 2
31 Q9Y490 TLN1_HUMANTalin-‐1 19 16 19
32 P04843_CHAIN_0RPN1_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  1	  (RPN-‐I)	  [CHAIN	  0]21 16 21
33 P68371 TBB2C_HUMANTubulin	  beta-‐4B	  chain 29 15 4
34 P50454_CHAIN_0SERPH_HUMANSerpin	  H1	  (AsTP3)	  (Colligin)	  [CHAIN	  0] 29 15 29
35 P35527 K1C9_HUMANKeratin,	  type	  I	  cytoskeletal	  9	  (CK-‐9)	  (K9) 15 15 13
36 P67936_ISOFORM_2TPM4_HUMANTropomyosin	  alpha-‐4	  chain	  [ISOFORM	  2] 38 16 3
37 P78527_ISOFORM_2PRKDC_HUMANDNA-‐dependent	  protein	  kinase	  catalytic	  subunit	  (DNA-‐PK	  catalytic	  subunit)	  (DNA-‐PKcs)	  [ISOFORM	  2]17 16 17
38 P67936_CHAIN_0TPM4_HUMANTropomyosin	  alpha-‐4	  chain	  [CHAIN	  0] 45 15 10
40 P07900_CHAIN_0HS90A_HUMANHeat	  shock	  protein	  HSP	  90-‐alpha	  (HSP	  86)	  (HSP86)	  [CHAIN	  0] 24 16 12
41 P11021_CHAIN_0GRP78_HUMAN78	  kDa	  glucose-‐regulated	  protein	  (GRP-‐78)	  (BiP)	  [CHAIN	  0] 43 14 43
42 P07237_CHAIN_0PDIA1_HUMANProtein	  disulfide-‐isomerase	  (PDI)	  [CHAIN	  0] 27 17 27
44 P06576_CHAIN_0ATPB_HUMANATP	  synthase	  subunit	  beta,	  mitochondrial	  [CHAIN	  0] 35 14 35
45 P08238 HS90B_HUMANHeat	  shock	  protein	  HSP	  90-‐beta	  (HSP	  90)	  (HSP	  84)	  (HSP84) 27 15 7
46 P02452 CO1A1_HUMANCollagen	  alpha-‐1(I)	  chain 23 13 23
47 P10809_CHAIN_0CH60_HUMAN60	  kDa	  heat	  shock	  protein,	  mitochondrial	  (CPN60)	  (HSP-‐60)	  (Hsp60)	  [CHAIN	  0]24 15 24
48 P04083_CHAIN_0ANXA1_HUMANAnnexin	  A1	  [CHAIN	  0] 41 13 40
49 P22626 ROA2_HUMANHeterogeneous	  nuclear	  ribonucleoproteins	  A2/B1	  (hnRNP	  A2/B1)25 13 25
50 Q71U36 TBA1A_HUMANTubulin	  alpha-‐1A	  chain 44 11 2
51 Q08211 DHX9_HUMANATP-‐dependent	  RNA	  helicase	  A	  (NDH	  II) 21 14 21
53 Q99715_ISOFORM_4COCA1_HUMANCollagen	  alpha-‐1(XII)	  chain	  [ISOFORM	  4] 14 13 14
54 P09651_ISOFORM_2ROA1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A1	  (hnRNP	  A1)	  [ISOFORM	  2]21 13 19
55 P06733_CHAIN_0ENOA_HUMANAlpha-‐enolase	  (NNE)	  [CHAIN	  0] 25 11 19
56 P04406_CHAIN_0G3P_HUMANGlyceraldehyde-‐3-‐phosphate	  dehydrogenase	  (GAPDH)	  [CHAIN	  0]44 11 44



57 P35580 MYH10_HUMANMyosin-‐10	  (NMMHC-‐B)	  (NMMHC	  II-‐b)	  (NMMHC-‐IIB) 15 12 6
59 Q14315_ISOFORM_2FLNC_HUMANFilamin-‐C	  (FLN-‐C)	  (FLNc)	  [ISOFORM	  2] 19 12 9
60 P19338_CHAIN_0NUCL_HUMANNucleolin	  [CHAIN	  0] 21 11 21
61 P35908 K22E_HUMANKeratin,	  type	  II	  cytoskeletal	  2	  epidermal	  (CK-‐2e)	  (K2e) 18 11 8
62 P61978_ISOFORM_3HNRPK_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  K	  (hnRNP	  K)	  (TUNP)	  [ISOFORM	  3]34 11 34
64 P60174_CHAIN_0TPIS_HUMANTriosephosphate	  isomerase	  (TIM)	  [CHAIN	  0] 21 10 21
66 P08758_CHAIN_0ANXA5_HUMANAnnexin	  A5	  (CBP-‐I)	  (PP4)	  (PAP-‐I)	  (VAC-‐alpha)	  [CHAIN	  0] 24 11 24
67 P08123 CO1A2_HUMANCollagen	  alpha-‐2(I)	  chain 12 10 12
68 P25705_CHAIN_0ATPA_HUMANATP	  synthase	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0] 23 10 23
69 P30101_CHAIN_0PDIA3_HUMANProtein	  disulfide-‐isomerase	  A3	  (p58)	  (ER	  protein	  57)	  (ERp57)	  (ER	  protein	  60)	  (ERp60)	  [CHAIN	  0]17 11 17
70 P14625_CHAIN_0ENPL_HUMANEndoplasmin	  (GRP-‐94)	  [CHAIN	  0] 14 10 9
71 Q00341_CHAIN_0VIGLN_HUMANVigilin	  (HDL-‐binding	  protein)	  [CHAIN	  0] 14 11 14
72 P12956_CHAIN_0XRCC6_HUMANX-‐ray	  repair	  cross-‐complementing	  protein	  6	  (5'-‐dRP	  lyase	  Ku70)	  (CTC75)	  (CTCBF)	  (Ku70)	  (TLAA)	  [CHAIN	  0]16 10 16
73 Q7KZF4_CHAIN_0SND1_HUMANStaphylococcal	  nuclease	  domain-‐containing	  protein	  1	  [CHAIN	  0]15 10 15
74 Q05682_ISOFORM_5CALD1_HUMANCaldesmon	  (CDM)	  [ISOFORM	  5] 22 9 22
75 P53621 COPA_HUMANCoatomer	  subunit	  alpha 16 11 16
76 Q99623_CHAIN_0PHB2_HUMANProhibitin-‐2	  [CHAIN	  0] 22 10 22
77 P13639_CHAIN_0EF2_HUMANElongation	  factor	  2	  (EF-‐2)	  [CHAIN	  0] 24 11 24
78 P26641_CHAIN_0EF1G_HUMANElongation	  factor	  1-‐gamma	  (EF-‐1-‐gamma)	  [CHAIN	  0] 17 9 17
79 P04075_CHAIN_0ALDOA_HUMANFructose-‐bisphosphate	  aldolase	  A	  [CHAIN	  0] 16 9 16
80 P11142_CHAIN_0HSP7C_HUMANHeat	  shock	  cognate	  71	  kDa	  protein	  [CHAIN	  0] 27 10 23
81 Q01995_CHAIN_0TAGL_HUMANTransgelin	  (SM22-‐alpha)	  [CHAIN	  0] 23 10 23
82 P35232 PHB_HUMANProhibitin 26 9 26
83 P63244_CHAIN_0GBLP_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  beta-‐2-‐like	  1	  (HLC-‐7)	  (RACK1)	  [CHAIN	  0]17 9 17
84 P09382 LEG1_HUMANGalectin-‐1	  (Gal-‐1)	  (HLBP14) 40 9 40
85 O60506_ISOFORM_4HNRPQ_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  Q	  (hnRNP	  Q)	  (GRY-‐RBP)	  [ISOFORM	  4]13 10 8
86 P78371_CHAIN_0TCPB_HUMANT-‐complex	  protein	  1	  subunit	  beta	  (TCP-‐1-‐beta)	  [CHAIN	  0] 16 9 16
87 Q14697_CHAIN_0GANAB_HUMANNeutral	  alpha-‐glucosidase	  AB	  [CHAIN	  0] 17 11 17
88 P15144_CHAIN_0AMPN_HUMANAminopeptidase	  N	  (AP-‐N)	  (hAPN)	  (AP-‐M)	  [CHAIN	  0] 11 10 11
89 Q13838_CHAIN_0UAP56_HUMANSpliceosome	  RNA	  helicase	  DDX39B	  [CHAIN	  0] 13 10 5
90 P21796_CHAIN_0VDAC1_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  1	  (VDAC-‐1)	  (hVDAC1)	  [CHAIN	  0]16 8 16
91 Q92945_ISOFORM_2FUBP2_HUMANFar	  upstream	  element-‐binding	  protein	  2	  (FUSE-‐binding	  protein	  2)	  (KSRP)	  [ISOFORM	  2]9 8 9
92 P36578_CHAIN_0RL4_HUMAN60S	  ribosomal	  protein	  L4	  [CHAIN	  0] 15 9 15
93 P22314 UBA1_HUMANUbiquitin-‐like	  modifier-‐activating	  enzyme	  1 12 9 12
94 P11940_ISOFORM_2PABP1_HUMANPolyadenylate-‐binding	  protein	  1	  (PABP-‐1)	  (Poly(A)-‐binding	  protein	  1)	  [ISOFORM	  2]15 9 9
95 P60842 IF4A1_HUMANEukaryotic	  initiation	  factor	  4A-‐I	  (eIF-‐4A-‐I)	  (eIF4A-‐I) 17 9 16
97 P04844_CHAIN_0RPN2_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  2	  (RPN-‐II)	  [CHAIN	  0]18 8 18
99 P17987 TCPA_HUMANT-‐complex	  protein	  1	  subunit	  alpha	  (TCP-‐1-‐alpha) 11 9 11

100 Q02878 RL6_HUMAN60S	  ribosomal	  protein	  L6	  (TaxREB107) 20 9 20
101 Q14152_CHAIN_0EIF3A_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  A	  (eIF3a)	  [CHAIN	  0]10 9 10
102 O75533 SF3B1_HUMANSplicing	  factor	  3B	  subunit	  1	  (SF3b155)	  (SAP	  155) 10 8 10
103 P13010 XRCC5_HUMANX-‐ray	  repair	  cross-‐complementing	  protein	  5	  (CTC85)	  (CTCBF)	  (TLAA)13 9 13
104 P23396_CHAIN_0RS3_HUMAN40S	  ribosomal	  protein	  S3	  [CHAIN	  0] 16 9 16
105 P46940_CHAIN_0IQGA1_HUMANRas	  GTPase-‐activating-‐like	  protein	  IQGAP1	  [CHAIN	  0] 10 8 10
106 O00571_CHAIN_0DDX3X_HUMANATP-‐dependent	  RNA	  helicase	  DDX3X	  (HLP2)	  [CHAIN	  0] 10 7 10
107 P62805_CHAIN_0H4_HUMANHistone	  H4	  [CHAIN	  0] 24 8 24
108 P20700_CHAIN_0LMNB1_HUMANLamin-‐B1	  [CHAIN	  0] 15 8 15
109 P55072_CHAIN_0TERA_HUMANTransitional	  endoplasmic	  reticulum	  ATPase	  (TER	  ATPase)	  (VCP)	  [CHAIN	  0]11 7 11
110 P50990_CHAIN_0TCPQ_HUMANT-‐complex	  protein	  1	  subunit	  theta	  (TCP-‐1-‐theta)	  [CHAIN	  0] 10 6 10
111 Q9NQC3_ISOFORM_2RTN4_HUMANReticulon-‐4	  (Nogo	  protein)	  (NSP)	  [ISOFORM	  2] 13 6 13
112 P08865_CHAIN_0RSSA_HUMAN40S	  ribosomal	  protein	  SA	  (37LRP)	  (LRP/LR)	  (67LR)	  (LamR)	  (LBP/p40)	  [CHAIN	  0]12 7 12
113 O60701 UGDH_HUMANUDP-‐glucose	  6-‐dehydrogenase	  (UDP-‐Glc	  dehydrogenase)	  (UDP-‐GlcDH)	  (UDPGDH)9 7 9



114 P05556_CHAIN_0ITB1_HUMANIntegrin	  beta-‐1	  [CHAIN	  0] 14 7 14
115 P68104 EF1A1_HUMANElongation	  factor	  1-‐alpha	  1	  (EF-‐1-‐alpha-‐1)	  (EF-‐Tu)	  (eEF1A-‐1) 23 8 23
116 P45880_ISOFORM_2VDAC2_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  2	  (VDAC-‐2)	  (hVDAC2)	  [ISOFORM	  2]18 6 18
117 P51991_ISOFORM_2ROA3_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A3	  (hnRNP	  A3)	  [ISOFORM	  2]11 7 9
119 Q8WWI1_ISOFORM_3LMO7_HUMANLIM	  domain	  only	  protein	  7	  (LMO-‐7)	  [ISOFORM	  3] 23 8 23
120 P13489_CHAIN_0RINI_HUMANRibonuclease	  inhibitor	  (Placental	  RNase	  inhibitor)	  (RAI)	  [CHAIN	  0]8 7 8
121 P15880_CHAIN_0RS2_HUMAN40S	  ribosomal	  protein	  S2	  [CHAIN	  0] 15 7 15
122 O00159_ISOFORM_2MYO1C_HUMANUnconventional	  myosin-‐Ic	  [ISOFORM	  2] 10 8 10
123 Q12906_ISOFORM_5ILF3_HUMANInterleukin	  enhancer-‐binding	  factor	  3	  (DRBP76)	  (MPP4)	  (NFAR)	  (NF-‐AT-‐90)	  (TCP80)	  [ISOFORM	  5]10 8 10
124 P19367_ISOFORM_4HXK1_HUMANHexokinase-‐1	  (HK	  I)	  [ISOFORM	  4] 9 7 9
125 Q9ULV4 COR1C_HUMANCoronin-‐1C 12 7 12
126 P17844 DDX5_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX5 13 8 8
127 P48643_CHAIN_0TCPE_HUMANT-‐complex	  protein	  1	  subunit	  epsilon	  (TCP-‐1-‐epsilon)	  [CHAIN	  0]14 7 14
128 Q01518_CHAIN_0CAP1_HUMANAdenylyl	  cyclase-‐associated	  protein	  1	  (CAP	  1)	  [CHAIN	  0] 12 7 12
129 O76021 RL1D1_HUMANRibosomal	  L1	  domain-‐containing	  protein	  1 8 6 8
130 P15311_CHAIN_0EZRI_HUMANEzrin	  [CHAIN	  0] 12 7 5
132 P18124 RL7_HUMAN60S	  ribosomal	  protein	  L7 11 7 11
133 P23284_CHAIN_0PPIB_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  B	  (PPIase	  B)	  (SCYLP)	  [CHAIN	  0]14 7 14
134 Q9NR30_ISOFORM_2DDX21_HUMANNucleolar	  RNA	  helicase	  2	  [ISOFORM	  2] 10 6 10
135 Q96QK1 VPS35_HUMANVacuolar	  protein	  sorting-‐associated	  protein	  35	  (hVPS35) 15 7 15
136 O60814 H2B1K_HUMANHistone	  H2B	  type	  1-‐K	  (H2B	  K) 23 7 5
137 P06899_CHAIN_0H2B1J_HUMANHistone	  H2B	  type	  1-‐J	  (H2B/r)	  [CHAIN	  0] 21 7 3
138 O75643 U520_HUMANU5	  small	  nuclear	  ribonucleoprotein	  200	  kDa	  helicase	  (U5-‐200KD)8 7 8
139 P40926_CHAIN_0MDHM_HUMANMalate	  dehydrogenase,	  mitochondrial	  [CHAIN	  0] 14 6 14
140 Q9BQG0 MBB1A_HUMANMyb-‐binding	  protein	  1A 7 7 7
142 P12236_CHAIN_0ADT3_HUMANADP/ATP	  translocase	  3	  (ANT	  2)	  (ANT	  3)	  [CHAIN	  0] 12 7 4
143 Q99832 TCPH_HUMANT-‐complex	  protein	  1	  subunit	  eta	  (TCP-‐1-‐eta) 9 7 9
144 P63104 1433Z_HUMAN14-‐3-‐3	  protein	  zeta/delta	  (KCIP-‐1) 25 7 7
145 Q9BSJ8 ESYT1_HUMANExtended	  synaptotagmin-‐1	  (E-‐Syt1) 8 6 7
146 P04792 HSPB1_HUMANHeat	  shock	  protein	  beta-‐1	  (HspB1)	  (HSP	  27)	  (SRP27) 13 6 13
147 P05388 RLA0_HUMAN60S	  acidic	  ribosomal	  protein	  P0 11 6 11
148 Q9Y678 COPG_HUMANCoatomer	  subunit	  gamma-‐1 9 7 9
149 P61019_CHAIN_0RAB2A_HUMANRas-‐related	  protein	  Rab-‐2A	  [CHAIN	  0] 9 7 9
150 P06396_ISOFORM_2GELS_HUMANGelsolin	  (ADF)	  [ISOFORM	  2] 9 7 9
151 P37802_CHAIN_0TAGL2_HUMANTransgelin-‐2	  [CHAIN	  0] 13 6 13
152 P38646_CHAIN_0GRP75_HUMANStress-‐70	  protein,	  mitochondrial	  (GRP-‐75)	  (MOT)	  (PBP74)	  [CHAIN	  0]14 5 14
153 Q9UHB6_ISOFORM_AlphaLIMA1_HUMANLIM	  domain	  and	  actin-‐binding	  protein	  1	  [ISOFORM	  Alpha] 12 8 12
154 P04908_CHAIN_0H2A1B_HUMANHistone	  H2A	  type	  1-‐B/E	  [CHAIN	  0] 36 6 30
155 Q15365 PCBP1_HUMANPoly(rC)-‐binding	  protein	  1	  (hnRNP	  E1) 14 6 11
156 Q14247 SRC8_HUMANSrc	  substrate	  cortactin 8 7 8
157 P50995 ANX11_HUMANAnnexin	  A11	  (CAP-‐50) 9 6 9
158 P29692_CHAIN_0EF1D_HUMANElongation	  factor	  1-‐delta	  (EF-‐1-‐delta)	  [CHAIN	  0] 14 5 14
159 P60660_CHAIN_0MYL6_HUMANMyosin	  light	  polypeptide	  6	  (LC17)	  (MLC-‐3)	  (Myosin	  light	  chain	  A3)	  [CHAIN	  0]18 6 18
160 O75083_CHAIN_0WDR1_HUMANWD	  repeat-‐containing	  protein	  1	  (AIP1)	  [CHAIN	  0] 8 7 8
161 Q8NBS9_CHAIN_0TXND5_HUMANThioredoxin	  domain-‐containing	  protein	  5	  (ER	  protein	  46)	  (ERp46)	  [CHAIN	  0]11 6 11
162 P00338_CHAIN_0LDHA_HUMANL-‐lactate	  dehydrogenase	  A	  chain	  (LDH-‐A)	  (LDH-‐M)	  [CHAIN	  0] 11 7 7
163 P26038_CHAIN_0MOES_HUMANMoesin	  [CHAIN	  0] 12 7 5
164 P00387_CHAIN_1NB5R3_HUMANNADH-‐cytochrome	  b5	  reductase	  3	  [CHAIN	  1] 6 6 6
165 P62701_CHAIN_0RS4X_HUMAN40S	  ribosomal	  protein	  S4,	  X	  isoform	  [CHAIN	  0] 13 6 13
166 O00148_CHAIN_0DDX39_HUMANATP-‐dependent	  RNA	  helicase	  DDX39A	  [CHAIN	  0] 10 7 2
167 P23246 SFPQ_HUMANSplicing	  factor,	  proline-‐	  and	  glutamine-‐rich	  (hPOMp100)	  (PSF)	  (PTB-‐associated-‐splicing	  factor)7 6 7
168 Q96AG4 LRC59_HUMANLeucine-‐rich	  repeat-‐containing	  protein	  59 17 6 17



169 P53618 COPB_HUMANCoatomer	  subunit	  beta	  (Beta-‐COP) 11 6 11
170 P25398_CHAIN_0RS12_HUMAN40S	  ribosomal	  protein	  S12	  [CHAIN	  0] 11 7 11
171 O43852_CHAIN_0CALU_HUMANCalumenin	  [CHAIN	  0] 10 6 10
172 P52272_ISOFORM_2HNRPM_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  M	  (hnRNP	  M)	  [ISOFORM	  2]11 6 11
173 P21291_CHAIN_0CSRP1_HUMANCysteine	  and	  glycine-‐rich	  protein	  1	  (CRP)	  (CRP1)	  [CHAIN	  0] 9 5 9
174 P13674_CHAIN_0P4HA1_HUMANProlyl	  4-‐hydroxylase	  subunit	  alpha-‐1	  (4-‐PH	  alpha-‐1)	  [CHAIN	  0] 9 6 9
175 P16403_CHAIN_0H12_HUMANHistone	  H1.2	  [CHAIN	  0] 11 7 9
176 Q9H0U4 RAB1B_HUMANRas-‐related	  protein	  Rab-‐1B 11 6 7
177 Q86VP6_CHAIN_0CAND1_HUMANCullin-‐associated	  NEDD8-‐dissociated	  protein	  1	  (TBP-‐interacting	  protein	  120A)	  [CHAIN	  0]8 6 8
178 P31949 S10AB_HUMANProtein	  S100-‐A11	  (MLN	  70) 17 5 17
179 P31943_CHAIN_1HNRH1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  H,	  N-‐terminally	  processed	  [CHAIN	  1]9 5 5
180 P05455 LA_HUMANLupus	  La	  protein	  (SS-‐B) 7 6 7
181 Q32P28_CHAIN_0P3H1_HUMANProlyl	  3-‐hydroxylase	  1	  (Leprecan-‐1)	  [CHAIN	  0] 9 5 9
182 P51149 RAB7A_HUMANRas-‐related	  protein	  Rab-‐7a 8 5 8
183 P62753 RS6_HUMAN40S	  ribosomal	  protein	  S6 10 5 10
184 P05141_CHAIN_0ADT2_HUMANADP/ATP	  translocase	  2	  (ANT	  2)	  [CHAIN	  0] 12 6 5
185 O60716_ISOFORM_4CTND1_HUMANCatenin	  delta-‐1	  (CAS)	  (p120(ctn))	  [ISOFORM	  4] 5 5 5
187 Q9NZN4 EHD2_HUMANEH	  domain-‐containing	  protein	  2 8 6 7
188 P27797_CHAIN_0CALR_HUMANCalreticulin	  (ERp60)	  [CHAIN	  0] 9 5 9
189 P26599 PTBP1_HUMANPolypyrimidine	  tract-‐binding	  protein	  1	  (PTB)	  (hnRNP	  I) 12 6 12
190 O75947_ISOFORM_2ATP5H_HUMANATP	  synthase	  subunit	  d,	  mitochondrial	  (ATPase	  subunit	  d)	  [ISOFORM	  2]9 6 9
191 P62277_CHAIN_0RS13_HUMAN40S	  ribosomal	  protein	  S13	  [CHAIN	  0] 9 6 9
193 O15143_CHAIN_0ARC1B_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  1B	  [CHAIN	  0] 9 6 9
194 Q9BTV4_CHAIN_0TMM43_HUMANTransmembrane	  protein	  43	  [CHAIN	  0] 8 6 8
195 P35606_CHAIN_0COPB2_HUMANCoatomer	  subunit	  beta'	  (Beta'-‐COP)	  [CHAIN	  0] 6 6 6
196 P00558 PGK1_HUMANPhosphoglycerate	  kinase	  1	  (PRP	  2) 14 5 14
198 P49368 TCPG_HUMANT-‐complex	  protein	  1	  subunit	  gamma	  (TCP-‐1-‐gamma) 10 6 10
199 Q02543 RL18A_HUMAN60S	  ribosomal	  protein	  L18a 11 5 11
200 Q15084_CHAIN_0PDIA6_HUMANProtein	  disulfide-‐isomerase	  A6	  (ER	  protein	  5)	  (ERp5)	  [CHAIN	  0]12 5 12
201 P61224_CHAIN_0RAP1B_HUMANRas-‐related	  protein	  Rap-‐1b	  [CHAIN	  0] 8 5 8
202 P13929_ISOFORM_3ENOB_HUMANBeta-‐enolase	  (MSE)	  [ISOFORM	  3] 11 4 5
203 Q9NVA2_CHAIN_0SEP11_HUMANSeptin-‐11	  [CHAIN	  0] 5 5 5
204 P62424_CHAIN_0RL7A_HUMAN60S	  ribosomal	  protein	  L7a	  [CHAIN	  0] 15 5 15
205 P46781_CHAIN_0RS9_HUMAN40S	  ribosomal	  protein	  S9	  [CHAIN	  0] 7 6 7
206 P37837 TALDO_HUMANTransaldolase 9 6 9
207 Q14764_CHAIN_0MVP_HUMANMajor	  vault	  protein	  (MVP)	  [CHAIN	  0] 6 5 6
208 P39023_CHAIN_0RL3_HUMAN60S	  ribosomal	  protein	  L3	  (TARBP-‐B)	  [CHAIN	  0] 9 6 9
209 P62258_ISOFORM_SV1433E_HUMAN14-‐3-‐3	  protein	  epsilon	  (14-‐3-‐3E)	  [ISOFORM	  SV] 25 6 8
210 Q7Z406_CHAIN_0MYH14_HUMANMyosin-‐14	  (NMHC	  II-‐C)	  [CHAIN	  0] 15 5 5
211 P21964_ISOFORM_SolubleCOMT_HUMANCatechol	  O-‐methyltransferase	  [ISOFORM	  Soluble] 7 5 7
212 Q14974 IMB1_HUMANImportin	  subunit	  beta-‐1	  (PTAC97) 7 5 7
213 Q14103_ISOFORM_4HNRPD_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  D0	  (hnRNP	  D0)	  [ISOFORM	  4]10 6 9
214 Q16629_ISOFORM_3SRSF7_HUMANSerine/arginine-‐rich	  splicing	  factor	  7	  [ISOFORM	  3] 8 5 6
215 P0CG47_CHAIN_0UBB_HUMANPolyubiquitin-‐B	  [CHAIN	  0] 13 5 13
216 Q02809_CHAIN_0PLOD1_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  1	  (LH1)	  [CHAIN	  0]7 5 7
217 Q9Y224 CN166_HUMANUPF0568	  protein	  C14orf166 8 5 8
218 P21980 TGM2_HUMANProtein-‐glutamine	  gamma-‐glutamyltransferase	  2	  (TG(C))	  (TGC)	  (TGase	  C)	  (TGase	  H)	  (TGase-‐2)8 5 8
219 Q9NVI7_ISOFORM_2ATD3A_HUMANATPase	  family	  AAA	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]7 5 7
220 P67809_CHAIN_0YBOX1_HUMANNuclease-‐sensitive	  element-‐binding	  protein	  1	  (CBF-‐A)	  (DBPB)	  (EFI-‐A)	  (YB-‐1)	  [CHAIN	  0]12 4 12
221 P69849_CHAIN_0NOMO3_HUMANNodal	  modulator	  3	  [CHAIN	  0] 5 5 5
222 P62081 RS7_HUMAN40S	  ribosomal	  protein	  S7 9 5 9
223 P07910_ISOFORM_4HNRPC_HUMANHeterogeneous	  nuclear	  ribonucleoproteins	  C1/C2	  (hnRNP	  C1/C2)	  [ISOFORM	  4]10 5 10



225 P22695_CHAIN_0QCR2_HUMANCytochrome	  b-‐c1	  complex	  subunit	  2,	  mitochondrial	  [CHAIN	  0] 6 4 6
226 P08134_CHAIN_0RHOC_HUMANRho-‐related	  GTP-‐binding	  protein	  RhoC	  (h9)	  [CHAIN	  0] 7 5 7
227 Q16643_CHAIN_0DREB_HUMANDrebrin	  [CHAIN	  0] 6 4 6
228 P08107_CHAIN_0HSP71_HUMANHeat	  shock	  70	  kDa	  protein	  1A/1B	  (HSP70-‐1/HSP70-‐2)	  (HSP70.1/HSP70.2)	  [CHAIN	  0]9 5 2
229 P39019_CHAIN_0RS19_HUMAN40S	  ribosomal	  protein	  S19	  [CHAIN	  0] 10 6 10
230 Q96D15_CHAIN_0RCN3_HUMANReticulocalbin-‐3	  [CHAIN	  0] 10 4 10
231 Q6DD88 ATLA3_HUMANAtlastin-‐3 9 5 9
232 P48444 COPD_HUMANCoatomer	  subunit	  delta	  (Delta-‐COP) 5 5 5
233 Q14204 DYHC1_HUMANCytoplasmic	  dynein	  1	  heavy	  chain	  1 6 5 6
234 P28331_CHAIN_0NDUS1_HUMANNADH-‐ubiquinone	  oxidoreductase	  75	  kDa	  subunit,	  mitochondrial	  (CI-‐75kD)	  [CHAIN	  0]6 5 6
235 P62937_CHAIN_0PPIA_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  A	  (PPIase	  A)	  [CHAIN	  0] 13 5 13
236 Q99729_ISOFORM_3ROAA_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A/B	  (hnRNP	  A/B)	  (ABBP-‐1)	  [ISOFORM	  3]13 5 10
237 Q13200 PSMD2_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  2 6 5 6
238 O43390_CHAIN_0HNRPR_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  R	  (hnRNP	  R)	  [CHAIN	  0]8 5 2
239 P61026 RAB10_HUMANRas-‐related	  protein	  Rab-‐10 8 5 4
240 P10606_CHAIN_0COX5B_HUMANCytochrome	  c	  oxidase	  subunit	  5B,	  mitochondrial	  [CHAIN	  0] 10 5 10
241 Q96AY3_CHAIN_0FKB10_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP10	  (PPIase	  FKBP10)	  (65	  kDa	  FKBP)	  (FKBP-‐65)	  (FKBP-‐10)	  [CHAIN	  0]7 5 7
242 Q07020_CHAIN_0RL18_HUMAN60S	  ribosomal	  protein	  L18	  [CHAIN	  0] 9 4 9
243 P62873_CHAIN_0GBB1_HUMANGuanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐1	  [CHAIN	  0]9 4 4
244 P08195_ISOFORM_24F2_HUMAN4F2	  cell-‐surface	  antigen	  heavy	  chain	  (4F2hc)	  [ISOFORM	  2] 8 5 8
245 P54886_ISOFORM_ShortP5CS_HUMANDelta-‐1-‐pyrroline-‐5-‐carboxylate	  synthase	  (P5CS)	  [ISOFORM	  Short]4 4 4
246 Q86UP2_ISOFORM_2KTN1_HUMANKinectin	  [ISOFORM	  2] 5 5 5
247 Q92841 DDX17_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX17 9 5 4
248 Q99829 CPNE1_HUMANCopine-‐1 6 5 6
249 P30050 RL12_HUMAN60S	  ribosomal	  protein	  L12 10 4 10
250 P63241 IF5A1_HUMANEukaryotic	  translation	  initiation	  factor	  5A-‐1	  (eIF-‐5A-‐1)	  (eIF-‐5A1)	  (eIF-‐5A)9 4 9
251 Q02978_CHAIN_0M2OM_HUMANMitochondrial	  2-‐oxoglutarate/malate	  carrier	  protein	  (OGCP)	  [CHAIN	  0]6 4 6
252 Q9Y277 VDAC3_HUMANVoltage-‐dependent	  anion-‐selective	  channel	  protein	  3	  (VDAC-‐3)	  (hVDAC3)8 4 8
253 Q12905 ILF2_HUMANInterleukin	  enhancer-‐binding	  factor	  2 6 5 6
254 Q14980_ISOFORM_2NUMA1_HUMANNuclear	  mitotic	  apparatus	  protein	  1	  (NuMA	  protein)	  [ISOFORM	  2]6 5 6
255 Q15366 PCBP2_HUMANPoly(rC)-‐binding	  protein	  2	  (hnRNP	  E2) 9 5 6
256 P29401 TKT_HUMANTransketolase	  (TK) 5 5 5
257 P02786_CHAIN_1TFR1_HUMANTransferrin	  receptor	  protein	  1	  [CHAIN	  1] 6 5 6
258 P05387 RLA2_HUMAN60S	  acidic	  ribosomal	  protein	  P2 17 4 17
259 O14979_ISOFORM_3HNRDL_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  D-‐like	  (hnRNP	  D-‐like)	  (hnRNP	  DL)	  [ISOFORM	  3]8 5 4
260 P62158 CALM_HUMANCalmodulin	  (CaM) 9 4 9
261 Q96QV6_CHAIN_0H2A1A_HUMANHistone	  H2A	  type	  1-‐A	  [CHAIN	  0] 8 4 2
262 Q6NZI2 PTRF_HUMANPolymerase	  I	  and	  transcript	  release	  factor 7 4 7
263 Q15942_CHAIN_0ZYX_HUMANZyxin	  [CHAIN	  0] 5 5 5
264 Q07954_CHAIN_0LRP1_HUMANProlow-‐density	  lipoprotein	  receptor-‐related	  protein	  1	  [CHAIN	  0]7 5 7
265 Q07955_ISOFORM_ASF-3SRSF1_HUMANSerine/arginine-‐rich	  splicing	  factor	  1	  (ASF-‐1)	  [ISOFORM	  ASF-‐3]12 5 12
266 P39656_CHAIN_0OST48_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  48	  kDa	  subunit	  (DDOST	  48	  kDa	  subunit)	  (Oligosaccharyl	  transferase	  48	  kDa	  subunit)	  [CHAIN	  0]10 5 10
267 Q9H4M9 EHD1_HUMANEH	  domain-‐containing	  protein	  1	  (hPAST1) 5 5 4
268 P55209 NP1L1_HUMANNucleosome	  assembly	  protein	  1-‐like	  1	  (hNRP) 8 4 8
269 P62241_CHAIN_0RS8_HUMAN40S	  ribosomal	  protein	  S8	  [CHAIN	  0] 13 4 13
270 P27695_CHAIN_1APEX1_HUMANDNA-‐	  lyase	  [CHAIN	  1] 5 4 5
271 P21589_CHAIN_05NTD_HUMAN5'-‐nucleotidase	  (5'-‐NT)	  [CHAIN	  0] 8 5 8
272 P41252 SYIC_HUMANIsoleucyl-‐tRNA	  synthetase,	  cytoplasmic	  (IRS)	  (IleRS) 5 5 5
273 P27348 1433T_HUMAN14-‐3-‐3	  protein	  theta 22 5 4
274 Q58FF8_CHAIN_0H90B2_HUMANPutative	  heat	  shock	  protein	  HSP	  90-‐beta	  2	  (Heat	  shock	  protein	  90Bb)	  [CHAIN	  0]13 5 2
275 Q02218_CHAIN_0ODO1_HUMAN2-‐oxoglutarate	  dehydrogenase,	  mitochondrial	  (OGDC-‐E1)	  [CHAIN	  0]5 5 5
276 P61106_CHAIN_0RAB14_HUMANRas-‐related	  protein	  Rab-‐14	  [CHAIN	  0] 5 4 4



277 P61313 RL15_HUMAN60S	  ribosomal	  protein	  L15 7 4 7
278 P07195_CHAIN_0LDHB_HUMANL-‐lactate	  dehydrogenase	  B	  chain	  (LDH-‐B)	  (LDH-‐H)	  [CHAIN	  0] 8 4 4
279 Q13724 MOGS_HUMANMannosyl-‐oligosaccharide	  glucosidase 7 4 7
280 P30044_CHAIN_0PRDX5_HUMANPeroxiredoxin-‐5,	  mitochondrial	  (AOEB166)	  (Prx-‐V)	  [CHAIN	  0] 9 4 9
281 P49327 FAS_HUMANFatty	  acid	  synthase 4 4 4
282 P62906_CHAIN_0RL10A_HUMAN60S	  ribosomal	  protein	  L10a	  (NEDD-‐6)	  [CHAIN	  0] 6 4 6
283 O94925_ISOFORM_3GLSK_HUMANGlutaminase	  kidney	  isoform,	  mitochondrial	  (GLS)	  [ISOFORM	  3] 4 4 4
284 P41091_CHAIN_0IF2G_HUMANEukaryotic	  translation	  initiation	  factor	  2	  subunit	  3	  (eIF-‐2-‐gamma	  X)	  (eIF-‐2gX)	  [CHAIN	  0]7 5 7
285 P53396 ACLY_HUMANATP-‐citrate	  synthase 6 4 6
286 O95782_ISOFORM_BAP2A1_HUMANAP-‐2	  complex	  subunit	  alpha-‐1	  [ISOFORM	  B] 5 5 5
287 Q16891_ISOFORM_3IMMT_HUMANMitochondrial	  inner	  membrane	  protein	  [ISOFORM	  3] 5 5 5
288 Q15019 SEPT2_HUMANSeptin-‐2	  (NEDD-‐5) 5 4 5
289 P07737_CHAIN_0PROF1_HUMANProfilin-‐1	  [CHAIN	  0] 14 4 14
290 Q99613 EIF3C_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  C	  (eIF3c) 6 5 6
291 Q969G5 PRDBP_HUMANProtein	  kinase	  C	  delta-‐binding	  protein	  (hSRBC) 7 4 7
292 P16188_CHAIN_01A30_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  A-‐30	  alpha	  chain	  [CHAIN	  0]6 4 3
293 P52597_CHAIN_1HNRPF_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  F,	  N-‐terminally	  processed	  [CHAIN	  1]8 4 4
294 P27824_CHAIN_0CALX_HUMANCalnexin	  [CHAIN	  0] 5 4 5
295 Q06830 PRDX1_HUMANPeroxiredoxin-‐1	  (NKEF-‐A)	  (PAG) 6 4 4
296 P55769_CHAIN_0NH2L1_HUMANNHP2-‐like	  protein	  1	  (hSNU13)	  [CHAIN	  0] 6 4 6
297 P04899_CHAIN_0GNAI2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha-‐2	  [CHAIN	  0]7 4 4
298 P62491_CHAIN_0RB11A_HUMANRas-‐related	  protein	  Rab-‐11A	  (Rab-‐11)	  [CHAIN	  0] 5 4 5
299 P62280_CHAIN_0RS11_HUMAN40S	  ribosomal	  protein	  S11	  [CHAIN	  0] 9 5 9
300 Q99714_CHAIN_0HCD2_HUMAN3-‐hydroxyacyl-‐CoA	  dehydrogenase	  type-‐2	  (17-‐beta-‐HSD	  10)	  (Mitochondrial	  RNase	  P	  protein	  2)	  [CHAIN	  0]6 4 6
301 Q15717 ELAV1_HUMANELAV-‐like	  protein	  1	  (HuR) 5 4 5
302 O15460_CHAIN_0P4HA2_HUMANProlyl	  4-‐hydroxylase	  subunit	  alpha-‐2	  (4-‐PH	  alpha-‐2)	  [CHAIN	  0] 5 4 5
303 Q9Y3F4 STRAP_HUMANSerine-‐threonine	  kinase	  receptor-‐associated	  protein 5 4 5
304 P04216_CHAIN_0THY1_HUMANThy-‐1	  membrane	  glycoprotein	  [CHAIN	  0] 9 3 9
305 Q9P258 RCC2_HUMANProtein	  RCC2 4 4 4
306 P83731 RL24_HUMAN60S	  ribosomal	  protein	  L24 6 4 6
307 Q92616_CHAIN_0GCN1L_HUMANTranslational	  activator	  GCN1	  (HsGCN1)	  [CHAIN	  0] 4 4 4
308 P00505_CHAIN_0AATM_HUMANAspartate	  aminotransferase,	  mitochondrial	  (mAspAT)	  (FABP-‐1)	  (FABPpm)	  [CHAIN	  0]4 3 4
309 P49756 RBM25_HUMANRNA-‐binding	  protein	  25	  (RED120) 5 4 5
310 Q16658_CHAIN_0FSCN1_HUMANFascin	  [CHAIN	  0] 6 4 6
311 O75396_CHAIN_0SC22B_HUMANVesicle-‐trafficking	  protein	  SEC22b	  (ERS-‐24)	  (ERS24)	  [CHAIN	  0] 6 3 6
312 P13647 K2C5_HUMANKeratin,	  type	  II	  cytoskeletal	  5	  (CK-‐5)	  (K5) 5 4 2
313 P59998_CHAIN_0ARPC4_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  4	  (p20-‐ARC)	  [CHAIN	  0]8 4 8
314 Q92499 DDX1_HUMANATP-‐dependent	  RNA	  helicase	  DDX1	  (DBP-‐RB) 5 4 5
315 P62269_CHAIN_0RS18_HUMAN40S	  ribosomal	  protein	  S18	  (Ke3)	  [CHAIN	  0] 8 5 8
316 O75367_ISOFORM_1H2AY_HUMANCore	  histone	  macro-‐H2A.1	  (Histone	  macroH2A1)	  (mH2A1)	  (H2A/y)	  [ISOFORM	  1]5 4 5
317 P61247_CHAIN_0RS3A_HUMAN40S	  ribosomal	  protein	  S3a	  (Fte-‐1)	  [CHAIN	  0] 5 4 5
318 P15531_CHAIN_0NDKA_HUMANNucleoside	  diphosphate	  kinase	  A	  (NDK	  A)	  (NDP	  kinase	  A)	  (GAAD)	  [CHAIN	  0]7 4 7
319 Q00839_ISOFORM_ShortHNRPU_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  U	  (hnRNP	  U)	  (SAF-‐A)	  [ISOFORM	  Short]12 4 12
320 Q13310_ISOFORM_2PABP4_HUMANPolyadenylate-‐binding	  protein	  4	  (PABP-‐4)	  (Poly(A)-‐binding	  protein	  4)	  (APP-‐1)	  (iPABP)	  [ISOFORM	  2]4 4 2
321 P60900 PSA6_HUMANProteasome	  subunit	  alpha	  type-‐6	  (PROS-‐27)	  (p27K) 4 3 4
323 P32119_CHAIN_0PRDX2_HUMANPeroxiredoxin-‐2	  (NKEF-‐B)	  (TSA)	  [CHAIN	  0] 7 4 5
324 P61619_ISOFORM_3S61A1_HUMANProtein	  transport	  protein	  Sec61	  subunit	  alpha	  isoform	  1	  (Sec61	  alpha-‐1)	  [ISOFORM	  3]6 4 6
325 Q9Y262_CHAIN_0EIF3L_HUMANEukaryotic	  translation	  initiation	  factor	  3	  subunit	  L	  (eIF3l)	  [CHAIN	  0]4 4 4
326 P62851 RS25_HUMAN40S	  ribosomal	  protein	  S25 9 4 9
327 P43243_CHAIN_0MATR3_HUMANMatrin-‐3	  [CHAIN	  0] 10 4 10
328 Q9UBV2_CHAIN_0SE1L1_HUMANProtein	  sel-‐1	  homolog	  1	  (Sel-‐1L)	  [CHAIN	  0] 4 3 4
329 P13797 PLST_HUMANPlastin-‐3 6 4 6



330 Q9UHD8_ISOFORM_7SEPT9_HUMANSeptin-‐9	  (MLL	  septin-‐like	  fusion	  protein)	  (Ov/Br	  septin)	  [ISOFORM	  7]4 4 4
331 P63010 AP2B1_HUMANAP-‐2	  complex	  subunit	  beta 6 4 3
332 P06744_CHAIN_0G6PI_HUMANGlucose-‐6-‐phosphate	  isomerase	  (GPI)	  (AMF)	  (NLK)	  (PGI)	  (PHI)	  (SA-‐36)	  [CHAIN	  0]5 3 5
333 P07602 SAP_HUMANProactivator	  polypeptide 7 4 7
334 O43143 DHX15_HUMANPutative	  pre-‐mRNA-‐splicing	  factor	  ATP-‐dependent	  RNA	  helicase	  DHX154 4 4
335 P20073_ISOFORM_2ANXA7_HUMANAnnexin	  A7	  [ISOFORM	  2] 7 4 7
336 Q86Y82 STX12_HUMANSyntaxin-‐12 5 3 5
337 Q9UKM9_ISOFORM_1RALY_HUMANRNA-‐binding	  protein	  Raly	  (hnRNP	  core	  protein	  C-‐like	  2)	  [ISOFORM	  1]6 4 6
338 P34931 HS71L_HUMANHeat	  shock	  70	  kDa	  protein	  1-‐like	  (Heat	  shock	  70	  kDa	  protein	  1L)	  (HSP70-‐Hom)9 3 3
340 Q8NC51_ISOFORM_4PAIRB_HUMANPlasminogen	  activator	  inhibitor	  1	  RNA-‐binding	  protein	  (PAI-‐RBP1)	  [ISOFORM	  4]4 4 4
341 P11279_CHAIN_0LAMP1_HUMANLysosome-‐associated	  membrane	  glycoprotein	  1	  (LAMP-‐1)	  (Lysosome-‐associated	  membrane	  protein	  1)	  [CHAIN	  0]6 3 6
342 O00469_CHAIN_0PLOD2_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  2	  (LH2)	  [CHAIN	  0]5 4 5
343 P40939_CHAIN_0ECHA_HUMANTrifunctional	  enzyme	  subunit	  alpha,	  mitochondrial	  [CHAIN	  0] 6 3 6
344 P16401_CHAIN_0H15_HUMANHistone	  H1.5	  [CHAIN	  0] 5 4 3
346 P30153 2AAA_HUMANSerine/threonine-‐protein	  phosphatase	  2A	  65	  kDa	  regulatory	  subunit	  A	  alpha	  isoform5 4 5
348 P12111_ISOFORM_2CO6A3_HUMANCollagen	  alpha-‐3(VI)	  chain	  [ISOFORM	  2] 5 4 5
349 P25205_CHAIN_0MCM3_HUMANDNA	  replication	  licensing	  factor	  MCM3	  [CHAIN	  0] 4 3 4
350 Q9Y5M8 SRPRB_HUMANSignal	  recognition	  particle	  receptor	  subunit	  beta	  (SR-‐beta) 6 3 6
351 Q6P2Q9_CHAIN_0PRP8_HUMANPre-‐mRNA-‐processing-‐splicing	  factor	  8	  [CHAIN	  0] 4 4 4
352 Q13740_CHAIN_0CD166_HUMANCD166	  antigen	  [CHAIN	  0] 4 4 4
353 Q13505 MTX1_HUMANMetaxin-‐1 4 4 4
354 Q16181_ISOFORM_2SEPT7_HUMANSeptin-‐7	  [ISOFORM	  2] 3 3 3
355 Q99497 PARK7_HUMANProtein	  DJ-‐1 4 3 4
356 O15260_ISOFORM_2SURF4_HUMANSurfeit	  locus	  protein	  4	  [ISOFORM	  2] 7 3 7
358 O60568_CHAIN_0PLOD3_HUMANProcollagen-‐lysine,2-‐oxoglutarate	  5-‐dioxygenase	  3	  (LH3)	  [CHAIN	  0]5 3 5
359 P46777_CHAIN_0RL5_HUMAN60S	  ribosomal	  protein	  L5	  [CHAIN	  0] 4 3 4
360 P12277_CHAIN_0KCRB_HUMANCreatine	  kinase	  B-‐type	  [CHAIN	  0] 4 3 4
361 P50914_CHAIN_0RL14_HUMAN60S	  ribosomal	  protein	  L14	  [CHAIN	  0] 8 3 8
362 P62495_CHAIN_0ERF1_HUMANEukaryotic	  peptide	  chain	  release	  factor	  subunit	  1	  (Eukaryotic	  release	  factor	  1)	  (eRF1)	  [CHAIN	  0]4 3 4
363 P42704_CHAIN_0LPPRC_HUMANLeucine-‐rich	  PPR	  motif-‐containing	  protein,	  mitochondrial	  (LRP	  130)	  [CHAIN	  0]3 3 3
364 O00203 AP3B1_HUMANAP-‐3	  complex	  subunit	  beta-‐1 3 3 3
365 P51659_CHAIN_0DHB4_HUMANEnoyl-‐CoA	  hydratase	  2	  [CHAIN	  0] 4 3 4
366 P35637_ISOFORM_ShortFUS_HUMANRNA-‐binding	  protein	  FUS	  [ISOFORM	  Short] 7 3 6
367 P52907_CHAIN_0CAZA1_HUMANF-‐actin-‐capping	  protein	  subunit	  alpha-‐1	  [CHAIN	  0] 4 3 4
368 P60866_CHAIN_0RS20_HUMAN40S	  ribosomal	  protein	  S20	  [CHAIN	  0] 6 3 6
369 Q9UBG0_CHAIN_0MRC2_HUMANC-‐type	  mannose	  receptor	  2	  (UPAR-‐associated	  protein)	  (Urokinase	  receptor-‐associated	  protein)	  [CHAIN	  0]8 3 8
370 Q96AE4_CHAIN_0FUBP1_HUMANFar	  upstream	  element-‐binding	  protein	  1	  (FBP)	  (FUSE-‐binding	  protein	  1)	  (hDH	  V)	  [CHAIN	  0]4 3 4
371 Q9UMS4_CHAIN_0PRP19_HUMANPre-‐mRNA-‐processing	  factor	  19	  (hPso4)	  [CHAIN	  0] 5 3 5
372 P16615_ISOFORM_2AT2A2_HUMANSarcoplasmic/endoplasmic	  reticulum	  calcium	  ATPase	  2	  (SERCA2)	  (SR	  Ca(2+)-‐ATPase	  2)	  [ISOFORM	  2]3 3 3
373 P61604_CHAIN_0CH10_HUMAN10	  kDa	  heat	  shock	  protein,	  mitochondrial	  (Hsp10)	  (CPN10)	  (EPF)	  [CHAIN	  0]7 3 7
374 P48047_CHAIN_0ATPO_HUMANATP	  synthase	  subunit	  O,	  mitochondrial	  (OSCP)	  [CHAIN	  0] 4 3 4
375 P61158_CHAIN_0ARP3_HUMANActin-‐related	  protein	  3	  [CHAIN	  0] 6 3 6
376 P99999_CHAIN_0CYC_HUMANCytochrome	  c	  [CHAIN	  0] 4 3 4
377 P15259_CHAIN_0PGAM2_HUMANPhosphoglycerate	  mutase	  2	  (PGAM-‐M)	  [CHAIN	  0] 6 3 6
379 P26640 SYVC_HUMANValine-‐-‐tRNA	  ligase 3 3 3
380 P40429_CHAIN_0RL13A_HUMAN60S	  ribosomal	  protein	  L13a	  [CHAIN	  0] 7 4 7
381 Q02818_CHAIN_0NUCB1_HUMANNucleobindin-‐1	  [CHAIN	  0] 4 3 4
382 P08648_CHAIN_1ITA5_HUMANIntegrin	  alpha-‐5	  [CHAIN	  1] 4 3 4
383 Q92520_CHAIN_0FAM3C_HUMANProtein	  FAM3C	  [CHAIN	  0] 6 2 6
384 P62879_CHAIN_0GBB2_HUMANGuanine	  nucleotide-‐binding	  protein	  G(I)/G(S)/G(T)	  subunit	  beta-‐2	  [CHAIN	  0]7 3 2
385 O95302_CHAIN_0FKBP9_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP9	  (PPIase	  FKBP9)	  (63	  kDa	  FKBP)	  (FKBP-‐63)	  (FKBP-‐9)	  [CHAIN	  0]6 3 6
387 P38919_CHAIN_0IF4A3_HUMANEukaryotic	  initiation	  factor	  4A-‐III	  (eIF-‐4A-‐III)	  (eIF4A-‐III)	  (NMP	  265)	  (hNMP	  265)	  [CHAIN	  0]4 4 3



388 P18206_ISOFORM_1VINC_HUMANVinculin	  [ISOFORM	  1] 10 3 10
389 P46459 NSF_HUMANVesicle-‐fusing	  ATPase	  (NEM-‐sensitive	  fusion	  protein) 3 3 3
390 Q99584 S10AD_HUMANProtein	  S100-‐A13 7 3 7
391 Q96N66 MBOA7_HUMANLysophospholipid	  acyltransferase	  7	  (LPLAT	  7)	  (LPIAT)	  (Lyso-‐PI	  acyltransferase)	  (O-‐acyltransferase	  domain-‐containing	  protein	  7)	  (h-‐mboa-‐7)3 3 3
392 P61160 ARP2_HUMANActin-‐related	  protein	  2 3 3 3
393 Q13492_ISOFORM_3PICAL_HUMANPhosphatidylinositol-‐binding	  clathrin	  assembly	  protein	  [ISOFORM	  3]3 3 3
394 P12109 CO6A1_HUMANCollagen	  alpha-‐1(VI)	  chain 3 3 3
395 P08708_CHAIN_0RS17_HUMAN40S	  ribosomal	  protein	  S17	  [CHAIN	  0] 11 3 11
396 P32969 RL9_HUMAN60S	  ribosomal	  protein	  L9 5 3 5
397 Q14444_ISOFORM_2CAPR1_HUMANCaprin-‐1	  (GPI-‐p137)	  (p137GPI)	  [ISOFORM	  2] 5 3 5
398 P51571_CHAIN_0SSRD_HUMANTranslocon-‐associated	  protein	  subunit	  delta	  (TRAP-‐delta)	  (SSR-‐delta)	  [CHAIN	  0]3 3 3
399 P60891_CHAIN_0PRPS1_HUMANRibose-‐phosphate	  pyrophosphokinase	  1	  (PRS-‐I)	  [CHAIN	  0] 3 3 3
400 P61803_CHAIN_0DAD1_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  DAD1	  (Oligosaccharyl	  transferase	  subunit	  DAD1)	  (DAD-‐1)	  [CHAIN	  0]4 3 4
402 Q01105_ISOFORM_2SET_HUMANProtein	  SET	  (IGAAD)	  (I-‐2PP2A)	  (TAF-‐I)	  [ISOFORM	  2] 6 3 6
403 P62829 RL23_HUMAN60S	  ribosomal	  protein	  L23 7 3 7
404 P47897_CHAIN_0SYQ_HUMANGlutamine-‐-‐tRNA	  ligase	  [CHAIN	  0] 3 3 3
405 Q5SSJ5_CHAIN_0HP1B3_HUMANHeterochromatin	  protein	  1-‐binding	  protein	  3	  [CHAIN	  0] 3 3 3
406 P31930_CHAIN_0QCR1_HUMANCytochrome	  b-‐c1	  complex	  subunit	  1,	  mitochondrial	  [CHAIN	  0] 3 3 3
407 P09211_CHAIN_0GSTP1_HUMANGlutathione	  S-‐transferase	  P	  [CHAIN	  0] 3 3 3
408 P49591 SYSC_HUMANSeryl-‐tRNA	  synthetase,	  cytoplasmic	  (SerRS) 3 3 3
409 Q13151 ROA0_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  A0	  (hnRNP	  A0) 5 3 5
410 O00567 NOP56_HUMANNucleolar	  protein	  56 3 3 3
411 Q9Y6C9_CHAIN_0MTCH2_HUMANMitochondrial	  carrier	  homolog	  2	  [CHAIN	  0] 4 3 4
412 Q9H299 SH3L3_HUMANSH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein	  3	  (SH3BP-‐1)4 3 4
413 P06756_ISOFORM_2ITAV_HUMANIntegrin	  alpha-‐V	  light	  chain	  [ISOFORM	  2] 3 3 3
414 Q9NSD9 SYFB_HUMANPhenylalanyl-‐tRNA	  synthetase	  beta	  chain	  (PheRS) 3 3 3
415 O43175_CHAIN_0SERA_HUMAND-‐3-‐phosphoglycerate	  dehydrogenase	  (3-‐PGDH)	  [CHAIN	  0] 6 3 6
416 O75694_ISOFORM_2NU155_HUMANNuclear	  pore	  complex	  protein	  Nup155	  [ISOFORM	  2] 3 3 3
417 P60953_CHAIN_0CDC42_HUMANCell	  division	  control	  protein	  42	  homolog	  [CHAIN	  0] 6 3 5
418 P33993_CHAIN_0MCM7_HUMANDNA	  replication	  licensing	  factor	  MCM7	  [CHAIN	  0] 5 3 5
419 Q15233 NONO_HUMANNon-‐POU	  domain-‐containing	  octamer-‐binding	  protein	  (NonO	  protein)	  (p54nrb)3 3 3
420 Q15286 RAB35_HUMANRas-‐related	  protein	  Rab-‐35 5 3 4
421 P52292_CHAIN_0IMA2_HUMANImportin	  subunit	  alpha-‐1	  [CHAIN	  0] 3 3 3
422 P30041_CHAIN_0PRDX6_HUMANPeroxiredoxin-‐6	  (1-‐Cys	  PRX)	  (aiPLA2)	  (NSGPx)	  [CHAIN	  0] 3 3 3
423 P36542_CHAIN_0ATPG_HUMANATP	  synthase	  subunit	  gamma,	  mitochondrial	  [CHAIN	  0] 5 3 5
424 A1L0T0 ILVBL_HUMANAcetolactate	  synthase-‐like	  protein 3 3 3
425 P05023_CHAIN_0AT1A1_HUMANSodium/potassium-‐transporting	  ATPase	  subunit	  alpha-‐1	  (Na(+)/K(+)	  ATPase	  alpha-‐1	  subunit)	  [CHAIN	  0]3 3 3
426 P29590_ISOFORM_PML-9PML_HUMANProbable	  transcription	  factor	  PML	  [ISOFORM	  PML-‐9] 3 3 3
427 P30086_CHAIN_0PEBP1_HUMANPhosphatidylethanolamine-‐binding	  protein	  1	  [CHAIN	  0] 4 3 4
428 P06748_ISOFORM_2NPM_HUMANNucleophosmin	  (NPM)	  [ISOFORM	  2] 4 3 4
429 P02768_ISOFORM_2ALBU_HUMANSerum	  albumin	  [ISOFORM	  2] 3 3 3
430 P31947_ISOFORM_21433S_HUMAN14-‐3-‐3	  protein	  sigma	  [ISOFORM	  2] 19 3 2
431 Q13247_ISOFORM_SRP55-3SRSF6_HUMANSerine/arginine-‐rich	  splicing	  factor	  6	  [ISOFORM	  SRP55-‐3] 4 3 2
432 P62910 RL32_HUMAN60S	  ribosomal	  protein	  L32 3 3 3
433 P17813_CHAIN_0EGLN_HUMANEndoglin	  [CHAIN	  0] 4 3 4
434 P36871_CHAIN_0PGM1_HUMANPhosphoglucomutase-‐1	  (PGM	  1)	  [CHAIN	  0] 3 3 3
435 Q9NYL9 TMOD3_HUMANTropomodulin-‐3	  (U-‐Tmod) 3 3 3
436 Q13263_ISOFORM_2TIF1B_HUMANTranscription	  intermediary	  factor	  1-‐beta	  (TIF1-‐beta)	  (KAP-‐1)	  (KRIP-‐1)	  [ISOFORM	  2]3 3 3
437 P46977 STT3A_HUMANDolichyl-‐diphosphooligosaccharide-‐-‐protein	  glycosyltransferase	  subunit	  STT3A	  (Oligosaccharyl	  transferase	  subunit	  STT3A)	  (STT3-‐A)3 3 3
438 Q15185 TEBP_HUMANProstaglandin	  E	  synthase	  3	  (cPGES) 3 3 3
439 P51114_ISOFORM_3FXR1_HUMANFragile	  X	  mental	  retardation	  syndrome-‐related	  protein	  1	  (hFXR1p)	  [ISOFORM	  3]2 2 2
442 Q9UNX3_CHAIN_0RL26L_HUMAN60S	  ribosomal	  protein	  L26-‐like	  1	  [CHAIN	  0] 4 3 4



443 P50402 EMD_HUMANEmerin 4 3 4
444 P43304_ISOFORM_2GPDM_HUMANGlycerol-‐3-‐phosphate	  dehydrogenase,	  mitochondrial	  (GPD-‐M)	  (GPDH-‐M)	  [ISOFORM	  2]5 3 5
445 Q13283_CHAIN_0G3BP1_HUMANRas	  GTPase-‐activating	  protein-‐binding	  protein	  1	  (G3BP-‐1)	  (hDH	  VIII)	  [CHAIN	  0]2 2 2
446 P18085_CHAIN_0ARF4_HUMANADP-‐ribosylation	  factor	  4	  [CHAIN	  0] 5 3 5
447 P14923 PLAK_HUMANJunction	  plakoglobin 3 3 3
448 P49411_CHAIN_0EFTU_HUMANElongation	  factor	  Tu,	  mitochondrial	  (EF-‐Tu)	  [CHAIN	  0] 2 2 2
449 Q92688_ISOFORM_2AN32B_HUMANAcidic	  leucine-‐rich	  nuclear	  phosphoprotein	  32	  family	  member	  B	  (PHAPI2)	  [ISOFORM	  2]3 3 2
450 P63092_ISOFORM_3GNAS2_HUMANGuanine	  nucleotide-‐binding	  protein	  G	  subunit	  alpha	  isoforms	  short	  [ISOFORM	  3]6 3 3
451 P31942_ISOFORM_6HNRH3_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  H3	  (hnRNP	  H3)	  (hnRNP	  2H9)	  [ISOFORM	  6]3 2 3
452 P23528_CHAIN_0COF1_HUMANCofilin-‐1	  (p18)	  [CHAIN	  0] 5 3 5
453 P14866 HNRPL_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  L	  (hnRNP	  L) 3 3 3
454 P55010 IF5_HUMANEukaryotic	  translation	  initiation	  factor	  5	  (eIF-‐5) 4 3 4
455 Q9Y4L1_CHAIN_0HYOU1_HUMANHypoxia	  up-‐regulated	  protein	  1	  (ORP-‐150)	  (GRP-‐170)	  [CHAIN	  0]4 3 4
456 P34932 HSP74_HUMANHeat	  shock	  70	  kDa	  protein	  4 3 3 2
457 Q9H853 TBA4B_HUMANPutative	  tubulin-‐like	  protein	  alpha-‐4B 5 2 3
458 O75390_CHAIN_0CISY_HUMANCitrate	  synthase,	  mitochondrial	  [CHAIN	  0] 5 3 5
459 O15400_ISOFORM_2STX7_HUMANSyntaxin-‐7	  [ISOFORM	  2] 4 2 4
460 Q03252_CHAIN_0LMNB2_HUMANLamin-‐B2	  [CHAIN	  0] 3 3 3
461 P20591_CHAIN_1MX1_HUMANInterferon-‐induced	  GTP-‐binding	  protein	  Mx1	  [CHAIN	  1] 3 2 3
462 P17931_CHAIN_0LEG3_HUMANGalectin-‐3	  (Gal-‐3)	  (CBP	  35)	  (GALBP)	  [CHAIN	  0] 3 3 3
463 O95470 SGPL1_HUMANSphingosine-‐1-‐phosphate	  lyase	  1	  (SP-‐lyase	  1)	  (SPL	  1)	  (hSPL) 2 2 2
464 P55084_CHAIN_0ECHB_HUMANTrifunctional	  enzyme	  subunit	  beta,	  mitochondrial	  [CHAIN	  0] 3 2 3
465 Q16531 DDB1_HUMANDNA	  damage-‐binding	  protein	  1	  (DDBa)	  (XAP-‐1)	  (UV-‐DDB	  1)	  (XPE-‐BF)	  (XPCe)3 3 3
466 Q15005_CHAIN_0SPCS2_HUMANSignal	  peptidase	  complex	  subunit	  2	  (SPase	  25	  kDa	  subunit)	  [CHAIN	  0]4 3 4
467 Q96FQ6 S10AG_HUMANProtein	  S100-‐A16 5 3 5
468 Q02952_ISOFORM_3AKA12_HUMANA-‐kinase	  anchor	  protein	  12	  (AKAP-‐12)	  (AKAP	  250)	  [ISOFORM	  3]3 2 3
469 P16070_ISOFORM_15CD44_HUMANCD44	  antigen	  (ECMR-‐III)	  (PGP-‐1)	  (PGP-‐I)	  [ISOFORM	  15] 5 2 5
470 P54727 RD23B_HUMANUV	  excision	  repair	  protein	  RAD23	  homolog	  B	  (HR23B)	  (hHR23B)	  (p58)7 3 7
471 Q8NBJ5_CHAIN_0GT251_HUMANProcollagen	  galactosyltransferase	  1	  [CHAIN	  0] 3 3 3
472 Q0ZGT2_ISOFORM_2NEXN_HUMANNexilin	  [ISOFORM	  2] 3 3 3
473 P14868 SYDC_HUMANAspartate-‐-‐tRNA	  ligase,	  cytoplasmic 4 3 4
474 P56134_ISOFORM_2ATPK_HUMANATP	  synthase	  subunit	  f,	  mitochondrial	  [ISOFORM	  2] 7 2 7
475 P40227_CHAIN_0TCPZ_HUMANT-‐complex	  protein	  1	  subunit	  zeta	  (TCP-‐1-‐zeta)	  [CHAIN	  0] 5 3 5
476 Q9BWM7SFXN3_HUMANSideroflexin-‐3 2 2 2
477 Q14566 MCM6_HUMANDNA	  replication	  licensing	  factor	  MCM6 3 3 3
478 Q07021_CHAIN_0C1QBP_HUMANComplement	  component	  1	  Q	  subcomponent-‐binding	  protein,	  mitochondrial	  (C1qBP)	  [CHAIN	  0]4 2 4
479 P35268_CHAIN_0RL22_HUMAN60S	  ribosomal	  protein	  L22	  (EAP)	  [CHAIN	  0] 4 2 4
480 Q15758 AAAT_HUMANNeutral	  amino	  acid	  transporter	  B 3 2 3
481 Q01813 K6PP_HUMAN6-‐phosphofructokinase	  type	  C	  (PFK-‐C) 4 2 4
482 P07996_CHAIN_0TSP1_HUMANThrombospondin-‐1	  [CHAIN	  0] 3 2 3
483 P30533_CHAIN_0AMRP_HUMANAlpha-‐2-‐macroglobulin	  receptor-‐associated	  protein	  (Alpha-‐2-‐MRAP)	  (RAP)	  [CHAIN	  0]4 3 4
484 P50991_CHAIN_0TCPD_HUMANT-‐complex	  protein	  1	  subunit	  delta	  (TCP-‐1-‐delta)	  [CHAIN	  0] 5 2 5
485 P34897_CHAIN_0GLYM_HUMANSerine	  hydroxymethyltransferase,	  mitochondrial	  (SHMT)	  [CHAIN	  0]3 3 3
486 Q16555 DPYL2_HUMANDihydropyrimidinase-‐related	  protein	  2	  (DRP-‐2)	  (CRMP-‐2)	  (ULIP-‐2)2 2 2
487 P61769_CHAIN_1B2MG_HUMANBeta-‐2-‐microglobulin	  [CHAIN	  1] 3 2 3
488 Q9UBQ0 VPS29_HUMANVacuolar	  protein	  sorting-‐associated	  protein	  29	  (hVPS29) 3 3 3
489 P49755_CHAIN_0TMEDA_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  10	  (S31I125)	  [CHAIN	  0]3 3 3
490 P22087 FBRL_HUMANrRNA	  2'-‐O-‐methyltransferase	  fibrillarin 3 3 3
491 Q8N556 AFAP1_HUMANActin	  filament-‐associated	  protein	  1	  (AFAP-‐110) 3 3 3
492 Q14554_CHAIN_0PDIA5_HUMANProtein	  disulfide-‐isomerase	  A5	  [CHAIN	  0] 3 3 3
493 P12270_CHAIN_0TPR_HUMANNucleoprotein	  TPR	  [CHAIN	  0] 3 2 3
494 Q9HDC9_ISOFORM_2APMAP_HUMANAdipocyte	  plasma	  membrane-‐associated	  protein	  [ISOFORM	  2] 3 3 3



495 P24539_CHAIN_0AT5F1_HUMANATP	  synthase	  subunit	  b,	  mitochondrial	  (ATPase	  subunit	  b)	  [CHAIN	  0]3 3 3
496 P38159_CHAIN_1HNRPG_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  G,	  N-‐terminally	  processed	  [CHAIN	  1]6 3 6
497 P20618_CHAIN_0PSB1_HUMANProteasome	  subunit	  beta	  type-‐1	  [CHAIN	  0] 2 2 2
498 P07099 HYEP_HUMANEpoxide	  hydrolase	  1 3 3 3
499 Q9UKV3 ACINU_HUMANApoptotic	  chromatin	  condensation	  inducer	  in	  the	  nucleus	  (Acinus)4 3 4
500 P37108_CHAIN_0SRP14_HUMANSignal	  recognition	  particle	  14	  kDa	  protein	  (SRP14)	  [CHAIN	  0] 3 2 3
501 Q70UQ0 IKIP_HUMANInhibitor	  of	  nuclear	  factor	  kappa-‐B	  kinase-‐interacting	  protein	  (I	  kappa-‐B	  kinase-‐interacting	  protein)	  (IKBKB-‐interacting	  protein)	  (IKK-‐interacting	  protein)5 3 3
502 Q9NVD7 PARVA_HUMANAlpha-‐parvin 2 2 2
503 P13987_CHAIN_0CD59_HUMANCD59	  glycoprotein	  (HRF-‐20)	  (HRF20)	  (MAC-‐IP)	  (MACIF)	  (MIRL)	  [CHAIN	  0]6 2 6
504 Q99439_CHAIN_0CNN2_HUMANCalponin-‐2	  [CHAIN	  0] 3 2 3
505 Q9Y5X1 SNX9_HUMANSorting	  nexin-‐9	  (Protein	  SDP1) 2 2 2
506 O75380_CHAIN_0NDUS6_HUMANNADH	  dehydrogenase	  [ubiquinone]	  iron-‐sulfur	  protein	  6,	  mitochondrial	  (CI-‐13kD-‐A)	  [CHAIN	  0]4 2 4
507 P09669_CHAIN_0COX6C_HUMANCytochrome	  c	  oxidase	  subunit	  6C	  [CHAIN	  0] 4 3 4
508 Q9Y2D5 AKAP2_HUMANA-‐kinase	  anchor	  protein	  2	  (AKAP-‐2)	  (PRKA2) 2 2 2
509 Q13641_CHAIN_0TPBG_HUMANTrophoblast	  glycoprotein	  (5T4	  oncotrophoblast	  glycoprotein)	  [CHAIN	  0]3 3 3
510 P09525_CHAIN_0ANXA4_HUMANAnnexin	  A4	  (PAP-‐II)	  [CHAIN	  0] 2 2 2
511 P09661_CHAIN_0RU2A_HUMANU2	  small	  nuclear	  ribonucleoprotein	  A'	  (U2	  snRNP	  A')	  [CHAIN	  0] 2 2 2
512 Q6IAA8_CHAIN_0PDRO_HUMANRagulator	  complex	  protein	  LAMTOR1	  [CHAIN	  0] 3 2 3
513 P62888_CHAIN_0RL30_HUMAN60S	  ribosomal	  protein	  L30	  [CHAIN	  0] 4 2 4
514 P07093_CHAIN_0GDN_HUMANGlia-‐derived	  nexin	  (GDN)	  (PI-‐7)	  (PN-‐1)	  [CHAIN	  0] 2 2 2
515 O75534_ISOFORM_ShortCSDE1_HUMANCold	  shock	  domain-‐containing	  protein	  E1	  [ISOFORM	  Short] 4 3 4
516 Q10713_CHAIN_0MPPA_HUMANMitochondrial-‐processing	  peptidase	  subunit	  alpha	  [CHAIN	  0] 3 3 3
517 Q92598_ISOFORM_BetaHS105_HUMANHeat	  shock	  protein	  105	  kDa	  [ISOFORM	  Beta] 3 3 2
518 O00231_CHAIN_0PSD11_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  11	  [CHAIN	  0] 3 3 3
519 P30049_CHAIN_0ATPD_HUMANATP	  synthase	  subunit	  delta,	  mitochondrial	  [CHAIN	  0] 5 2 5
520 P62913_CHAIN_0RL11_HUMAN60S	  ribosomal	  protein	  L11	  [CHAIN	  0] 8 2 8
521 Q15436 SC23A_HUMANProtein	  transport	  protein	  Sec23A 2 2 2
522 P30443_CHAIN_01A01_HUMANHLA	  class	  I	  histocompatibility	  antigen,	  A-‐1	  alpha	  chain	  [CHAIN	  0]5 2 3
523 Q53GQ0 DHB12_HUMANEstradiol	  17-‐beta-‐dehydrogenase	  12	  (17-‐beta-‐HSD	  12)	  (KAR) 3 2 3
524 Q53FA7 QORX_HUMANQuinone	  oxidoreductase	  PIG3 2 2 2
525 P04632 CPNS1_HUMANCalpain	  small	  subunit	  1	  (CSS1)	  (CANP	  small	  subunit)	  (CDPS) 3 2 3
526 P41250 SYG_HUMANGlycine-‐-‐tRNA	  ligase 2 2 2
527 Q8IVL6_CHAIN_0P3H3_HUMANProlyl	  3-‐hydroxylase	  3	  [CHAIN	  0] 2 2 2
528 P02533_CHAIN_0K1C14_HUMANKeratin,	  type	  I	  cytoskeletal	  14	  (CK-‐14)	  (K14)	  [CHAIN	  0] 5 2 3
529 Q8N4C6_ISOFORM_6NIN_HUMANNinein	  (hNinein)	  (GSK3B-‐interacting	  protein)	  [ISOFORM	  6] 3 3 2
530 Q96I24_CHAIN_0FUBP3_HUMANFar	  upstream	  element-‐binding	  protein	  3	  (FUSE-‐binding	  protein	  3)	  [CHAIN	  0]2 2 2
532 Q00688_CHAIN_0FKBP3_HUMANPeptidyl-‐prolyl	  cis-‐trans	  isomerase	  FKBP3	  (PPIase	  FKBP3)	  (25	  kDa	  FKBP)	  (FKBP-‐25)	  (FKBP-‐3)	  [CHAIN	  0]3 3 3
533 Q15393 SF3B3_HUMANSplicing	  factor	  3B	  subunit	  3	  (SF3b130)	  (SAP	  130) 2 2 2
534 Q16630_ISOFORM_3CPSF6_HUMANCleavage	  and	  polyadenylation	  specificity	  factor	  subunit	  6	  (CPSF	  68	  kDa	  subunit)	  [ISOFORM	  3]3 2 3
536 Q9BUJ2_ISOFORM_3HNRL1_HUMANHeterogeneous	  nuclear	  ribonucleoprotein	  U-‐like	  protein	  1	  (E1B-‐AP5)	  [ISOFORM	  3]2 2 2
537 P21281 VATB2_HUMANV-‐type	  proton	  ATPase	  subunit	  B,	  brain	  isoform	  (V-‐ATPase	  subunit	  B	  2)3 2 3
538 Q969X5_ISOFORM_2ERGI1_HUMANEndoplasmic	  reticulum-‐Golgi	  intermediate	  compartment	  protein	  1	  (ERGIC-‐32)	  [ISOFORM	  2]2 2 2
540 Q9UQ80_CHAIN_0PA2G4_HUMANProliferation-‐associated	  protein	  2G4	  (hG4-‐1)	  [CHAIN	  0] 3 2 3
541 P60033 CD81_HUMANCD81	  antigen	  (Tspan-‐28) 3 2 3
542 Q15459 SF3A1_HUMANSplicing	  factor	  3A	  subunit	  1	  (SAP	  114) 2 2 2
543 Q9Y230_CHAIN_0RUVB2_HUMANRuvB-‐like	  2	  (48	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐51)	  (Reptin	  52)	  (TAP54-‐beta)	  [CHAIN	  0]2 2 2
544 P62826_CHAIN_0RAN_HUMANGTP-‐binding	  nuclear	  protein	  Ran	  [CHAIN	  0] 3 2 3
545 P09874_CHAIN_0PARP1_HUMANPoly	  [ADP-‐ribose]	  polymerase	  1	  (PARP-‐1)	  (ADPRT	  1)	  [CHAIN	  0] 3 2 3
546 Q92791 SC65_HUMANSynaptonemal	  complex	  protein	  SC65 3 2 3
547 P62917_CHAIN_0RL8_HUMAN60S	  ribosomal	  protein	  L8	  [CHAIN	  0] 4 2 4
548 P20674_CHAIN_0COX5A_HUMANCytochrome	  c	  oxidase	  subunit	  5A,	  mitochondrial	  [CHAIN	  0] 3 2 3
549 P24534_CHAIN_0EF1B_HUMANElongation	  factor	  1-‐beta	  (EF-‐1-‐beta)	  [CHAIN	  0] 4 2 4



550 Q93008_ISOFORM_2USP9X_HUMANProbable	  ubiquitin	  carboxyl-‐terminal	  hydrolase	  FAF-‐X	  (hFAM)	  [ISOFORM	  2]2 2 2
551 Q14019_CHAIN_0COTL1_HUMANCoactosin-‐like	  protein	  [CHAIN	  0] 3 2 3
552 O76094_CHAIN_0SRP72_HUMANSignal	  recognition	  particle	  72	  kDa	  protein	  (SRP72)	  [CHAIN	  0] 2 2 2
553 Q13423_CHAIN_0NNTM_HUMANNAD	  transhydrogenase,	  mitochondrial	  [CHAIN	  0] 2 2 2
554 O14602_CHAIN_0IF1AY_HUMANEukaryotic	  translation	  initiation	  factor	  1A,	  Y-‐chromosomal	  (eIF-‐1A	  Y	  isoform)	  (eIF-‐4C)	  [CHAIN	  0]2 2 2
555 P46063_CHAIN_0RECQ1_HUMANATP-‐dependent	  DNA	  helicase	  Q1	  (RecQ1)	  [CHAIN	  0] 3 2 3
556 P54136_ISOFORM_MonomericSYRC_HUMANArginyl-‐tRNA	  synthetase,	  cytoplasmic	  (ArgRS)	  [ISOFORM	  Monomeric]2 2 2
557 Q6NYC8 PHTNS_HUMANPhostensin 2 2 2
558 Q9Y4P3 TBL2_HUMANTransducin	  beta-‐like	  protein	  2	  (WS-‐betaTRP) 2 2 2
559 O94874_ISOFORM_3UFL1_HUMANE3	  UFM1-‐protein	  ligase	  1	  [ISOFORM	  3] 2 2 2
560 P28066 PSA5_HUMANProteasome	  subunit	  alpha	  type-‐5 4 2 4
562 P54920 SNAA_HUMANAlpha-‐soluble	  NSF	  attachment	  protein	  (SNAP-‐alpha) 2 2 2
563 P11177_CHAIN_0ODPB_HUMANPyruvate	  dehydrogenase	  E1	  component	  subunit	  beta,	  mitochondrial	  (PDHE1-‐B)	  [CHAIN	  0]3 2 3
564 Q16795_CHAIN_0NDUA9_HUMANNADH	  dehydrogenase	  	  1	  alpha	  subcomplex	  subunit	  9,	  mitochondrial	  [CHAIN	  0]2 2 2
565 Q9Y3B3_CHAIN_0TMED7_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  7	  [CHAIN	  0]3 2 3
566 P09622_CHAIN_0DLDH_HUMANDihydrolipoyl	  dehydrogenase,	  mitochondrial	  [CHAIN	  0] 3 2 3
567 P04181_CHAIN_1OAT_HUMANOrnithine	  aminotransferase,	  renal	  form	  [CHAIN	  1] 2 2 2
568 Q15043_CHAIN_0S39AE_HUMANZinc	  transporter	  ZIP14	  (LZT-‐Hs4)	  (ZIP-‐14)	  [CHAIN	  0] 2 2 2
569 O75131_CHAIN_0CPNE3_HUMANCopine-‐3	  [CHAIN	  0] 4 2 4
570 O14776_ISOFORM_2TCRG1_HUMANTranscription	  elongation	  regulator	  1	  [ISOFORM	  2] 2 2 2
571 P98179 RBM3_HUMANPutative	  RNA-‐binding	  protein	  3 2 2 2
572 P18621_CHAIN_0RL17_HUMAN60S	  ribosomal	  protein	  L17	  [CHAIN	  0] 3 2 3
573 Q08431_ISOFORM_2MFGM_HUMANLactadherin	  [ISOFORM	  2] 2 2 2
574 Q04837_CHAIN_0SSBP_HUMANSingle-‐stranded	  DNA-‐binding	  protein,	  mitochondrial	  (Mt-‐SSB)	  (MtSSB)	  [CHAIN	  0]3 2 3
575 Q16881_ISOFORM_5TRXR1_HUMANThioredoxin	  reductase	  1,	  cytoplasmic	  (TR)	  (GRIM-‐12)	  (Gene	  associated	  with	  retinoic	  and	  IFN-‐induced	  mortality	  12	  protein)	  [ISOFORM	  5]2 2 2
576 P24752_CHAIN_0THIL_HUMANAcetyl-‐CoA	  acetyltransferase,	  mitochondrial	  [CHAIN	  0] 3 2 3
577 Q14676_ISOFORM_4MDC1_HUMANMediator	  of	  DNA	  damage	  checkpoint	  protein	  1	  [ISOFORM	  4] 2 2 2
578 P61221 ABCE1_HUMANATP-‐binding	  cassette	  sub-‐family	  E	  member	  1	  (RNS4I) 3 2 3
579 Q6UVK1_CHAIN_0CSPG4_HUMANChondroitin	  sulfate	  proteoglycan	  4	  [CHAIN	  0] 2 2 2
580 P08574_CHAIN_0CY1_HUMANCytochrome	  c1,	  heme	  protein,	  mitochondrial	  (Cytochrome	  c-‐1)	  [CHAIN	  0]2 2 2
582 Q9UJZ1 STML2_HUMANStomatin-‐like	  protein	  2	  (SLP-‐2) 3 2 3
583 Q13243_ISOFORM_SRP40-4SRSF5_HUMANSerine/arginine-‐rich	  splicing	  factor	  5	  [ISOFORM	  SRP40-‐4] 4 2 2
585 Q03135_ISOFORM_BetaCAV1_HUMANCaveolin-‐1	  [ISOFORM	  Beta] 3 2 3
586 Q9NX63 CHCH3_HUMANCoiled-‐coil-‐helix-‐coiled-‐coil-‐helix	  domain-‐containing	  protein	  3,	  mitochondrial2 2 2
587 P42766_CHAIN_0RL35_HUMAN60S	  ribosomal	  protein	  L35	  [CHAIN	  0] 5 2 5
588 Q15008_CHAIN_0PSMD6_HUMAN26S	  proteasome	  non-‐ATPase	  regulatory	  subunit	  6	  [CHAIN	  0] 2 2 2
589 Q9Y265 RUVB1_HUMANRuvB-‐like	  1	  (49	  kDa	  TBP-‐interacting	  protein)	  (ECP-‐54)	  (NMP	  238)	  (TAP54-‐alpha)3 2 3
590 O75531 BAF_HUMANBarrier-‐to-‐autointegration	  factor 3 2 3
591 P49257_CHAIN_0LMAN1_HUMANProtein	  ERGIC-‐53	  [CHAIN	  0] 4 2 4
592 O75368 SH3L1_HUMANSH3	  domain-‐binding	  glutamic	  acid-‐rich-‐like	  protein 4 2 4
593 P49773_CHAIN_0HINT1_HUMANHistidine	  triad	  nucleotide-‐binding	  protein	  1	  (PKCI-‐1)	  [CHAIN	  0] 2 2 2
595 Q15293_CHAIN_0RCN1_HUMANReticulocalbin-‐1	  [CHAIN	  0] 2 2 2
596 P30084_CHAIN_0ECHM_HUMANEnoyl-‐CoA	  hydratase,	  mitochondrial	  (SCEH)	  [CHAIN	  0] 3 2 3
597 P17301_CHAIN_0ITA2_HUMANIntegrin	  alpha-‐2	  (GPIa)	  [CHAIN	  0] 2 2 2
598 O14737_CHAIN_0PDCD5_HUMANProgrammed	  cell	  death	  protein	  5	  (Protein	  TFAR19)	  [CHAIN	  0] 3 2 3
599 Q14344 GNA13_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐13	  (G	  alpha-‐13)	  (G-‐protein	  subunit	  alpha-‐13)4 2 4
600 O14653 GOSR2_HUMANGolgi	  SNAP	  receptor	  complex	  member	  2 2 2 2
601 P22102 PUR2_HUMANTrifunctional	  purine	  biosynthetic	  protein	  adenosine-‐3 2 2 2
602 Q13895 BYST_HUMANBystin 2 2 2
603 Q16666_ISOFORM_4IF16_HUMANGamma-‐interferon-‐inducible	  protein	  16	  (Ifi-‐16)	  [ISOFORM	  4] 2 2 2
605 P14927_CHAIN_0QCR7_HUMANCytochrome	  b-‐c1	  complex	  subunit	  7	  [CHAIN	  0] 3 2 3
606 Q13177_CHAIN_1PAK2_HUMANPAK-‐2p34	  (p34)	  [CHAIN	  1] 2 2 2



607 P62249_CHAIN_0RS16_HUMAN40S	  ribosomal	  protein	  S16	  [CHAIN	  0] 5 2 5
608 O43294 TGFI1_HUMANTransforming	  growth	  factor	  beta-‐1-‐induced	  transcript	  1	  protein	  (Hic-‐5)2 2 2
609 A0FGR8_ISOFORM_4ESYT2_HUMANExtended	  synaptotagmin-‐2	  (E-‐Syt2)	  [ISOFORM	  4] 3 2 3
610 Q9Y512 SAM50_HUMANSorting	  and	  assembly	  machinery	  component	  50	  homolog	  (TRG-‐3)2 2 2
611 Q8WUM4_CHAIN_0PDC6I_HUMANProgrammed	  cell	  death	  6-‐interacting	  protein	  (PDCD6-‐interacting	  protein)	  [CHAIN	  0]2 2 2
612 P09496_ISOFORM_Non-brainCLCA_HUMANClathrin	  light	  chain	  A	  (Lca)	  [ISOFORM	  Non-‐brain] 2 2 2
613 P63000 RAC1_HUMANRas-‐related	  C3	  botulinum	  toxin	  substrate	  1 2 2 2
614 P68402 PA1B2_HUMANPlatelet-‐activating	  factor	  acetylhydrolase	  IB	  subunit	  beta	  (PAF-‐AH	  30	  kDa	  subunit)	  (PAFAH	  subunit	  beta)2 2 2
615 O15145_CHAIN_0ARPC3_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  3	  (p21-‐ARC)	  [CHAIN	  0]3 2 3
616 P26368_ISOFORM_2U2AF2_HUMANSplicing	  factor	  U2AF	  65	  kDa	  subunit	  (hU2AF(65))	  (hU2AF65)	  [ISOFORM	  2]5 2 5
617 O43684_ISOFORM_2BUB3_HUMANMitotic	  checkpoint	  protein	  BUB3	  [ISOFORM	  2] 2 2 2
618 P13073_CHAIN_0COX41_HUMANCytochrome	  c	  oxidase	  subunit	  4	  isoform	  1,	  mitochondrial	  (COX	  IV-‐1)	  [CHAIN	  0]2 2 2
619 P62995_ISOFORM_3TRA2B_HUMANTransformer-‐2	  protein	  homolog	  beta	  (TRA-‐2	  beta)	  (TRA2-‐beta)	  (hTRA2-‐beta)	  [ISOFORM	  3]2 2 2
620 P26373_CHAIN_0RL13_HUMAN60S	  ribosomal	  protein	  L13	  [CHAIN	  0] 4 2 4
621 O75844 FACE1_HUMANCAAX	  prenyl	  protease	  1	  homolog	  (FACE-‐1) 2 2 2
622 Q9UKM7 MA1B1_HUMANEndoplasmic	  reticulum	  mannosyl-‐oligosaccharide	  1,2-‐alpha-‐mannosidase	  (ERMan1)2 2 2
623 P29992 GNA11_HUMANGuanine	  nucleotide-‐binding	  protein	  subunit	  alpha-‐11	  (G	  alpha-‐11)	  (G-‐protein	  subunit	  alpha-‐11)2 2 2
624 P62750_CHAIN_0RL23A_HUMAN60S	  ribosomal	  protein	  L23a	  [CHAIN	  0] 3 2 3
625 P42224_ISOFORM_BetaSTAT1_HUMANSignal	  transducer	  and	  activator	  of	  transcription	  1-‐alpha/beta	  [ISOFORM	  Beta]2 2 2
626 P30837_CHAIN_0AL1B1_HUMANAldehyde	  dehydrogenase	  X,	  mitochondrial	  [CHAIN	  0] 3 2 3
627 Q9H930_ISOFORM_2LY10L_HUMANNuclear	  body	  protein	  SP140-‐like	  protein	  [ISOFORM	  2] 3 2 3
628 Q9UHX1_ISOFORM_4PUF60_HUMANPoly(U)-‐binding-‐splicing	  factor	  PUF60	  (FBP-‐interacting	  repressor)	  (RoBP1)	  (Siah-‐BP1)	  [ISOFORM	  4]2 2 2
629 Q9NP72_CHAIN_0RAB18_HUMANRas-‐related	  protein	  Rab-‐18	  [CHAIN	  0] 2 2 2
630 Q9UJS0 CMC2_HUMANCalcium-‐binding	  mitochondrial	  carrier	  protein	  Aralar2 2 2 2
631 Q9UL25_CHAIN_0RAB21_HUMANRas-‐related	  protein	  Rab-‐21	  [CHAIN	  0] 3 2 3
632 O75915 PRAF3_HUMANPRA1	  family	  protein	  3	  (ARL-‐6-‐interacting	  protein	  5)	  (Aip-‐5) 4 2 4
633 P62244_CHAIN_0RS15A_HUMAN40S	  ribosomal	  protein	  S15a	  [CHAIN	  0] 4 2 4
634 Q9P0L0_CHAIN_0VAPA_HUMANVesicle-‐associated	  membrane	  protein-‐associated	  protein	  A	  (VAMP-‐A)	  (VAMP-‐associated	  protein	  A)	  (VAP-‐A)	  (VAP-‐33)	  [CHAIN	  0]4 2 4
635 P14314_CHAIN_0GLU2B_HUMANGlucosidase	  2	  subunit	  beta	  (PKCSH)	  [CHAIN	  0] 4 2 4
636 P62899 RL31_HUMAN60S	  ribosomal	  protein	  L31 5 2 5
637 P46776_CHAIN_0RL27A_HUMAN60S	  ribosomal	  protein	  L27a	  [CHAIN	  0] 4 2 4
638 P51572_CHAIN_0BAP31_HUMANB-‐cell	  receptor-‐associated	  protein	  31	  (BCR-‐associated	  protein	  31)	  (Bap31)	  [CHAIN	  0]4 2 4
639 O75340 PDCD6_HUMANProgrammed	  cell	  death	  protein	  6 2 2 2
640 Q969H8_CHAIN_0CS010_HUMANUPF0556	  protein	  C19orf10	  (IL-‐25)	  [CHAIN	  0] 3 2 3
641 Q01844_ISOFORM_EWS-BEWS_HUMANRNA-‐binding	  protein	  EWS	  [ISOFORM	  EWS-‐B] 4 2 4
642 Q9UJ70_CHAIN_0NAGK_HUMANN-‐acetyl-‐D-‐glucosamine	  kinase	  (N-‐acetylglucosamine	  kinase)	  [CHAIN	  0]2 2 2
643 P12004 PCNA_HUMANProliferating	  cell	  nuclear	  antigen	  (PCNA) 4 2 4
644 P35221_CHAIN_0CTNA1_HUMANCatenin	  alpha-‐1	  [CHAIN	  0] 3 2 3
645 P16152_CHAIN_0CBR1_HUMANCarbonyl	  reductase	  [NADPH]	  1	  [CHAIN	  0] 2 2 2
646 A2RRP1_ISOFORM_2NBAS_HUMANNeuroblastoma-‐amplified	  sequence	  [ISOFORM	  2] 2 2 2
647 Q14498_ISOFORM_2RBM39_HUMANRNA-‐binding	  protein	  39	  [ISOFORM	  2] 4 2 4
648 Q99805_CHAIN_0TM9S2_HUMANTransmembrane	  9	  superfamily	  member	  2	  [CHAIN	  0] 2 2 2
649 Q9Y2W2WBP11_HUMANWW	  domain-‐binding	  protein	  11	  (WBP-‐11)	  (NpwBP) 2 2 2
650 P35613_ISOFORM_2BASI_HUMANBasigin	  (EMMPRIN)	  (TCSF)	  [ISOFORM	  2] 3 2 3
651 O75489_CHAIN_0NDUS3_HUMANNADH	  dehydrogenase	  	  iron-‐sulfur	  protein	  3,	  mitochondrial	  [CHAIN	  0]2 2 2
652 Q9BXP5_ISOFORM_5SRRT_HUMANSerrate	  RNA	  effector	  molecule	  homolog	  [ISOFORM	  5] 2 2 2
653 Q8N163 K1967_HUMANProtein	  KIAA1967	  (DBC-‐1)	  (DBC.1) 2 2 2
654 O94905 ERLN2_HUMANErlin-‐2	  (SPFH	  domain-‐containing	  protein	  2) 2 2 2
655 O43747_CHAIN_0AP1G1_HUMANAP-‐1	  complex	  subunit	  gamma-‐1	  [CHAIN	  0] 2 2 2
657 O00629_CHAIN_0IMA4_HUMANImportin	  subunit	  alpha-‐3	  [CHAIN	  0] 2 2 2
658 O94826_CHAIN_0TOM70_HUMANMitochondrial	  import	  receptor	  subunit	  TOM70	  [CHAIN	  0] 2 2 2
659 P60903_CHAIN_0S10AA_HUMANProtein	  S100-‐A10	  [CHAIN	  0] 6 2 6



660 P10301_CHAIN_0RRAS_HUMANRas-‐related	  protein	  R-‐Ras	  [CHAIN	  0] 2 2 2
661 P11387_CHAIN_0TOP1_HUMANDNA	  topoisomerase	  1	  [CHAIN	  0] 2 2 2
662 Q96CW1AP2M1_HUMANAP-‐2	  complex	  subunit	  mu 3 2 3
663 Q9HBR0_ISOFORM_3S38AA_HUMANPutative	  sodium-‐coupled	  neutral	  amino	  acid	  transporter	  10	  [ISOFORM	  3]2 2 2
664 Q16698_CHAIN_0DECR_HUMAN2,4-‐dienoyl-‐CoA	  reductase,	  mitochondrial	  (4-‐enoyl-‐CoA	  reductase	  [NADPH])	  [CHAIN	  0]2 2 2
666 P23634_ISOFORM_ZKAT2B4_HUMANPlasma	  membrane	  calcium-‐transporting	  ATPase	  4	  (PMCA4)	  [ISOFORM	  ZK]3 2 3
667 P26639 SYTC_HUMANThreonyl-‐tRNA	  synthetase,	  cytoplasmic	  (ThrRS) 2 2 2
668 O15144 ARPC2_HUMANActin-‐related	  protein	  2/3	  complex	  subunit	  2	  (p34-‐ARC) 3 2 3
669 Q9P0K7_ISOFORM_3RAI14_HUMANAnkycorbin	  [ISOFORM	  3] 2 2 2
671 P63173 RL38_HUMAN60S	  ribosomal	  protein	  L38 4 2 4
672 Q9H0S4_CHAIN_0DDX47_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX47	  [CHAIN	  0] 2 2 2
673 Q9Y3I0 CV028_HUMANUPF0027	  protein	  C22orf28 2 2 2
674 P63167 DYL1_HUMANDynein	  light	  chain	  1,	  cytoplasmic	  (DLC8)	  (PIN) 3 2 3
675 Q12797 ASPH_HUMANAspartyl/asparaginyl	  beta-‐hydroxylase	  (ASP	  beta-‐hydroxylase) 2 2 2
676 Q9Y3U8_CHAIN_0RL36_HUMAN60S	  ribosomal	  protein	  L36	  [CHAIN	  0] 3 2 3
677 Q8TAQ2_ISOFORM_2SMRC2_HUMANSWI/SNF	  complex	  subunit	  SMARCC2	  [ISOFORM	  2] 2 2 2
678 P26196 DDX6_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX6 3 2 3
679 P16949 STMN1_HUMANStathmin	  (Op18)	  (pp19) 3 2 3
680 P36957_CHAIN_0ODO2_HUMANDihydrolipoyllysine-‐residue	  succinyltransferase	  component	  of	  2-‐oxoglutarate	  dehydrogenase	  complex,	  mitochondrial	  (OGDC-‐E2)	  [CHAIN	  0]2 2 2
681 Q02880_ISOFORM_Beta-1TOP2B_HUMANDNA	  topoisomerase	  2-‐beta	  [ISOFORM	  Beta-‐1] 2 2 2
682 P42892_ISOFORM_CECE1_HUMANEndothelin-‐converting	  enzyme	  1	  (ECE-‐1)	  [ISOFORM	  C] 2 2 2
683 P05161_CHAIN_0ISG15_HUMANUbiquitin-‐like	  protein	  ISG15	  (IP17)	  (hUCRP)	  [CHAIN	  0] 3 2 3
684 Q15417 CNN3_HUMANCalponin-‐3 5 2 5
685 P49821_CHAIN_0NDUV1_HUMANNADH	  dehydrogenase	  [ubiquinone]	  flavoprotein	  1,	  mitochondrial	  (CI-‐51kD)	  [CHAIN	  0]2 2 2
686 P25786 PSA1_HUMANProteasome	  subunit	  alpha	  type-‐1	  (PROS-‐30) 2 2 2
687 O95816 BAG2_HUMANBAG	  family	  molecular	  chaperone	  regulator	  2	  (BAG-‐2) 2 2 2
688 Q7L014 DDX46_HUMANProbable	  ATP-‐dependent	  RNA	  helicase	  DDX46 3 2 3
689 P46939 UTRO_HUMANUtrophin	  (DRP-‐1) 2 2 2
690 Q13425 SNTB2_HUMANBeta-‐2-‐syntrophin	  (SNT3)	  (SNTL) 3 2 3
691 P28370_ISOFORM_2SMCA1_HUMANProbable	  global	  transcription	  activator	  SNF2L1	  [ISOFORM	  2] 2 2 2
692 Q8WUJ3_CHAIN_0K1199_HUMANProtein	  KIAA1199	  [CHAIN	  0] 2 2 2
693 Q9H3N1_CHAIN_0TMX1_HUMANThioredoxin-‐related	  transmembrane	  protein	  1	  [CHAIN	  0] 2 2 2
694 P62318 SMD3_HUMANSmall	  nuclear	  ribonucleoprotein	  Sm	  D3	  (Sm-‐D3) 3 2 3
696 P13473_CHAIN_0LAMP2_HUMANLysosome-‐associated	  membrane	  glycoprotein	  2	  (LAMP-‐2)	  (Lysosome-‐associated	  membrane	  protein	  2)	  [CHAIN	  0]2 2 2
697 Q99733_CHAIN_0NP1L4_HUMANNucleosome	  assembly	  protein	  1-‐like	  4	  (NAP-‐2)	  [CHAIN	  0] 2 2 2
698 P46783 RS10_HUMAN40S	  ribosomal	  protein	  S10 4 2 4
699 P02042_CHAIN_0HBD_HUMANHemoglobin	  subunit	  delta	  [CHAIN	  0] 2 2 2
700 Q13242 SRSF9_HUMANSerine/arginine-‐rich	  splicing	  factor	  9 3 2 3
701 Q6P1M0 S27A4_HUMANLong-‐chain	  fatty	  acid	  transport	  protein	  4	  (FATP-‐4)	  (Fatty	  acid	  transport	  protein	  4)2 2 2
702 P17655_CHAIN_0CAN2_HUMANCalpain-‐2	  catalytic	  subunit	  (CANP	  2)	  (M-‐calpain)	  [CHAIN	  0] 2 2 2
703 P23526_CHAIN_0SAHH_HUMANAdenosylhomocysteinase	  (AdoHcyase)	  [CHAIN	  0] 2 2 2
704 P61353 RL27_HUMAN60S	  ribosomal	  protein	  L27 2 2 2
705 P48735_CHAIN_0IDHP_HUMANIsocitrate	  dehydrogenase	  ,	  mitochondrial	  [CHAIN	  0] 2 2 2
706 Q8TCS8_CHAIN_0PNPT1_HUMANPolyribonucleotide	  nucleotidyltransferase	  1,	  mitochondrial	  (PNPase	  1)	  [CHAIN	  0]2 2 2
707 Q08945_CHAIN_0SSRP1_HUMANFACT	  complex	  subunit	  SSRP1	  (FACT	  80	  kDa	  subunit)	  (FACTp80)	  (hSSRP1)	  [CHAIN	  0]2 2 2
708 O43854_CHAIN_0EDIL3_HUMANEGF-‐like	  repeat	  and	  discoidin	  I-‐like	  domain-‐containing	  protein	  3	  [CHAIN	  0]3 2 3
709 O00410_CHAIN_0IPO5_HUMANImportin-‐5	  (Imp5)	  (RanBP5)	  [CHAIN	  0] 2 2 2
710 Q12841_CHAIN_0FSTL1_HUMANFollistatin-‐related	  protein	  1	  [CHAIN	  0] 2 2 2
711 Q00325_CHAIN_0MPCP_HUMANPhosphate	  carrier	  protein,	  mitochondrial	  (PTP)	  [CHAIN	  0] 3 2 3
712 Q86UX6 ST32C_HUMANSerine/threonine-‐protein	  kinase	  32C	  (PKE) 2 2 2
713 P41223 BUD31_HUMANProtein	  BUD31	  homolog 2 2 2
714 P20908_CHAIN_0CO5A1_HUMANCollagen	  alpha-‐1(V)	  chain	  [CHAIN	  0] 2 2 2



715 P52943 CRIP2_HUMANCysteine-‐rich	  protein	  2	  (CRP-‐2) 2 2 2
716 Q9BVK6_CHAIN_0TMED9_HUMANTransmembrane	  emp24	  domain-‐containing	  protein	  9	  [CHAIN	  0]5 2 5
717 Q12904 AIMP1_HUMANEndothelial	  monocyte-‐activating	  polypeptide	  2	  (EMAP-‐2)	  (EMAP-‐II)3 2 3
718 P07942 LAMB1_HUMANLaminin	  subunit	  beta-‐1 2 2 2
719 Q07666_ISOFORM_2KHDR1_HUMANKH	  domain-‐containing,	  RNA-‐binding,	  signal	  transduction-‐associated	  protein	  1	  (Sam68)	  [ISOFORM	  2]2 2 2
721 P37235_CHAIN_0HPCL1_HUMANHippocalcin-‐like	  protein	  1	  (VILIP-‐3)	  [CHAIN	  0] 3 2 3
722 P55265_ISOFORM_5DSRAD_HUMANDouble-‐stranded	  RNA-‐specific	  adenosine	  deaminase	  (DRADA)	  (p136)	  (IFI-‐4)	  [ISOFORM	  5]2 2 2
723 Q9Y2H6_ISOFORM_2FND3A_HUMANFibronectin	  type-‐III	  domain-‐containing	  protein	  3A	  [ISOFORM	  2]2 2 2
724 Q9P035 HACD3_HUMANVery-‐long-‐chain	  -‐3-‐hydroxyacyl-‐	  dehydratase	  3 2 2 2
725 Q9NSK0_ISOFORM_3KLC4_HUMANKinesin	  light	  chain	  4	  (KLC	  4)	  [ISOFORM	  3] 2 2 2
726 Q04637_ISOFORM_EIF4G1_HUMANEukaryotic	  translation	  initiation	  factor	  4	  gamma	  1	  (eIF-‐4-‐gamma	  1)	  (eIF-‐4G	  1)	  (eIF-‐4G1)	  [ISOFORM	  E]2 2 2
727 P36776_CHAIN_0LONM_HUMANLon	  protease	  homolog,	  mitochondrial	  (LONP)	  [CHAIN	  0] 3 2 3
728 Q13561_CHAIN_0DCTN2_HUMANDynactin	  subunit	  2	  (DCTN-‐50)	  [CHAIN	  0] 2 2 2
729 P11413_CHAIN_0G6PD_HUMANGlucose-‐6-‐phosphate	  1-‐dehydrogenase	  (G6PD)	  [CHAIN	  0] 3 2 3
730 Q9Y6M1_ISOFORM_2IF2B2_HUMANInsulin-‐like	  growth	  factor	  2	  mRNA-‐binding	  protein	  2	  (IGF2	  mRNA-‐binding	  protein	  2)	  (IMP-‐2)	  [ISOFORM	  2]2 2 2
731 O95573 ACSL3_HUMANLong-‐chain-‐fatty-‐acid-‐-‐CoA	  ligase	  3	  (LACS	  3) 2 2 2
732 Q06323 PSME1_HUMANProteasome	  activator	  complex	  subunit	  1	  (REG-‐alpha)	  (IGUP	  I-‐5111)	  (PA28a)	  (PA28alpha)3 2 3
733 Q13557_CHAIN_0KCC2D_HUMANCalcium/calmodulin-‐dependent	  protein	  kinase	  type	  II	  subunit	  delta	  (CaM	  kinase	  II	  subunit	  delta)	  (CaMK-‐II	  subunit	  delta)	  [CHAIN	  0]2 2 2
734 Q9BS26_CHAIN_0ERP44_HUMANEndoplasmic	  reticulum	  resident	  protein	  44	  (ER	  protein	  44)	  (ERp44)	  [CHAIN	  0]2 2 2
735 Q96AC1_ISOFORM_2FERM2_HUMANFermitin	  family	  homolog	  2	  (MIG-‐2)	  (PH	  domain-‐containing	  family	  C	  member	  1)	  [ISOFORM	  2]2 2 2
736 O15042_ISOFORM_2SR140_HUMANU2-‐associated	  protein	  SR140	  [ISOFORM	  2] 2 2 2
737 Q6NUQ4 TM214_HUMANTransmembrane	  protein	  214 2 2 2
738 P56385_CHAIN_0ATP5I_HUMANATP	  synthase	  subunit	  e,	  mitochondrial	  (ATPase	  subunit	  e)	  [CHAIN	  0]2 2 2
739 Q14534 ERG1_HUMANSqualene	  monooxygenase	  (SE) 2 2 2
741 Q16851_ISOFORM_2UGPA_HUMANUTP-‐-‐glucose-‐1-‐phosphate	  uridylyltransferase	  (UDPGP)	  (UGPase)	  [ISOFORM	  2]2 2 2
742 Q12849 GRSF1_HUMANG-‐rich	  sequence	  factor	  1	  (GRSF-‐1) 2 2 2
743 Q8TF01 SFR18_HUMANArginine/serine-‐rich	  protein	  PNISR 2 2 2
744 Q07157_ISOFORM_ShortZO1_HUMANTight	  junction	  protein	  ZO-‐1	  [ISOFORM	  Short] 2 2 2
745 O60762_CHAIN_0DPM1_HUMANDolichol-‐phosphate	  mannosyltransferase	  (DPM	  synthase)	  (MPD	  synthase)	  [CHAIN	  0]2 2 2
746 Q99459 CDC5L_HUMANCell	  division	  cycle	  5-‐like	  protein	  (Cdc5-‐like	  protein) 2 2 2



IR.N(114) IR.N(117)
Mean Median Std CV	  (%) #Quantified	  peptidesMean Median Std CV	  (%)
0,4610229 0,4706432 0,0754028 16,355536 132 0,5389771 0,5293568 0,0754028 13,989977
0,421334 0,4241288 0,0580967 13,78876 86 0,578666 0,5758712 0,0580967 10,03977

0,4483823 0,4432899 0,0834613 18,61386 112 0,5516177 0,5567101 0,0834613 15,130273
0,3944528 0,397315 0,0568174 14,404099 151 0,6055472 0,602685 0,0568174 9,3828162
0,5668706 0,562113 0,0616428 10,87423 104 0,4331294 0,437887 0,0616428 14,23196
0,4625172 0,4587526 0,05601 12,109827 49 0,5374828 0,5412474 0,05601 10,420803
0,4869507 0,4932834 0,0557057 11,43971 30 0,5130493 0,5067166 0,0557057 10,857777
0,6096388 0,6146864 0,0744797 12,217017 47 0,3903612 0,3853136 0,0744797 19,079685
0,4264737 0,4223471 0,0632315 14,82659 57 0,5735263 0,5776529 0,0632315 11,025042
0,5348841 0,5402128 0,0439048 8,2082737 39 0,4651159 0,4597872 0,0439048 9,439531
0,3643434 0,3671256 0,0664083 18,226834 31 0,6356566 0,6328744 0,0664083 10,447194
0,4649528 0,4670744 0,0415341 8,9329622 24 0,5350472 0,5329256 0,0415341 7,7626915
0,3885892 0,3932588 0,0818195 21,05553 45 0,6114108 0,6067412 0,0818195 13,382084
0,6007645 0,6104666 0,0733476 12,209043 33 0,3992355 0,3895334 0,0733476 18,37201
0,4957467 0,5062565 0,0641896 12,94807 48 0,5042533 0,4937435 0,0641896 12,729642
0,4290239 0,4492477 0,0640188 14,92197 18 0,5709761 0,5507523 0,0640188 11,21217
0,5130141 0,5122964 0,0519881 10,133858 63 0,4869859 0,4877036 0,0519881 10,675487
0,4848399 0,4673866 0,0912628 18,823296 27 0,5151601 0,5326134 0,0912628 17,715432
0,5084613 0,5033148 0,0413401 8,1304272 6 0,4915387 0,4966852 0,0413401 8,4103409
0,4917383 0,4985482 0,0562486 11,438736 18 0,5082617 0,5014518 0,0562486 11,066865
0,4285059 0,4374761 0,0778757 18,17377 53 0,5714941 0,5625239 0,0778757 13,626682
0,4033625 0,4154539 0,0863099 21,397601 25 0,5966375 0,5845461 0,0863099 14,466055
0,6987167 0,6987167 0,0247129 3,5369035 2 0,3012833 0,3012833 0,0247129 8,2025564
0,6942872 0,713419 0,0875634 12,611987 3 0,3057128 0,286581 0,0875634 28,642379
0,576911 0,558548 0,0553832 9,5999537 5 0,423089 0,441452 0,0553832 13,0902

0,4900941 0,5011481 0,0426555 8,7035285 20 0,5099059 0,4988519 0,0426555 8,3653624
0,7299914 0,7299914 0,0159086 2,1792803 2 0,2700086 0,2700086 0,0159086 5,8918725
0,5221026 0,5379108 0,0877009 16,797628 19 0,4778974 0,4620892 0,0877009 18,3514
0,4413532 0,44924 0,059657 13,516839 21 0,5586468 0,55076 0,059657 10,67884
0,4659453 0,4484961 0,0566595 12,160118 4 0,5340547 0,5515039 0,0566595 10,609307
0,6487244 0,6475567 0,0768205 11,841777 29 0,3512756 0,3524433 0,0768205 21,869013
0,3544093 0,3291741 0,1060629 29,926661 13 0,6455907 0,6708259 0,1060629 16,428811
0,5645589 0,551961 0,0717117 12,70226 3 0,4354411 0,448039 0,0717117 16,468755
0,4176319 0,4198987 0,0785663 18,812333 17 0,5823681 0,5801013 0,0785663 13,490831
0,5499811 0,5282961 0,0829523 15,082752 10 0,4500189 0,4717039 0,0829523 18,433068
0,5046151 0,4972199 0,0463902 9,19318 12 0,4953849 0,5027801 0,0463902 9,3644707
0,513586 0,5265897 0,0684169 13,321421 43 0,486414 0,4734103 0,0684169 14,065578
0,548197 0,5579421 0,0740828 13,513911 27 0,451803 0,4420579 0,0740828 16,397155

0,4845175 0,4864402 0,0393711 8,125844 35 0,5154825 0,5135598 0,0393711 7,6377257
0,5378398 0,4975997 0,0778906 14,482125 7 0,4621602 0,5024003 0,0778906 16,853598
0,6950253 0,7222037 0,1244108 17,900176 23 0,3049747 0,2777963 0,1244108 40,7938
0,4666263 0,4814186 0,0787107 16,868035 24 0,5333737 0,5185814 0,0787107 14,757137
0,4231603 0,4121393 0,0696236 16,453234 40 0,5768397 0,5878607 0,0696236 12,069829
0,5628913 0,5806793 0,0896094 15,919484 25 0,4371087 0,4193207 0,0896094 20,500479
0,6630131 0,6630131 0,0029019 0,4376766 2 0,3369869 0,3369869 0,0029019 0,8611175
0,4929669 0,4944103 0,0552847 11,214677 21 0,5070331 0,5055897 0,0552847 10,90356
0,508325 0,5291935 0,1424949 28,032242 14 0,491675 0,4708065 0,1424949 28,981517
0,584179 0,5654919 0,0604628 10,35005 19 0,415821 0,4345081 0,0604628 14,540591

0,5504182 0,5584084 0,0613473 11,145572 19 0,4495818 0,4415916 0,0613473 13,645403
0,5653675 0,5753385 0,0860019 15,21169 44 0,4346325 0,4246615 0,0860019 19,787277



0,3747614 0,3354611 0,0752633 20,082998 6 0,6252386 0,6645389 0,0752633 12,037538
0,4049556 0,3699973 0,0921839 22,763949 9 0,5950444 0,6300027 0,0921839 15,491934
0,5205836 0,5199004 0,0574836 11,042141 21 0,4794164 0,4800996 0,0574836 11,990323
0,3736164 0,371908 0,0543051 14,535 8 0,6263836 0,628092 0,0543051 8,6696293
0,5809597 0,5643539 0,0656762 11,304769 34 0,4190403 0,4356461 0,0656762 15,672992
0,5480151 0,5483064 0,0307687 5,6145703 21 0,4519849 0,4516936 0,0307687 6,8074604
0,4708377 0,4775095 0,1000922 21,258318 24 0,5291623 0,5224905 0,1000922 18,915216
0,6058054 0,6088387 0,1417557 23,399544 12 0,3941946 0,3911613 0,1417557 35,960847
0,4331655 0,4458196 0,0578944 13,365426 23 0,5668345 0,5541804 0,0578944 10,213637
0,534935 0,5453074 0,0611599 11,433152 17 0,465065 0,4546926 0,0611599 13,150833

0,5520393 0,5437336 0,0576711 10,446911 9 0,4479607 0,4562664 0,0576711 12,874134
0,5609194 0,5693821 0,0578635 10,315823 14 0,4390806 0,4306179 0,0578635 13,178324
0,4834922 0,4976448 0,0761667 15,753458 16 0,5165078 0,5023552 0,0761667 14,746481
0,4849045 0,479543 0,0560048 11,54965 15 0,5150955 0,520457 0,0560048 10,872695
0,5834534 0,6073874 0,0896016 15,357109 22 0,4165466 0,3926126 0,0896016 21,510579
0,4642348 0,4672445 0,0523639 11,279615 16 0,5357652 0,5327555 0,0523639 9,7736638
0,4047224 0,4159489 0,0522463 12,909165 22 0,5952776 0,5840511 0,0522463 8,776792
0,4837399 0,5194562 0,0843056 17,427882 24 0,5162601 0,4805438 0,0843056 16,330069
0,5054718 0,5128248 0,0476779 9,4323514 17 0,4945282 0,4871752 0,0476779 9,6410835
0,5419923 0,5217967 0,0805135 14,855097 16 0,4580077 0,4782033 0,0805135 17,579069
0,4546785 0,4767928 0,0522869 11,499747 23 0,5453215 0,5232072 0,0522869 9,5882676
0,6038503 0,6465661 0,1023044 16,942009 23 0,3961497 0,3534339 0,1023044 25,824675
0,3962752 0,4043888 0,0889981 22,458647 26 0,6037248 0,5956112 0,0889981 14,741494
0,5110836 0,5136232 0,0588672 11,518125 17 0,4889164 0,4863768 0,0588672 12,040351
0,5075706 0,5111226 0,0949635 18,709416 40 0,4924294 0,4888774 0,0949635 19,284695
0,5397653 0,5594152 0,0700096 12,970374 8 0,4602347 0,4405848 0,0700096 15,211714
0,4830963 0,4831247 0,0579302 11,991444 16 0,5169037 0,5168753 0,0579302 11,20716
0,496622 0,5328921 0,1312231 26,423132 17 0,503378 0,4671079 0,1312231 26,068498

0,4730507 0,4547683 0,0684033 14,460041 11 0,5269493 0,5452317 0,0684033 12,981005
0,4995864 0,5099671 0,0619305 12,396345 5 0,5004136 0,4900329 0,0619305 12,375855
0,4597809 0,4808847 0,0770305 16,753748 16 0,5402191 0,5191153 0,0770305 14,259126
0,6151953 0,6200533 0,0382236 6,2132536 9 0,3848047 0,3799467 0,0382236 9,9332568
0,4720563 0,4789239 0,0619652 13,126664 15 0,5279437 0,5210761 0,0619652 11,737095
0,5907929 0,6100947 0,0629276 10,651376 12 0,4092071 0,3899053 0,0629276 15,377929
0,4270747 0,4006805 0,0689495 16,14461 9 0,5729253 0,5993195 0,0689495 12,03465
0,4635784 0,4764482 0,0598074 12,901236 16 0,5364216 0,5235518 0,0598074 11,149319
0,4986942 0,5018616 0,0453626 9,0962705 18 0,5013058 0,4981384 0,0453626 9,0488834
0,4521868 0,4480426 0,047581 10,522423 11 0,5478132 0,5519574 0,047581 8,6856255
0,4997244 0,4987762 0,0446985 8,9446227 20 0,5002756 0,5012238 0,0446985 8,9347682
0,4377295 0,44909 0,0368292 8,4136859 10 0,5622705 0,55091 0,0368292 6,5500834
0,481715 0,47269 0,0296482 6,1547249 10 0,518285 0,52731 0,0296482 5,7204508

0,5035522 0,525669 0,0582755 11,572884 13 0,4964478 0,474331 0,0582755 11,738498
0,5149732 0,5204407 0,0631022 12,253493 16 0,4850268 0,4795593 0,0631022 13,010045
0,4261178 0,4414928 0,0557346 13,079615 10 0,5738822 0,5585072 0,0557346 9,7118469
0,4723875 0,4556406 0,0469098 9,9303701 10 0,5276125 0,5443594 0,0469098 8,8909604
0,3023277 0,2935706 0,0570424 18,867745 24 0,6976723 0,7064294 0,0570424 8,176105
0,3763365 0,3830219 0,0545265 14,488755 15 0,6236635 0,6169781 0,0545265 8,7429309
0,5667809 0,5704998 0,0417953 7,3741618 11 0,4332191 0,4295002 0,0417953 9,6476206
0,4785239 0,4874963 0,0482756 10,088439 10 0,5214761 0,5125037 0,0482756 9,2574878
0,5162098 0,5002965 0,0417181 8,081618 13 0,4837902 0,4997035 0,0417181 8,6231802
0,477144 0,505754 0,0783133 16,412932 12 0,522856 0,494246 0,0783133 14,977987

0,4754151 0,4825677 0,1075423 22,620708 9 0,5245849 0,5174323 0,1075423 20,500453



0,5678701 0,5737494 0,0439473 7,7389757 14 0,4321299 0,4262506 0,0439473 10,169933
0,4939281 0,498647 0,0456813 9,248569 23 0,5060719 0,501353 0,0456813 9,0266401
0,4855475 0,4866641 0,0348226 7,1718264 18 0,5144525 0,5133359 0,0348226 6,7688695
0,6465945 0,6059458 0,1390269 21,501408 9 0,3534055 0,3940542 0,1390269 39,339212
0,5505323 0,5444091 0,0708092 12,861949 23 0,4494677 0,4555909 0,0708092 15,754007
0,5578361 0,5407015 0,0388023 6,9558685 8 0,4421639 0,4592985 0,0388023 8,7755587
0,4967875 0,5122721 0,0726337 14,62068 15 0,5032125 0,4877279 0,0726337 14,434001
0,4380129 0,4231398 0,072097 16,460027 10 0,5619871 0,5768602 0,072097 12,828949
0,6071864 0,5976538 0,04962 8,1721118 10 0,3928136 0,4023462 0,04962 12,631932
0,4846969 0,482758 0,0269517 5,560517 9 0,5153031 0,517242 0,0269517 5,2302515
0,4491072 0,4373942 0,0716645 15,957092 12 0,5508928 0,5626058 0,0716645 13,008785
0,4096732 0,4330576 0,0597568 14,58645 8 0,5903268 0,5669424 0,0597568 10,122662
0,4727596 0,4639228 0,0399645 8,4534519 14 0,5272404 0,5360772 0,0399645 7,5799395
0,6202785 0,6307402 0,1015648 16,374058 12 0,3797215 0,3692598 0,1015648 26,747175
0,450651 0,4472548 0,0431131 9,5668406 8 0,549349 0,5527452 0,0431131 7,8480283

0,4749707 0,4851627 0,0320537 6,7485545 5 0,5250293 0,5148373 0,0320537 6,1051186
0,5161085 0,5190199 0,0450883 8,7361984 11 0,4838915 0,4809801 0,0450883 9,3178472
0,491028 0,485523 0,0580688 11,825965 14 0,508972 0,514477 0,0580688 11,409037

0,3116489 0,314944 0,0679684 21,809299 10 0,6883511 0,685056 0,0679684 9,8740966
0,5375575 0,5305447 0,05651 10,51237 15 0,4624425 0,4694553 0,05651 12,219904
0,4171349 0,3958806 0,0686808 16,464879 5 0,5828651 0,6041194 0,0686808 11,783305
0,3903976 0,4067897 0,0299442 7,6701738 3 0,6096024 0,5932103 0,0299442 4,9120836
0,4539603 0,4554823 0,0478926 10,54995 8 0,5460397 0,5445177 0,0478926 8,7708984
0,619957 0,6170886 0,0669913 10,805801 14 0,380043 0,3829114 0,0669913 17,627301

0,3372844 0,3292232 0,031531 9,3484837 7 0,6627156 0,6707768 0,031531 4,7578448
0,5145025 0,5185825 0,0361015 7,0167699 4 0,4854975 0,4814175 0,0361015 7,4359716
0,5048068 0,5107483 0,0445061 8,8164548 9 0,4951932 0,4892517 0,0445061 8,9876161
0,6513823 0,6720197 0,0564682 8,6689836 7 0,3486177 0,3279803 0,0564682 16,197749
0,4610797 0,5064261 0,0843895 18,302577 7 0,5389203 0,4935739 0,0843895 15,658991
0,5905429 0,641794 0,134114 22,710283 13 0,4094571 0,358206 0,134114 32,754098
0,4281354 0,4530969 0,1243824 29,052113 11 0,5718646 0,5469031 0,1243824 21,750316
0,4980066 0,5009518 0,1178504 23,664421 9 0,5019934 0,4990482 0,1178504 23,476482
0,4984533 0,5058564 0,0259516 5,2064347 9 0,5015467 0,4941436 0,0259516 5,1743233
0,543034 0,5624078 0,0651111 11,990236 9 0,456966 0,4375922 0,0651111 14,248559

0,6182771 0,6460757 0,0807315 13,057488 13 0,3817229 0,3539243 0,0807315 21,14923
0,5675358 0,5680527 0,0424403 7,4779972 14 0,4324642 0,4319473 0,0424403 9,813602
0,4832362 0,5171229 0,0864085 17,881218 12 0,5167638 0,4828771 0,0864085 16,721085
0,3627767 0,3044997 0,1805915 49,780346 30 0,6372233 0,6955003 0,1805915 28,340378
0,5749325 0,575455 0,0909209 15,814192 11 0,4250675 0,424545 0,0909209 21,389764
0,3899305 0,40963 0,0832752 21,356411 8 0,6100695 0,59037 0,0832752 13,650112
0,4964584 0,4814057 0,0584729 11,778007 9 0,5035416 0,5185943 0,0584729 11,612327
0,4578953 0,4628445 0,0485221 10,59677 14 0,5421047 0,5371555 0,0485221 8,9506902
0,5351877 0,5367879 0,0465811 8,7036875 18 0,4648123 0,4632121 0,0465811 10,021479
0,5223875 0,5280221 0,0423358 8,1042914 8 0,4776125 0,4719779 0,0423358 8,86405
0,5797444 0,5979985 0,0454106 7,8328721 11 0,4202556 0,4020015 0,0454106 10,80548
0,5353887 0,5379287 0,0854905 15,967926 7 0,4646113 0,4620713 0,0854905 18,400426
0,4856324 0,4834452 0,050786 10,457698 5 0,5143676 0,5165548 0,050786 9,8734791
0,4585239 0,4522465 0,0346396 7,5545791 6 0,5414761 0,5477535 0,0346396 6,3972452
0,4432414 0,4306289 0,0618608 13,956453 13 0,5567586 0,5693711 0,0618608 11,11088
0,4402099 0,4402099 0,0061301 1,392543 2 0,5597901 0,5597901 0,0061301 1,0950732
0,4668159 0,4894315 0,107107 22,944166 7 0,5331841 0,5105685 0,107107 20,088186
0,4216219 0,4240044 0,0486226 11,532281 17 0,5783781 0,5759956 0,0486226 8,4067183



0,4863743 0,4999559 0,0804995 16,550932 11 0,5136257 0,5000441 0,0804995 15,672794
0,4632285 0,4723588 0,0462317 9,9803264 11 0,5367715 0,5276412 0,0462317 8,6129238
0,6822822 0,684913 0,0765191 11,215174 10 0,3177178 0,315087 0,0765191 24,08399
0,5358909 0,5314045 0,0552046 10,301468 11 0,4641091 0,4685955 0,0552046 11,894752
0,6005393 0,602369 0,0540507 9,0003683 9 0,3994607 0,397631 0,0540507 13,530928
0,5188307 0,5088813 0,0434186 8,368543 9 0,4811693 0,4911187 0,0434186 9,0235528
0,522634 0,5163539 0,0509701 9,7525496 9 0,477366 0,4836461 0,0509701 10,677372

0,4930096 0,4968126 0,0433164 8,7861248 7 0,5069904 0,5031874 0,0433164 8,5438369
0,5386569 0,5439584 0,0694435 12,891977 8 0,4613431 0,4560416 0,0694435 15,052467
0,5297753 0,5268517 0,0421093 7,9485127 17 0,4702247 0,4731483 0,0421093 8,9551356
0,5259528 0,5289616 0,0467242 8,8837259 5 0,4740472 0,4710384 0,0467242 9,8564454
0,6495181 0,6621656 0,0628271 9,6728822 7 0,3504819 0,3378344 0,0628271 17,925926
0,5523641 0,5474969 0,0441661 7,9958303 9 0,4476359 0,4525031 0,0441661 9,8665227
0,4927668 0,4985179 0,0495857 10,06272 8 0,5072332 0,5014821 0,0495857 9,7757272
0,5192201 0,484481 0,0888403 17,110336 10 0,4807799 0,515519 0,0888403 18,47837
0,4557528 0,4644556 0,0174342 3,8253605 5 0,5442472 0,5355444 0,0174342 3,203358
0,4790239 0,4758983 0,0901355 18,8165 5 0,5209761 0,5241017 0,0901355 17,301278
0,5554424 0,5464247 0,0547808 9,8625565 7 0,4445576 0,4535753 0,0547808 12,322546
0,5541628 0,5678025 0,07592 13,69995 9 0,4458372 0,4321975 0,07592 17,028643
0,5196105 0,5294842 0,0442884 8,5233896 12 0,4803895 0,4705158 0,0442884 9,2192764
0,3947113 0,4142987 0,0753175 19,081667 9 0,6052887 0,5857013 0,0753175 12,443233
0,4921211 0,5021288 0,0454279 9,2310354 9 0,5078789 0,4978712 0,0454279 8,9446281
0,5215664 0,5267598 0,0286514 5,4933298 9 0,4784336 0,4732402 0,0286514 5,9885763
0,4347947 0,4324555 0,0356186 8,1920437 8 0,5652053 0,5675445 0,0356186 6,3018809
0,4993592 0,5079882 0,0205136 4,1079933 6 0,5006408 0,4920118 0,0205136 4,0974765
0,5776196 0,5929183 0,0622694 10,780345 14 0,4223804 0,4070817 0,0622694 14,742492
0,4635424 0,4669644 0,0559573 12,07168 10 0,5364576 0,5330356 0,0559573 10,430898
0,4657904 0,4656222 0,0509305 10,934201 11 0,5342096 0,5343778 0,0509305 9,5337983
0,5649233 0,5716857 0,0591988 10,479081 12 0,4350767 0,4283143 0,0591988 13,606513
0,5717703 0,5665139 0,038318 6,7016459 8 0,4282297 0,4334861 0,038318 8,9480056
0,5478531 0,5584084 0,0610522 11,143906 5 0,4521469 0,4415916 0,0610522 13,502744
0,4995475 0,5032523 0,0676179 13,535838 5 0,5004525 0,4967477 0,0676179 13,511359

0,50895 0,4954876 0,0509717 10,015064 15 0,49105 0,5045124 0,0509717 10,380139
0,5100198 0,5015738 0,0322579 6,3248363 7 0,4899802 0,4984262 0,0322579 6,5835143
0,675486 0,691106 0,1061655 15,716904 9 0,324514 0,308894 0,1061655 32,715227

0,5502558 0,5482154 0,0697973 12,684526 6 0,4497442 0,4517846 0,0697973 15,519341
0,4563142 0,4412557 0,087053 19,077429 9 0,5436858 0,5587443 0,087053 16,011639
0,6044344 0,6115513 0,0506944 8,3870766 8 0,3955656 0,3884487 0,0506944 12,815669
0,5210374 0,5238207 0,0819404 15,726395 5 0,4789626 0,4761793 0,0819404 17,107893
0,5325526 0,5161228 0,0965285 18,12563 7 0,4674474 0,4838772 0,0965285 20,650132
0,4607468 0,5075126 0,0890099 19,318623 7 0,5392532 0,4924874 0,0890099 16,506151
0,581747 0,5950814 0,0708056 12,171196 9 0,418253 0,4049186 0,0708056 16,928886

0,4417555 0,4352583 0,0215501 4,8782917 6 0,5582445 0,5647417 0,0215501 3,8603377
0,6384592 0,6040233 0,1090467 17,079661 13 0,3615408 0,3959767 0,1090467 30,161649
0,5137283 0,5128633 0,0560231 10,905208 7 0,4862717 0,4871367 0,0560231 11,520952
0,5539657 0,5779868 0,0661175 11,935305 8 0,4460343 0,4220132 0,0661175 14,823412
0,6028667 0,5782763 0,0648715 10,76051 8 0,3971333 0,4217237 0,0648715 16,334954
0,3763578 0,3810036 0,0437632 11,628074 7 0,6236422 0,6189964 0,0437632 7,0173517
0,6336418 0,6363473 0,028823 4,5487841 12 0,3663582 0,3636527 0,028823 7,8674375
0,4358934 0,4434898 0,0328762 7,5422595 5 0,5641066 0,5565102 0,0328762 5,8280141
0,5151675 0,520253 0,0835003 16,208389 9 0,4848325 0,479747 0,0835003 17,222512
0,4475328 0,467759 0,054111 12,090947 10 0,5524672 0,532241 0,054111 9,7944199



0,4429895 0,4579923 0,0571966 12,911509 6 0,5570105 0,5420077 0,0571966 10,268501
0,5262981 0,5093227 0,0446086 8,4759153 7 0,4737019 0,4906773 0,0446086 9,417014
0,4909442 0,5025553 0,0809111 16,480721 6 0,5090558 0,4974447 0,0809111 15,894356
0,5885167 0,5885167 0,0482945 8,2061335 2 0,4114833 0,4114833 0,0482945 11,736678
0,5239881 0,5487786 0,0552557 10,545213 10 0,4760119 0,4512214 0,0552557 11,60804
0,6562942 0,6580858 0,0666549 10,156245 10 0,3437058 0,3419142 0,0666549 19,392996
0,5590722 0,5804652 0,0428482 7,6641701 9 0,4409278 0,4195348 0,0428482 9,7177467
0,5045638 0,5004285 0,0400755 7,942604 5 0,4954362 0,4995715 0,0400755 8,088935
0,5105851 0,5100455 0,0355668 6,9658967 6 0,4894149 0,4899545 0,0355668 7,2672145
0,4968669 0,4964069 0,0390613 7,8615269 6 0,5031331 0,5035931 0,0390613 7,7636179
0,4803579 0,480685 0,0298705 6,2183845 13 0,5196421 0,519315 0,0298705 5,7482832
0,5622997 0,593121 0,0775811 13,797103 10 0,4377003 0,406879 0,0775811 17,724702
0,5945067 0,6029094 0,0301112 5,0649022 6 0,4054933 0,3970906 0,0301112 7,425815
0,5615403 0,5615403 0,002209 0,3933867 2 0,4384597 0,4384597 0,002209 0,5038149
0,5284539 0,537343 0,0235098 4,4487974 4 0,4715461 0,462657 0,0235098 4,9856938
0,5665107 0,5921288 0,0434374 7,667539 10 0,4334893 0,4078712 0,0434374 10,020413
0,5799087 0,6147785 0,0858576 14,805365 7 0,4200913 0,3852215 0,0858576 20,437846
0,4923452 0,4905513 0,0845025 17,163263 9 0,5076548 0,5094487 0,0845025 16,645659
0,5531135 0,5353574 0,0994115 17,973079 4 0,4468865 0,4646426 0,0994115 22,245366
0,4740235 0,4828248 0,0535287 11,29242 8 0,5259765 0,5171752 0,0535287 10,17702
0,4620983 0,4662325 0,0446178 9,6554785 4 0,5379017 0,5337675 0,0446178 8,2947884
0,4078704 0,3764036 0,0720414 17,662817 5 0,5921296 0,6235964 0,0720414 12,166495
0,3382943 0,3345627 0,0620729 18,348801 4 0,6617057 0,6654373 0,0620729 9,3807483
0,4415223 0,4383697 0,0257255 5,8265406 6 0,5584777 0,5616303 0,0257255 4,6063561
0,5007233 0,507911 0,0388096 7,7507153 10 0,4992767 0,492089 0,0388096 7,7731723
0,5072586 0,5064898 0,0286869 5,6552858 9 0,4927414 0,4935102 0,0286869 5,8219029
0,4493505 0,446122 0,040255 8,9584939 6 0,5506495 0,553878 0,040255 7,3104641
0,4870753 0,4823553 0,0583586 11,98143 8 0,5129247 0,5176447 0,0583586 11,377613
0,5688295 0,6066041 0,1004736 17,663218 6 0,4311705 0,3933959 0,1004736 23,302518
0,4308541 0,4263337 0,0391215 9,0799818 6 0,5691459 0,5736663 0,0391215 6,873717
0,5631295 0,5492282 0,0645452 11,461877 6 0,4368705 0,4507718 0,0645452 14,774451
0,6057305 0,6001132 0,0413017 6,8184919 5 0,3942695 0,3998868 0,0413017 10,475495
0,4292952 0,4196465 0,0241628 5,6284863 6 0,5707048 0,5803535 0,0241628 4,2338569
0,4963834 0,4761968 0,0963069 19,401716 17 0,5036166 0,5238032 0,0963069 19,123061
0,5018196 0,5026344 0,0628996 12,534295 4 0,4981804 0,4973656 0,0628996 12,625859
0,5883651 0,5887554 0,0537888 9,1420709 9 0,4116349 0,4112446 0,0537888 13,067102
0,2905594 0,2905594 0,0412384 14,192763 2 0,7094406 0,7094406 0,0412384 5,8128059
0,4934303 0,5274069 0,0846895 17,163414 7 0,5065697 0,4725931 0,0846895 16,718227
0,5083167 0,5207847 0,0410658 8,0787845 5 0,4916833 0,4792153 0,0410658 8,3520855
0,5455273 0,5582176 0,0520606 9,5431719 7 0,4544727 0,4417824 0,0520606 11,455165
0,4756919 0,4735343 0,0305605 6,4244252 12 0,5243081 0,5264657 0,0305605 5,8287244
0,4985973 0,5026694 0,0350088 7,0214617 10 0,5014027 0,4973306 0,0350088 6,9821772
0,4884903 0,5145079 0,055296 11,319778 4 0,5115097 0,4854921 0,055296 10,810358
0,3417026 0,3370948 0,0548511 16,052277 8 0,6582974 0,6629052 0,0548511 8,3322607
0,4489104 0,4636127 0,0790593 17,611381 13 0,5510896 0,5363873 0,0790593 14,346001
0,4581834 0,4486187 0,0228461 4,9862399 5 0,5418166 0,5513813 0,0228461 4,2165782
0,6037771 0,6154446 0,0666445 11,037928 8 0,3962229 0,3845554 0,0666445 16,819944
0,5112086 0,5081297 0,0412438 8,0679019 5 0,4887914 0,4918703 0,0412438 8,4379159
0,6622502 0,6819145 0,0526374 7,9482669 4 0,3377498 0,3180855 0,0526374 15,584738
0,4749823 0,4749823 0,0143921 3,0300233 2 0,5250177 0,5250177 0,0143921 2,7412555
0,4919612 0,5128349 0,054553 11,088886 5 0,5080388 0,4871651 0,054553 10,737962
0,428446 0,4300239 0,0276605 6,456014 4 0,571554 0,5699761 0,0276605 4,8395308



0,4611529 0,4882527 0,0941481 20,415803 7 0,5388471 0,5117473 0,0941481 17,472129
0,5965971 0,6078241 0,0624925 10,47483 4 0,4034029 0,3921759 0,0624925 15,491346
0,4338099 0,4504407 0,054093 12,46929 7 0,5661901 0,5495593 0,054093 9,5538589
0,6321962 0,6284391 0,0449706 7,1133969 9 0,3678038 0,3715609 0,0449706 12,226797
0,4218447 0,423855 0,0453034 10,739353 4 0,5781553 0,576145 0,0453034 7,8358535
0,4859568 0,4927454 0,0454211 9,3467366 6 0,5140432 0,5072546 0,0454211 8,8360468
0,5280641 0,5279047 0,0655714 12,417325 4 0,4719359 0,4720953 0,0655714 13,89414
0,417129 0,4369588 0,0771134 18,486701 7 0,582871 0,5630412 0,0771134 13,229926

0,5542088 0,5385856 0,0348851 6,2945758 6 0,4457912 0,4614144 0,0348851 7,8254343
0,4822793 0,5002945 0,0524267 10,870617 5 0,5177207 0,4997055 0,0524267 10,126451
0,4074832 0,3962849 0,0896223 21,994116 5 0,5925168 0,6037151 0,0896223 15,125704
0,5013371 0,5343318 0,0645449 12,874552 5 0,4986629 0,4656682 0,0645449 12,943593
0,5719485 0,5799954 0,0495754 8,6678151 14 0,4280515 0,4200046 0,0495754 11,581653
0,4658433 0,4597999 0,033682 7,2303275 6 0,5341567 0,5402001 0,033682 6,3056385
0,489051 0,4893352 0,0291892 5,9685456 7 0,510949 0,5106648 0,0291892 5,7127479

0,5294003 0,5572947 0,0483452 9,1320658 3 0,4705997 0,4427053 0,0483452 10,2731
0,5056406 0,5070511 0,0955435 18,895532 4 0,4943594 0,4929489 0,0955435 19,326725
0,4515221 0,4729523 0,0592132 13,114134 5 0,5484779 0,5270477 0,0592132 10,795916
0,476927 0,4942781 0,0420382 8,8143906 4 0,523073 0,5057219 0,0420382 8,0367757

0,4285312 0,4291357 0,051398 11,994 6 0,5714688 0,5708643 0,051398 8,9940221
0,5869795 0,5757718 0,0476253 8,1136304 4 0,4130205 0,4242282 0,0476253 11,53099
0,5179179 0,52682 0,0309439 5,9746726 5 0,4820821 0,47318 0,0309439 6,4188027
0,5039354 0,5092567 0,0748508 14,853254 9 0,4960646 0,4907433 0,0748508 15,088923
0,5429056 0,5593467 0,0478636 8,8161901 6 0,4570944 0,4406533 0,0478636 10,471268
0,5815175 0,6016445 0,0613225 10,545247 5 0,4184825 0,3983555 0,0613225 14,65353
0,5990213 0,6057186 0,0769001 12,837624 5 0,4009787 0,3942814 0,0769001 19,178105
0,5170125 0,5045653 0,0307809 5,9536034 5 0,4829875 0,4954347 0,0307809 6,373017
0,5508381 0,5304966 0,0398813 7,2401113 9 0,4491619 0,4695034 0,0398813 8,8790468
0,4720157 0,4727656 0,0506491 10,730375 4 0,5279843 0,5272344 0,0506491 9,5929096
0,5007261 0,5049335 0,0455204 9,0908804 6 0,4992739 0,4950665 0,0455204 9,1173235
0,4988405 0,4932988 0,0544739 10,920099 4 0,5011595 0,5067012 0,0544739 10,86957
0,5999965 0,5865579 0,058389 9,7315545 4 0,4000035 0,4134421 0,058389 14,597117
0,4021108 0,3983852 0,0376399 9,3605697 5 0,5978892 0,6016148 0,0376399 6,2954575
0,5065056 0,5042664 0,021215 4,1885034 6 0,4934944 0,4957336 0,021215 4,2989352
0,520391 0,5059475 0,06106 11,733485 6 0,479609 0,4940525 0,06106 12,731206

0,4675294 0,4675294 0,0722405 15,451537 2 0,5324706 0,5324706 0,0722405 13,567036
0,5253938 0,5298592 0,0451836 8,5999422 8 0,4746062 0,4701408 0,0451836 9,520223
0,5361351 0,5226847 0,044435 8,2880186 5 0,4638649 0,4773153 0,044435 9,5792917
0,5245499 0,5156868 0,0312993 5,96689 8 0,4754501 0,4843132 0,0312993 6,5830913
0,2034101 0,2009642 0,0440276 21,644755 5 0,7965899 0,7990358 0,0440276 5,5270123
0,444203 0,4803669 0,0752764 16,946399 5 0,555797 0,5196331 0,0752764 13,543868

0,5401256 0,5704482 0,0564107 10,443993 7 0,4598744 0,4295518 0,0564107 12,266543
0,5243272 0,5141469 0,0722818 13,785624 12 0,4756728 0,4858531 0,0722818 15,195692
0,4665164 0,4665164 0,0038977 0,8354945 2 0,5334836 0,5334836 0,0038977 0,7306164
0,6369603 0,6276484 0,0561288 8,8119759 4 0,3630397 0,3723516 0,0561288 15,460786
0,5314215 0,5263847 0,0357159 6,7208331 5 0,4685785 0,4736153 0,0357159 7,6221904
0,5015931 0,498049 0,0544427 10,853948 6 0,4984069 0,501951 0,0544427 10,923336
0,4653196 0,4586872 0,0369663 7,9442756 4 0,5346804 0,5413128 0,0369663 6,9137145
0,4968584 0,5114618 0,0611278 12,30287 9 0,5031416 0,4885382 0,0611278 12,149233
0,4935901 0,490526 0,0558632 11,317724 10 0,5064099 0,509474 0,0558632 11,031217
0,4464169 0,4468347 0,0421901 9,4508299 4 0,5535831 0,5531653 0,0421901 7,6212761
0,5060474 0,4880364 0,1272703 25,149873 6 0,4939526 0,5119636 0,1272703 25,76569



0,5372154 0,5516113 0,0387397 7,2112053 4 0,4627846 0,4483887 0,0387397 8,3710026
0,446319 0,4401431 0,0564126 12,639515 3 0,553681 0,5598569 0,0564126 10,18864

0,5596524 0,5616755 0,0281899 5,0370415 5 0,4403476 0,4383245 0,0281899 6,4017437
0,6465194 0,632071 0,0819982 12,683028 7 0,3534806 0,367929 0,0819982 23,19738
0,467711 0,4794513 0,031068 6,6425694 4 0,532289 0,5205487 0,031068 5,8366834

0,4821937 0,5121243 0,0669105 13,87628 7 0,5178063 0,4878757 0,0669105 12,921924
0,4679647 0,4448793 0,0694888 14,849153 5 0,5320353 0,5551207 0,0694888 13,060935
0,540948 0,5654251 0,0556817 10,293361 6 0,459052 0,4345749 0,0556817 12,129722
0,486019 0,4759253 0,0990151 20,372685 3 0,513981 0,5240747 0,0990151 19,264355

0,4638937 0,4600388 0,1042931 22,482102 4 0,5361063 0,5399612 0,1042931 19,453801
0,5696773 0,5896762 0,0585013 10,269194 6 0,4303227 0,4103238 0,0585013 13,594742
0,5921666 0,635672 0,0958133 16,180122 5 0,4078334 0,364328 0,0958133 23,493236
0,4692835 0,5063955 0,1393287 29,689655 6 0,5307165 0,4936045 0,1393287 26,252939
0,5330123 0,5257538 0,0829439 15,561344 3 0,4669877 0,4742462 0,0829439 17,761467
0,5108247 0,5070141 0,0536798 10,508453 5 0,4891753 0,4929859 0,0536798 10,973525
0,6264538 0,6843683 0,0963924 15,386988 5 0,3735462 0,3156317 0,0963924 25,804674
0,4421662 0,4543328 0,037289 8,4332541 4 0,5578338 0,5456672 0,037289 6,6846083
0,4228836 0,4189395 0,0642625 15,196268 6 0,5771164 0,5810605 0,0642625 11,135105
0,4553017 0,4624295 0,0480634 10,556387 4 0,5446983 0,5375705 0,0480634 8,8238598
0,6203006 0,6662331 0,1130708 18,228381 4 0,3796994 0,3337669 0,1130708 29,779016
0,4813156 0,4409749 0,1068607 22,201786 4 0,5186844 0,5590251 0,1068607 20,602248
0,5119856 0,5297161 0,0953584 18,625207 3 0,4880144 0,4702839 0,0953584 19,540077
0,5371105 0,5395021 0,0332929 6,198526 4 0,4628895 0,4604979 0,0332929 7,1924152
0,5235233 0,4974829 0,0497685 9,5064621 7 0,4764767 0,5025171 0,0497685 10,445117
0,5396058 0,5347127 0,0637622 11,816448 5 0,4603942 0,4652873 0,0637622 13,849487
0,4664683 0,4474367 0,1189589 25,502025 4 0,5335317 0,5525633 0,1189589 22,296495
0,4340326 0,4467824 0,0438079 10,093234 4 0,5659674 0,5532176 0,0438079 7,7403625
0,4950726 0,5366381 0,093195 18,824518 8 0,5049274 0,4633619 0,093195 18,457115
0,5219224 0,5286687 0,0189889 3,6382534 4 0,4780776 0,4713313 0,0189889 3,9719201
0,464481 0,4771654 0,0598324 12,881558 3 0,535519 0,5228346 0,0598324 11,172786

0,4681251 0,4887223 0,0380884 8,1363731 3 0,5318749 0,5112777 0,0380884 7,1611598
0,5104911 0,518263 0,0432208 8,4665223 4 0,4895089 0,481737 0,0432208 8,8294284
0,566908 0,5721427 0,0339717 5,9924524 6 0,433092 0,4278573 0,0339717 7,8439891

0,4834672 0,4845859 0,0821812 16,998308 4 0,5165328 0,5154141 0,0821812 15,91017
0,4686345 0,4597069 0,0425035 9,0696413 6 0,5313655 0,5402931 0,0425035 7,9989134
0,593985 0,6090294 0,0442559 7,4506798 8 0,406015 0,3909706 0,0442559 10,90007

0,7129594 0,7003613 0,043808 6,1445243 4 0,2870406 0,2996387 0,043808 15,26194
0,3971743 0,377319 0,0535018 13,470603 5 0,6028257 0,622681 0,0535018 8,8751661
0,4866284 0,5009305 0,0399674 8,2131262 3 0,5133716 0,4990695 0,0399674 7,7852772
0,570325 0,5704394 0,0342301 6,0018624 7 0,429675 0,4295606 0,0342301 7,9665134

0,4051697 0,4088576 0,0209658 5,1745707 4 0,5948303 0,5911424 0,0209658 3,5246685
0,5294866 0,5346946 0,0256713 4,8483473 6 0,4705134 0,4653054 0,0256713 5,4560292
0,5829318 0,5819534 0,0314207 5,3901103 4 0,4170682 0,4180466 0,0314207 7,5337
0,5635703 0,5709094 0,0379648 6,7364774 6 0,4364297 0,4290906 0,0379648 8,6989474
0,5227975 0,5280009 0,0857632 16,404679 3 0,4772025 0,4719991 0,0857632 17,972086
0,4916968 0,4906517 0,034097 6,9345556 7 0,5083032 0,5093483 0,034097 6,708002
0,648506 0,6519431 0,0244115 3,764262 4 0,351494 0,3480569 0,0244115 6,9450582

0,6082751 0,5971532 0,0659742 10,846113 4 0,3917249 0,4028468 0,0659742 16,841976
0,5300171 0,5320887 0,0485414 9,158454 6 0,4699829 0,4679113 0,0485414 10,328325
0,4653723 0,4653723 0,054501 11,711277 2 0,5346277 0,5346277 0,054501 10,194206
0,5980088 0,6037646 0,0443978 7,4242802 6 0,4019912 0,3962354 0,0443978 11,044481
0,4658055 0,4549267 0,0798635 17,145237 3 0,5341945 0,5450733 0,0798635 14,950259



0,6219805 0,6271244 0,0282452 4,5411687 10 0,3780195 0,3728756 0,0282452 7,4718849
0,4799496 0,4765193 0,0179165 3,7329942 3 0,5200504 0,5234807 0,0179165 3,4451448
0,4440447 0,4435015 0,0457805 10,309893 7 0,5559553 0,5564985 0,0457805 8,2345712
0,5493078 0,5445919 0,0457668 8,3317168 3 0,4506922 0,4554081 0,0457668 10,154771
0,4664777 0,444561 0,0904096 19,381331 3 0,5335223 0,555439 0,0904096 16,945795
0,5886036 0,5872329 0,0570934 9,699811 3 0,4113964 0,4127671 0,0570934 13,877961
0,5321901 0,572718 0,0716385 13,461068 3 0,4678099 0,427282 0,0716385 15,313583
0,5041353 0,5181954 0,0506372 10,044376 11 0,4958647 0,4818046 0,0506372 10,211908
0,5087612 0,5013479 0,0633199 12,445902 5 0,4912388 0,4986521 0,0633199 12,889846
0,5015582 0,4923404 0,025454 5,0749853 5 0,4984418 0,5076596 0,025454 5,1067164
0,3856866 0,3616592 0,0669964 17,370679 3 0,6143134 0,6383408 0,0669964 10,905895
0,4638097 0,4804307 0,0363226 7,8313551 3 0,5361903 0,5195693 0,0363226 6,7741971
0,503057 0,5165293 0,0277166 5,5096335 4 0,496943 0,4834707 0,0277166 5,5774188

0,6524062 0,6545176 0,0299573 4,5918248 6 0,3475938 0,3454824 0,0299573 8,618493
0,4650021 0,4861234 0,072562 15,604653 7 0,5349979 0,5138766 0,072562 13,563037
0,4459361 0,4324925 0,0875173 19,625516 3 0,5540639 0,5675075 0,0875173 15,795517
0,4332397 0,4210013 0,042992 9,9233811 3 0,5667603 0,5789987 0,042992 7,5855761
0,4495432 0,4435602 0,0447365 9,9515473 3 0,5504568 0,5564398 0,0447365 8,1271592
0,5860506 0,5566834 0,1052319 17,956113 3 0,4139494 0,4433166 0,1052319 25,42144
0,5011004 0,5336378 0,0973892 19,435061 3 0,4988996 0,4663622 0,0973892 19,520795
0,5851641 0,6028554 0,0672682 11,495618 5 0,4148359 0,3971446 0,0672682 16,215621
0,3809188 0,3696826 0,0240725 6,3195891 3 0,6190812 0,6303174 0,0240725 3,8884243
0,4277669 0,4273317 0,0244849 5,7238948 4 0,5722331 0,5726683 0,0244849 4,2788379
0,6479118 0,6699573 0,0559766 8,6395394 4 0,3520882 0,3300427 0,0559766 15,898461
0,5614648 0,516376 0,0826061 14,712607 3 0,4385352 0,483624 0,0826061 18,836829
0,4932866 0,5110207 0,0643409 13,043304 3 0,5067134 0,4889793 0,0643409 12,697686
0,5472991 0,5592499 0,0360848 6,5932533 6 0,4527009 0,4407501 0,0360848 7,9710063

0,45119 0,4678938 0,0370377 8,2088869 3 0,54881 0,5321062 0,0370377 6,7487245
0,5297085 0,5330559 0,0267005 5,0406073 5 0,4702915 0,4669441 0,0267005 5,677442
0,4301829 0,4412589 0,0396848 9,2251034 5 0,5698171 0,5587411 0,0396848 6,9644825
0,3922858 0,4030964 0,0245929 6,2691191 3 0,6077142 0,5969036 0,0245929 4,0467814
0,5022834 0,4894583 0,0658393 13,107997 4 0,4977166 0,5105417 0,0658393 13,228271
0,3249986 0,3285372 0,0162796 5,0091202 3 0,6750014 0,6714628 0,0162796 2,4117834
0,5378505 0,5162131 0,0703757 13,084628 3 0,4621495 0,4837869 0,0703757 15,227917
0,4639357 0,4623872 0,0357078 7,6967065 5 0,5360643 0,5376128 0,0357078 6,6610979
0,4239197 0,4314686 0,0521789 12,308683 3 0,5760803 0,5685314 0,0521789 9,0575808
0,5300904 0,5500585 0,0363666 6,8604551 3 0,4699096 0,4499415 0,0363666 7,7390645
0,525494 0,5219531 0,0294157 5,5977315 3 0,474506 0,4780469 0,0294157 6,1992359

0,5299973 0,5272734 0,0217269 4,0994279 4 0,4700027 0,4727266 0,0217269 4,6227092
0,507177 0,5081848 0,0765812 15,099506 4 0,492823 0,4918152 0,0765812 15,539296

0,5203437 0,5265744 0,0270146 5,1916765 3 0,4796563 0,4734256 0,0270146 5,6320664
0,6952354 0,6952354 0,0069273 0,9963918 2 0,3047646 0,3047646 0,0069273 2,2729904
0,4186467 0,4186467 0,0535416 12,789219 2 0,5813533 0,5813533 0,0535416 9,2098305
0,4625486 0,4808623 0,0369958 7,998247 3 0,5374514 0,5191377 0,0369958 6,8835568
0,535397 0,5384392 0,0388058 7,2480331 4 0,464603 0,4615608 0,0388058 8,3524543

0,5692907 0,5533359 0,0313003 5,4981149 3 0,4307093 0,4466641 0,0313003 7,2671408
0,5471376 0,5506159 0,0087457 1,5984467 3 0,4528624 0,4493841 0,0087457 1,9312057
0,6697888 0,6669678 0,0089626 1,3381269 3 0,3302112 0,3330322 0,0089626 2,7142093
0,4755244 0,4818344 0,0526764 11,077537 3 0,5244756 0,5181656 0,0526764 10,043629
0,5337215 0,5231458 0,0324014 6,0708378 3 0,4662785 0,4768542 0,0324014 6,9489289
0,5157333 0,5157333 0,0559021 10,839333 2 0,4842667 0,4842667 0,0559021 11,54365
0,5290606 0,5091396 0,0756592 14,300667 4 0,4709394 0,4908604 0,0756592 16,065593



0,4885982 0,5044653 0,0418838 8,5722298 4 0,5114018 0,4955347 0,0418838 8,1899913
0,4871408 0,4890443 0,0478055 9,8134863 5 0,5128592 0,5109557 0,0478055 9,3213672
0,4477487 0,4477487 0,0346607 7,7411011 2 0,5522513 0,5522513 0,0346607 6,2762503
0,5668432 0,5778289 0,052222 9,2127692 5 0,4331568 0,4221711 0,052222 12,056131
0,5045013 0,5301947 0,1474367 29,224255 3 0,4954987 0,4698053 0,1474367 29,755222
0,4905847 0,4905847 0,088754 18,091473 2 0,5094153 0,5094153 0,088754 17,422722
0,5785723 0,5785723 0,0902016 15,590385 2 0,4214277 0,4214277 0,0902016 21,403824
0,5356208 0,558059 0,0535492 9,9975884 3 0,4643792 0,441941 0,0535492 11,531342
0,6494329 0,6561881 0,070909 10,918595 3 0,3505671 0,3438119 0,070909 20,226927
0,5752031 0,5764958 0,028777 5,0029341 5 0,4247969 0,4235042 0,028777 6,7743025
0,4893382 0,4881567 0,0250835 5,1260137 3 0,5106618 0,5118433 0,0250835 4,9119683
0,4904685 0,4891831 0,0147805 3,0135386 4 0,5095315 0,5108169 0,0147805 2,9007942
0,5695086 0,5703694 0,0138567 2,4330944 4 0,4304914 0,4296306 0,0138567 3,2188062
0,5909651 0,5909651 0,035118 5,9424812 2 0,4090349 0,4090349 0,035118 8,5855726
0,432337 0,4200707 0,0213114 4,9293439 3 0,567663 0,5799293 0,0213114 3,7542305
0,530154 0,5288256 0,0171035 3,2261324 5 0,469846 0,4711744 0,0171035 3,6402286
0,517289 0,5174085 0,0453958 8,7757035 4 0,482711 0,4825915 0,0453958 9,4043341

0,4769856 0,4722149 0,0447254 9,3766745 3 0,5230144 0,5277851 0,0447254 8,5514621
0,5708907 0,5782254 0,0425433 7,4520952 3 0,4291093 0,4217746 0,0425433 9,9143313
0,4490499 0,4256134 0,0445527 9,921546 3 0,5509501 0,5743866 0,0445527 8,0865212
0,4216031 0,4216031 0,1095587 25,986228 2 0,5783969 0,5783969 0,1095587 18,941791
0,4472022 0,4529493 0,0480949 10,754622 3 0,5527978 0,5470507 0,0480949 8,7002729
0,5599208 0,5479217 0,0322629 5,762038 3 0,4400792 0,4520783 0,0322629 7,3311474
0,5205696 0,5199457 0,0094448 1,8143279 4 0,4794304 0,4800543 0,0094448 1,9700124
0,4601545 0,4580807 0,0504153 10,956159 5 0,5398455 0,5419193 0,0504153 9,3388296
0,630041 0,6156599 0,0342691 5,4391805 3 0,369959 0,3843401 0,0342691 9,2629364

0,4951701 0,4565776 0,0681616 13,765296 5 0,5048299 0,5434224 0,0681616 13,501899
0,6391614 0,6490003 0,02774 4,3400662 7 0,3608386 0,3509997 0,02774 7,687654
0,5068879 0,5124813 0,0585001 11,541039 3 0,4931121 0,4875187 0,0585001 11,863453
0,5460224 0,5708089 0,1501349 27,496111 3 0,4539776 0,4291911 0,1501349 33,071004
0,4332961 0,4391164 0,0235439 5,4336728 4 0,5667039 0,5608836 0,0235439 4,1545311
0,490966 0,4873225 0,0393344 8,0116433 7 0,509034 0,5126775 0,0393344 7,7272723

0,4635572 0,4438193 0,0501944 10,828082 5 0,5364428 0,5561807 0,0501944 9,3568894
0,4679014 0,4679014 0,0179729 3,8411746 2 0,5320986 0,5320986 0,0179729 3,37774
0,4809404 0,4470166 0,070246 14,605963 3 0,5190596 0,5529834 0,070246 13,533315
0,4445155 0,4471247 0,060815 13,681186 4 0,5554845 0,5528753 0,060815 10,9481
0,5399615 0,5549999 0,0716851 13,275971 4 0,4600385 0,4450001 0,0716851 15,582418
0,5014927 0,5205785 0,0352189 7,0228046 3 0,4985073 0,4794215 0,0352189 7,0648632
0,5076458 0,4915043 0,0509308 10,032733 4 0,4923542 0,5084957 0,0509308 10,344333
0,6488914 0,6376611 0,0406076 6,258004 3 0,3511086 0,3623389 0,0406076 11,565551
0,4804364 0,4812322 0,012886 2,6821418 4 0,5195636 0,5187678 0,012886 2,4801556
0,503577 0,4603308 0,0818519 16,254092 5 0,496423 0,5396692 0,0818519 16,488333

0,4539055 0,4346365 0,0529555 11,666643 3 0,5460945 0,5653635 0,0529555 9,6971362
0,5807249 0,5807249 0,0148664 2,5599736 2 0,4192751 0,4192751 0,0148664 3,5457395
0,6095846 0,5959107 0,02705 4,437453 3 0,3904154 0,4040893 0,02705 6,9285264
0,5389982 0,5436643 0,0348586 6,4673026 3 0,4610018 0,4563357 0,0348586 7,5614979
0,4639836 0,4466321 0,0490235 10,565784 3 0,5360164 0,5533679 0,0490235 9,1458955
0,3909981 0,4150392 0,0440455 11,264889 3 0,6090019 0,5849608 0,0440455 7,2324068
0,4906233 0,5043548 0,0557178 11,356541 3 0,5093767 0,4956452 0,0557178 10,938434
0,5296698 0,5430774 0,0343087 6,477384 3 0,4703302 0,4569226 0,0343087 7,2946085
0,3483076 0,3518224 0,0702405 20,166232 3 0,6516924 0,6481776 0,0702405 10,778172
0,5879269 0,589012 0,0561291 9,5469544 3 0,4120731 0,410988 0,0561291 13,621156



0,4425444 0,4429468 0,0311799 7,0456037 3 0,5574556 0,5570532 0,0311799 5,5932566
0,571201 0,6036233 0,1390893 24,350328 6 0,428799 0,3963767 0,1390893 32,436947

0,5214777 0,5214777 0,1183336 22,691971 2 0,4785223 0,4785223 0,1183336 24,728959
0,5109132 0,5390602 0,0836743 16,377409 3 0,4890868 0,4609398 0,0836743 17,108282
0,4248265 0,4252627 0,0729838 17,179666 4 0,5751735 0,5747373 0,0729838 12,689004
0,5142928 0,5251411 0,0252209 4,9039899 3 0,4857072 0,4748589 0,0252209 5,1926081
0,5914539 0,6072959 0,030004 5,0729236 3 0,4085461 0,3927041 0,030004 7,3440921
0,6174542 0,6174542 0,0665077 10,771281 2 0,3825458 0,3825458 0,0665077 17,38556
0,5844457 0,5772843 0,0316823 5,4209214 6 0,4155543 0,4227157 0,0316823 7,6241163
0,4857487 0,511149 0,0584582 12,034649 3 0,5142513 0,488851 0,0584582 11,367625
0,4042234 0,4042234 0,0402226 9,9505757 2 0,5957766 0,5957766 0,0402226 6,7512806
0,5441128 0,5436385 0,0270021 4,9625977 4 0,4558872 0,4563615 0,0270021 5,9229845
0,375028 0,3673441 0,0371066 9,8943603 4 0,624972 0,6326559 0,0371066 5,9373258

0,4919524 0,4919524 0,0504963 10,264476 2 0,5080476 0,5080476 0,0504963 9,9392911
0,633003 0,6257059 0,0173917 2,7474853 3 0,366997 0,3742941 0,0173917 4,7389121

0,3469166 0,3469166 0,0226445 6,5273646 2 0,6530834 0,6530834 0,0226445 3,4673232
0,4815653 0,4815653 0,0048714 1,0115812 2 0,5184347 0,5184347 0,0048714 0,9396409
0,431985 0,4267465 0,0155487 3,5993516 3 0,568015 0,5732535 0,0155487 2,7373676

0,5953888 0,5969823 0,0424275 7,1260096 4 0,4046112 0,4030177 0,0424275 10,485985
0,7160932 0,7160932 0,0738233 10,309169 2 0,2839068 0,2839068 0,0738233 26,002634
0,5610925 0,5641876 0,0268984 4,7939421 4 0,4389075 0,4358124 0,0268984 6,1284996
0,6707455 0,6723632 0,0097662 1,4560235 3 0,3292545 0,3276368 0,0097662 2,9661585
0,5171621 0,5171621 0,0978934 18,928953 2 0,4828379 0,4828379 0,0978934 20,274582
0,5606974 0,5542937 0,0395236 7,0489998 3 0,4393026 0,4457063 0,0395236 8,9968879
0,4925778 0,4943396 0,0380322 7,7210597 5 0,5074222 0,5056604 0,0380322 7,4951823
0,5138285 0,5015852 0,0346413 6,7417984 8 0,4861715 0,4984148 0,0346413 7,1253215
0,4930702 0,4930702 0,0049445 1,0027914 2 0,5069298 0,5069298 0,0049445 0,975375
0,4185798 0,4123969 0,0202219 4,8310844 3 0,5814202 0,5876031 0,0202219 3,4780253
0,5309853 0,5619446 0,0590993 11,130114 3 0,4690147 0,4380554 0,0590993 12,600731
0,4662357 0,4662357 0,1816122 38,952862 2 0,5337643 0,5337643 0,1816122 34,024788
0,5411646 0,5351574 0,0337609 6,2385576 3 0,4588354 0,4648426 0,0337609 7,3579482
0,5842259 0,5842259 0,0451965 7,736129 2 0,4157741 0,4157741 0,0451965 10,870439
0,4910015 0,4910015 0,015171 3,0898023 2 0,5089985 0,5089985 0,015171 2,9805543
0,4560356 0,4590954 0,0498964 10,941347 3 0,5439644 0,5409046 0,0498964 9,1727394
0,3401043 0,3401043 0,3020139 88,800378 2 0,6598957 0,6598957 0,3020139 45,766924
0,5011541 0,5011541 0,0507182 10,12029 2 0,4988459 0,4988459 0,0507182 10,167117
0,5047365 0,5464923 0,0853318 16,906199 3 0,4952635 0,4535077 0,0853318 17,229569
0,4614707 0,4614707 0,0917395 19,879812 2 0,5385293 0,5385293 0,0917395 17,035193
0,6619168 0,690871 0,059532 8,9938743 3 0,3380832 0,309129 0,059532 17,608676
0,4442513 0,4442513 0,0156822 3,5300339 2 0,5557487 0,5557487 0,0156822 2,8218186
0,4801257 0,473139 0,0499881 10,41147 3 0,5198743 0,526861 0,0499881 9,6154286
0,4918996 0,4918996 0,0295758 6,0125603 2 0,5081004 0,5081004 0,0295758 5,8208502
0,4674153 0,4653274 0,0199474 4,2675861 3 0,5325847 0,5346726 0,0199474 3,7453861
0,5247341 0,517881 0,0280503 5,3456129 3 0,4752659 0,482119 0,0280503 5,902012
0,4119097 0,4119097 0,0321519 7,8055797 2 0,5880903 0,5880903 0,0321519 5,4671777
0,5312261 0,5312261 0,0056369 1,0611113 2 0,4687739 0,4687739 0,0056369 1,2024775
0,5483207 0,5620066 0,0412953 7,5312258 3 0,4516793 0,4379934 0,0412953 9,1426073
0,3000275 0,314238 0,0469606 15,652105 3 0,6999725 0,685762 0,0469606 6,7089234
0,5255761 0,5261909 0,0111236 2,1164567 3 0,4744239 0,4738091 0,0111236 2,3446524
0,4964647 0,5166155 0,0537338 10,823286 4 0,5035353 0,4833845 0,0537338 10,671307
0,4851867 0,4612114 0,0463905 9,5613703 3 0,5148133 0,5387886 0,0463905 9,0111288
0,439182 0,4437294 0,0315261 7,1783634 4 0,560818 0,5562706 0,0315261 5,6214462



0,5486517 0,5486517 0,0226904 4,1356674 2 0,4513483 0,4513483 0,0226904 5,0272506
0,5865321 0,5732158 0,046233 7,8824368 3 0,4134679 0,4267842 0,046233 11,18177
0,4046424 0,4046424 0,0652472 16,12466 2 0,5953576 0,5953576 0,0652472 10,959332
0,420644 0,420644 0,1150548 27,352068 2 0,579356 0,579356 0,1150548 19,85909

0,5929378 0,5929378 0,0179354 3,0248342 2 0,4070622 0,4070622 0,0179354 4,4060547
0,3856584 0,3804259 0,0600482 15,570302 3 0,6143416 0,6195741 0,0600482 9,7743931
0,4727046 0,4727046 0,0255978 5,4151877 2 0,5272954 0,5272954 0,0255978 4,8545549
0,4322962 0,4322962 0,0703465 16,272744 2 0,5677038 0,5677038 0,0703465 12,391402
0,481335 0,481335 0,0276989 5,7545958 2 0,518665 0,518665 0,0276989 5,3404181

0,5025272 0,5025272 0,0339457 6,7550005 2 0,4974728 0,4974728 0,0339457 6,8236314
0,6700759 0,6706364 0,0238346 3,5570039 4 0,3299241 0,3293636 0,0238346 7,2242771
0,4871837 0,4871837 0,0600686 12,329764 2 0,5128163 0,5128163 0,0600686 11,713474
0,4182404 0,4183848 0,0030927 0,7394551 3 0,5817596 0,5816152 0,0030927 0,5316112
0,5074957 0,5074957 0,0282449 5,5655458 2 0,4925043 0,4925043 0,0282449 5,7349572

0,43627 0,4392039 0,0278228 6,3774383 3 0,56373 0,5607961 0,0278228 4,9354913
0,442581 0,4545221 0,033515 7,5726192 3 0,557419 0,5454779 0,033515 6,0125275
0,659298 0,659298 0,1764011 26,755904 2 0,340702 0,340702 0,1764011 51,775788

0,3241646 0,3241646 0,1296402 39,992095 2 0,6758354 0,6758354 0,1296402 19,182221
0,3801412 0,3655148 0,0384029 10,102266 4 0,6198588 0,6344852 0,0384029 6,195423
0,5012282 0,5012282 0,0193281 3,8561545 2 0,4987718 0,4987718 0,0193281 3,875146
0,5300709 0,5300709 0,0714952 13,487856 2 0,4699291 0,4699291 0,0714952 15,214039
0,485278 0,4626358 0,0830664 17,117276 3 0,514722 0,5373642 0,0830664 16,138104

0,5259142 0,5259142 0,0511897 9,733461 2 0,4740858 0,4740858 0,0511897 10,79755
0,5964768 0,5879683 0,0217626 3,6485303 3 0,4035232 0,4120317 0,0217626 5,3931566
0,5680508 0,5680508 0,0860781 15,153248 2 0,4319492 0,4319492 0,0860781 19,927841
0,4665448 0,4907114 0,0427139 9,1553698 3 0,5334552 0,5092886 0,0427139 8,0070268
0,4324858 0,4324858 0,0919477 21,26027 2 0,5675142 0,5675142 0,0919477 16,201824
0,4578059 0,4720754 0,0387426 8,4626799 3 0,5421941 0,5279246 0,0387426 7,1455311
0,5831526 0,5831526 0,0428198 7,3428065 2 0,4168474 0,4168474 0,0428198 10,272289
0,4565246 0,4565246 0,05445 11,92706 2 0,5434754 0,5434754 0,05445 10,018848
0,4403453 0,4154505 0,0458726 10,417423 3 0,5596547 0,5845495 0,0458726 8,1965967
0,4056754 0,4056754 0,0021322 0,5255894 2 0,5943246 0,5943246 0,0021322 0,358758
0,5519079 0,576759 0,0520181 9,4251433 3 0,4480921 0,423241 0,0520181 11,608798
0,3894184 0,3894184 0,0085692 2,2005069 2 0,6105816 0,6105816 0,0085692 1,403445
0,5304159 0,5134707 0,0783211 14,765976 5 0,4695841 0,4865293 0,0783211 16,678817
0,4980551 0,4980551 0,0561296 11,269748 2 0,5019449 0,5019449 0,0561296 11,182415
0,4863243 0,4699645 0,0448418 9,2205487 3 0,5136757 0,5300355 0,0448418 8,7295857
0,4432604 0,4465895 0,017657 3,9834331 3 0,5567396 0,5534105 0,017657 3,1714972
0,4725073 0,4482522 0,0555141 11,748839 4 0,5274927 0,5517478 0,0555141 10,524149
0,6188564 0,6051449 0,0765303 12,366405 4 0,3811436 0,3948551 0,0765303 20,079119
0,508008 0,508008 0,0384271 7,5642657 2 0,491992 0,491992 0,0384271 7,8105065

0,7288782 0,7288782 0,0518653 7,1157711 2 0,2711218 0,2711218 0,0518653 19,129886
0,6254153 0,5956785 0,1134084 18,133299 3 0,3745847 0,4043215 0,1134084 30,275771
0,6312892 0,6312892 0,0098001 1,5523995 2 0,3687108 0,3687108 0,0098001 2,6579455
0,4238672 0,4219179 0,0127047 2,9973191 3 0,5761328 0,5780821 0,0127047 2,2051603
0,5599055 0,5228578 0,0825712 14,747342 4 0,4400945 0,4771422 0,0825712 18,762146
0,4725063 0,4725063 0,0830622 17,579065 2 0,5274937 0,5274937 0,0830622 15,746577
0,4843607 0,4843607 0,0744169 15,363945 2 0,5156393 0,5156393 0,0744169 14,431969
0,4455481 0,4455481 0,0704317 15,80788 2 0,5544519 0,5544519 0,0704317 12,702942
0,5767078 0,5767078 0,0534545 9,2688983 2 0,4232922 0,4232922 0,0534545 12,628262
0,4278832 0,421094 0,0354969 8,2959392 3 0,5721168 0,578906 0,0354969 6,2044894
0,4983054 0,4983054 0,0449294 9,0164421 2 0,5016946 0,5016946 0,0449294 8,9555305



0,5066011 0,4972072 0,0434675 8,5802293 5 0,4933989 0,5027928 0,0434675 8,8098177
0,5395637 0,5395637 0,0365445 6,7729689 2 0,4604363 0,4604363 0,0365445 7,9369258
0,4935304 0,4928172 0,0125657 2,5460819 3 0,5064696 0,5071828 0,0125657 2,4810348
0,4520819 0,4520819 0,0854196 18,894722 2 0,5479181 0,5479181 0,0854196 15,589849
0,5609425 0,5609425 0,0253597 4,5209038 2 0,4390575 0,4390575 0,0253597 5,7759346
0,6069435 0,6069435 0,0397345 6,546653 2 0,3930565 0,3930565 0,0397345 10,109101
0,5007211 0,5007211 0,086559 17,286858 2 0,4992789 0,4992789 0,086559 17,336796
0,557241 0,557241 0,0022259 0,3994546 2 0,442759 0,442759 0,0022259 0,5027396

0,5048907 0,5069236 0,0048968 0,9698806 3 0,4951093 0,4930764 0,0048968 0,9890415
0,4424138 0,4456846 0,0448902 10,14666 5 0,5575862 0,5543154 0,0448902 8,0508131
0,5023778 0,5023778 0,0440951 8,777288 2 0,4976222 0,4976222 0,0440951 8,8611691
0,4165689 0,4165689 0,0434106 10,421 2 0,5834311 0,5834311 0,0434106 7,4405787
0,4417417 0,4417417 0,0363206 8,2221397 2 0,5582583 0,5582583 0,0363206 6,5060587
0,4722139 0,457608 0,0781282 16,545095 4 0,5277861 0,542392 0,0781282 14,803008
0,4572421 0,4572421 0,0653853 14,299938 2 0,5427579 0,5427579 0,0653853 12,046871
0,6716849 0,6716849 0,0028937 0,4308193 2 0,3283151 0,3283151 0,0028937 0,8813936
0,3893205 0,3893205 0,0367153 9,4306188 2 0,6106795 0,6106795 0,0367153 6,0122105
0,558258 0,5586048 0,0496545 8,8945465 3 0,441742 0,4413952 0,0496545 11,240615

0,5866837 0,5866837 0,0891092 15,188621 2 0,4133163 0,4133163 0,0891092 21,559557
0,8045777 0,8377703 0,0832598 10,348261 3 0,1954223 0,1622297 0,0832598 42,605068
0,5072798 0,5075424 0,0413893 8,1590598 3 0,4927202 0,4924576 0,0413893 8,4001549
0,4588119 0,4588119 0,0251306 5,4773145 2 0,5411881 0,5411881 0,0251306 4,6435929
0,5271726 0,5271726 0,0097986 1,8587015 2 0,4728274 0,4728274 0,0097986 2,0723344
0,4555692 0,4555692 0,097747 21,456025 2 0,5444308 0,5444308 0,097747 17,953989
0,4476647 0,4546913 0,0235242 5,2548617 3 0,5523353 0,5453087 0,0235242 4,2590362
0,5294763 0,5131199 0,0401487 7,5827238 4 0,4705237 0,4868801 0,0401487 8,5327729
0,5584925 0,5346779 0,0508494 9,1047692 4 0,4415075 0,4653221 0,0508494 11,517233
0,3471618 0,3578098 0,0246605 7,1034643 4 0,6528382 0,6421902 0,0246605 3,7774319
0,4788902 0,4865441 0,0714405 14,917924 4 0,5211098 0,5134559 0,0714405 13,709296
0,5513749 0,5787498 0,0489301 8,8741891 5 0,4486251 0,4212502 0,0489301 10,906669
0,4923781 0,4965636 0,0217892 4,4252924 4 0,5076219 0,5034364 0,0217892 4,2924023
0,4759656 0,4946745 0,0438133 9,205142 4 0,5240344 0,5053255 0,0438133 8,3607696

0,54398 0,54398 0,0053853 0,9899737 2 0,45602 0,45602 0,0053853 1,1809259
0,5848304 0,5881884 0,0293368 5,0162932 3 0,4151696 0,4118116 0,0293368 7,0662225
0,5646097 0,5750811 0,1022481 18,109527 4 0,4353903 0,4249189 0,1022481 23,484246
0,6175465 0,6175465 0,0291527 4,720726 2 0,3824535 0,3824535 0,0291527 7,6225426
0,495451 0,4892017 0,0262731 5,3028615 4 0,504549 0,5107983 0,0262731 5,2072416

0,5082001 0,470519 0,0875114 17,21988 3 0,4917999 0,529481 0,0875114 17,794118
0,5787476 0,5787476 0,0364026 6,289887 2 0,4212524 0,4212524 0,0364026 8,64151
0,4923941 0,4923941 0,0323866 6,5773657 2 0,5076059 0,5076059 0,0323866 6,3802572
0,3980487 0,3856135 0,0311654 7,8295543 4 0,6019513 0,6143865 0,0311654 5,1774018
0,3727089 0,3727089 0,0202011 5,4200872 2 0,6272911 0,6272911 0,0202011 3,2203786
0,5222567 0,5222567 0,1636123 31,327952 2 0,4777433 0,4777433 0,1636123 34,246906
0,4806848 0,4715874 0,0479332 9,9718587 3 0,5193152 0,5284126 0,0479332 9,2300818
0,4948395 0,4948395 0,0211128 4,2665914 2 0,5051605 0,5051605 0,0211128 4,1794208
0,4394652 0,4394652 0,0474244 10,791392 2 0,5605348 0,5605348 0,0474244 8,4605652
0,4244419 0,4244419 0,0522196 12,303131 2 0,5755581 0,5755581 0,0522196 9,072872
0,4007861 0,4007861 0,0569259 14,203558 2 0,5992139 0,5992139 0,0569259 9,500093
0,5694597 0,5694597 0,0680525 11,950364 2 0,4305403 0,4305403 0,0680525 15,806303
0,4892272 0,4892272 0,0924302 18,893094 2 0,5107728 0,5107728 0,0924302 18,096138
0,4882435 0,4882435 0,0483846 9,9099399 2 0,5117565 0,5117565 0,0483846 9,4546224
0,5808394 0,5768604 0,1028062 17,699591 6 0,4191606 0,4231396 0,1028062 24,526686



0,5461878 0,5461878 0,0363635 6,657692 2 0,4538122 0,4538122 0,0363635 8,0128951
0,4030485 0,4030485 0,0450188 11,169568 2 0,5969515 0,5969515 0,0450188 7,5414472
0,502469 0,4865058 0,0289777 5,7670558 3 0,497531 0,5134942 0,0289777 5,824294

0,6600837 0,6600837 0,0753024 11,408009 2 0,3399163 0,3399163 0,0753024 22,153222
0,5383564 0,5383564 0,0265114 4,9245102 2 0,4616436 0,4616436 0,0265114 5,7428309
0,5848283 0,5708638 0,0309224 5,2874289 3 0,4151717 0,4291362 0,0309224 7,4480936
0,5312037 0,5312037 0,0362177 6,8180402 2 0,4687963 0,4687963 0,0362177 7,7256747
0,4824921 0,5060006 0,0418572 8,6752114 3 0,5175079 0,4939994 0,0418572 8,0882268
0,488084 0,488084 0,0005193 0,1064008 2 0,511916 0,511916 0,0005193 0,1014473

0,4298067 0,4262276 0,0324735 7,5553838 4 0,5701933 0,5737724 0,0324735 5,695181
0,4267844 0,4267844 0,078758 18,453818 2 0,5732156 0,5732156 0,078758 13,739684
0,5678108 0,5678108 0,0826894 14,562836 2 0,4321892 0,4321892 0,0826894 19,132674
0,3776169 0,3896582 0,0361168 9,5643898 3 0,6223831 0,6103418 0,0361168 5,8029772
0,5358796 0,5358796 0,0973959 18,17496 2 0,4641204 0,4641204 0,0973959 20,985052
0,4811405 0,4886968 0,0197221 4,0990295 3 0,5188595 0,5113032 0,0197221 3,8010469
0,4927204 0,4927204 0,1218533 24,730727 2 0,5072796 0,5072796 0,1218533 24,020943
0,4730515 0,4534735 0,0358923 7,5873963 3 0,5269485 0,5465265 0,0358923 6,8113472
0,5049221 0,5412345 0,0740333 14,662316 3 0,4950779 0,4587655 0,0740333 14,953864
0,4482279 0,4482279 0,0246324 5,4955059 2 0,5517721 0,5517721 0,0246324 4,464233
0,4417534 0,4417534 0,2101897 47,580791 2 0,5582466 0,5582466 0,2101897 37,651769
0,5713278 0,5713278 0,039103 6,8442267 2 0,4286722 0,4286722 0,039103 9,1218798
0,6176854 0,6349615 0,0647829 10,488009 3 0,3823146 0,3650385 0,0647829 16,944922
0,6437918 0,6600367 0,0859585 13,351916 5 0,3562082 0,3399633 0,0859585 24,131549
0,555026 0,555026 0,000262 0,047204 2 0,444974 0,444974 0,000262 0,0588786

0,5808564 0,5808564 0,0695542 11,974418 2 0,4191436 0,4191436 0,0695542 16,594352
0,4020099 0,4020099 0,0121939 3,0332408 2 0,5979901 0,5979901 0,0121939 2,0391526
0,4332632 0,4355274 0,0314414 7,256882 3 0,5667368 0,5644726 0,0314414 5,5477964
0,4586477 0,4586477 0,0640786 13,971211 2 0,5413523 0,5413523 0,0640786 11,836771
0,490614 0,4974683 0,0236056 4,8114429 3 0,509386 0,5025317 0,0236056 4,6341307

0,4293248 0,4293248 0,0221166 5,1514736 2 0,5706752 0,5706752 0,0221166 3,8755061
0,6613487 0,6613487 0,111618 16,877323 2 0,3386513 0,3386513 0,111618 32,959551
0,4358515 0,4358515 0,056911 13,057437 2 0,5641485 0,5641485 0,056911 10,087954
0,5140903 0,541702 0,0512207 9,9633663 3 0,4859097 0,458298 0,0512207 10,541196
0,573642 0,573642 0,1131987 19,733334 2 0,426358 0,426358 0,1131987 26,550153

0,2652446 0,2652446 0,0084739 3,194761 2 0,7347554 0,7347554 0,0084739 1,1532998
0,5253207 0,5270209 0,0280921 5,3476076 4 0,4746793 0,4729791 0,0280921 5,9181201
0,619789 0,619789 0,0865064 13,957397 2 0,380211 0,380211 0,0865064 22,752215

0,3699518 0,4101028 0,0877228 23,711946 3 0,6300482 0,5898972 0,0877228 13,923186
0,4660926 0,4660926 0,11217 24,066026 2 0,5339074 0,5339074 0,11217 21,009257
0,513054 0,513054 0,0236604 4,6116862 2 0,486946 0,486946 0,0236604 4,8589455

0,5075551 0,5075551 0,0067207 1,324127 2 0,4924449 0,4924449 0,0067207 1,3647565
0,4670528 0,4670528 0,0869725 18,621547 2 0,5329472 0,5329472 0,0869725 16,319152
0,6560221 0,6560221 0,0007154 0,1090527 2 0,3439779 0,3439779 0,0007154 0,2079813
0,4474574 0,4474574 0,0084248 1,882809 2 0,5525426 0,5525426 0,0084248 1,5247277
0,2724082 0,2724082 0,0391651 14,377369 2 0,7275918 0,7275918 0,0391651 5,3828441
0,6211818 0,6175211 0,0075188 1,2103991 3 0,3788182 0,3824789 0,0075188 1,9847984
0,5423405 0,5423405 0,0429355 7,9166955 2 0,4576595 0,4576595 0,0429355 9,3815281
0,732668 0,732668 0,0490813 6,6989863 2 0,267332 0,267332 0,0490813 18,359695

0,4719225 0,474833 0,0128731 2,7277915 3 0,5280775 0,525167 0,0128731 2,4377217
0,5466402 0,5466402 0,0199882 3,6565635 2 0,4533598 0,4533598 0,0199882 4,4089152
0,4621699 0,4621699 0,0369759 8,0004901 2 0,5378301 0,5378301 0,0369759 6,8750079
0,6594907 0,6594907 0,1679021 25,459356 2 0,3405093 0,3405093 0,1679021 49,309095



0,5235263 0,5235263 0,0045911 0,8769525 2 0,4764737 0,4764737 0,0045911 0,9635531
0,4379242 0,4293311 0,0473435 10,810886 5 0,5620758 0,5706689 0,0473435 8,422972
0,4745917 0,4864825 0,0388854 8,1934371 3 0,5254083 0,5135175 0,0388854 7,4009826
0,5452957 0,5452957 0,0252166 4,6243888 2 0,4547043 0,4547043 0,0252166 5,5457116
0,4550605 0,4550605 0,1346153 29,581837 2 0,5449395 0,5449395 0,1346153 24,702792
0,4976003 0,5112037 0,0536318 10,778079 3 0,5023997 0,4887963 0,0536318 10,675118
0,5050078 0,5050078 0,0676663 13,39907 2 0,4949922 0,4949922 0,0676663 13,670186
0,4860986 0,4860986 0,068014 13,991813 2 0,5139014 0,5139014 0,068014 13,234839
0,4098545 0,4098545 0,016113 3,9313946 2 0,5901455 0,5901455 0,016113 2,7303438
0,6103087 0,6103087 0,124143 20,341011 2 0,3896913 0,3896913 0,124143 31,856739
0,5058553 0,5058553 0,0129759 2,5651364 2 0,4941447 0,4941447 0,0129759 2,6259266
0,5608273 0,5670802 0,0524795 9,3575113 3 0,4391727 0,4329198 0,0524795 11,949623
0,4485551 0,4485551 0,030751 6,8555586 2 0,5514449 0,5514449 0,030751 5,5764341
0,6272053 0,6199838 0,0203308 3,2414831 3 0,3727947 0,3800162 0,0203308 5,4536058
0,5148908 0,5148908 0,0565067 10,974503 2 0,4851092 0,4851092 0,0565067 11,648246
0,5736128 0,5736128 0,0523228 9,1216309 2 0,4263872 0,4263872 0,0523228 12,271206
0,6218696 0,613566 0,0191327 3,0766413 3 0,3781304 0,386434 0,0191327 5,0598138
0,4878551 0,4878551 0,0403247 8,265721 2 0,5121449 0,5121449 0,0403247 7,8736991
0,5378711 0,5378711 0,0483638 8,9917096 2 0,4621289 0,4621289 0,0483638 10,465435
0,5777146 0,5777146 0,009442 1,6343784 2 0,4222854 0,4222854 0,009442 2,235939
0,4617584 0,4617584 0,086325 18,694831 2 0,5382416 0,5382416 0,086325 16,03833
0,523248 0,523248 0,0083145 1,5890119 2 0,476752 0,476752 0,0083145 1,7439831

0,4821812 0,4821812 0,0002379 0,0493373 2 0,5178188 0,5178188 0,0002379 0,0459418
0,5367458 0,5367458 0,1734533 32,315722 2 0,4632542 0,4632542 0,1734533 37,442351
0,5967326 0,5967326 0,0089419 1,4984833 2 0,4032674 0,4032674 0,0089419 2,2173717
0,6130241 0,6130241 0,0072751 1,1867629 2 0,3869759 0,3869759 0,0072751 1,8799989
0,5149539 0,5149539 0,1030573 20,012923 2 0,4850461 0,4850461 0,1030573 21,246914
0,5036613 0,5036613 0,1296296 25,737462 2 0,4963387 0,4963387 0,1296296 26,11717
0,5080074 0,5080074 0,078607 15,473583 2 0,4919926 0,4919926 0,078607 15,977264
0,3996453 0,3996453 0,0726622 18,181681 2 0,6003547 0,6003547 0,0726622 12,103219



IR.N(115)
#Quantified	  peptidesMean Median Std CV	  (%) #Quantified	  peptidesMean Median Std
132 0,5799301 0,5875167 0,1209818 20,861437 132 0,4200699 0,4124833 0,1209818
86 0,6330957 0,6006031 0,1731429 27,348622 86 0,3669043 0,3993969 0,1731429

112 0,5881067 0,6623716 0,181608 30,880109 112 0,4118933 0,3376284 0,181608
151 0,8205332 0,8305019 0,0543992 6,6297344 151 0,1794668 0,1694981 0,0543992
104 0,7869918 0,8048308 0,0781698 9,9327339 104 0,2130082 0,1951692 0,0781698
49 0,6512484 0,677036 0,0884632 13,583627 49 0,3487516 0,322964 0,0884632
30 0,5791144 0,5936866 0,1278976 22,085034 30 0,4208856 0,4063134 0,1278976
47 0,5173059 0,497461 0,1113105 21,517352 47 0,4826941 0,502539 0,1113105
57 0,7116385 0,7419118 0,113371 15,930977 57 0,2883615 0,2580882 0,113371
39 0,4099014 0,3757164 0,137864 33,633461 39 0,5900986 0,6242836 0,137864
31 0,7009867 0,7082714 0,0888949 12,681402 31 0,2990133 0,2917286 0,0888949
24 0,3987689 0,38817 0,1071964 26,881829 24 0,6012311 0,61183 0,1071964
45 0,7138259 0,724859 0,0863968 12,103344 45 0,2861741 0,275141 0,0863968
33 0,7581684 0,7598644 0,0701753 9,2558944 33 0,2418316 0,2401356 0,0701753
48 0,3628386 0,3474391 0,0912499 25,148905 48 0,6371614 0,6525609 0,0912499
18 0,4734487 0,5000851 0,1212692 25,614011 18 0,5265513 0,4999149 0,1212692
63 0,3894217 0,3737685 0,1056262 27,123849 63 0,6105783 0,6262315 0,1056262
27 0,6251836 0,6346075 0,1438787 23,01383 27 0,3748164 0,3653925 0,1438787
6 0,5037894 0,5377306 0,1416665 28,120195 6 0,4962106 0,4622694 0,1416665
18 0,8126471 0,8370692 0,0625034 7,6913294 18 0,1873529 0,1629308 0,0625034
53 0,3567258 0,335372 0,1193647 33,4612 53 0,6432742 0,664628 0,1193647
25 0,6314041 0,6325663 0,0638934 10,119256 25 0,3685959 0,3674337 0,0638934
2 0,7746469 0,7746469 0,0200813 2,5923131 2 0,2253531 0,2253531 0,0200813
3 0,7647329 0,7904592 0,0610341 7,9811033 3 0,2352671 0,2095408 0,0610341
5 0,3944869 0,3892687 0,0425966 10,79798 5 0,6055131 0,6107313 0,0425966
20 0,3977821 0,4007234 0,0847913 21,316018 20 0,6022179 0,5992766 0,0847913
2 0,7838109 0,7838109 0,0421082 5,3722364 2 0,2161891 0,2161891 0,0421082
19 0,5046829 0,5130312 0,0826313 16,372907 19 0,4953171 0,4869688 0,0826313
21 0,408302 0,3899664 0,0947632 23,209097 21 0,591698 0,6100336 0,0947632
4 0,6840524 0,6772198 0,0590577 8,6335044 4 0,3159476 0,3227802 0,0590577
29 0,4567915 0,4603256 0,1491329 32,647918 29 0,5432085 0,5396744 0,1491329
13 0,7181641 0,7207557 0,0638585 8,8919053 13 0,2818359 0,2792443 0,0638585
3 0,7327542 0,7341827 0,0266036 3,6306295 3 0,2672458 0,2658173 0,0266036
17 0,4065594 0,3956287 0,1390766 34,208192 17 0,5934406 0,6043713 0,1390766
10 0,8279513 0,8390527 0,0241404 2,9156792 10 0,1720487 0,1609473 0,0241404
12 0,4403199 0,4153602 0,1050132 23,849292 12 0,5596801 0,5846398 0,1050132
43 0,5026163 0,5088735 0,0906698 18,039559 43 0,4973837 0,4911265 0,0906698
27 0,6244318 0,637718 0,0888645 14,23125 27 0,3755682 0,362282 0,0888645
35 0,5414444 0,5669145 0,0947923 17,507302 35 0,4585556 0,4330855 0,0947923
7 0,4689031 0,4423792 0,0812742 17,332826 7 0,5310969 0,5576208 0,0812742
23 0,5467207 0,5475819 0,112119 20,507554 23 0,4532793 0,4524181 0,112119
24 0,7047143 0,7013748 0,1098972 15,59457 24 0,2952857 0,2986252 0,1098972
40 0,4519234 0,4093775 0,1389833 30,753733 40 0,5480766 0,5906225 0,1389833
25 0,6564448 0,6943641 0,0959268 14,613073 25 0,3435552 0,3056359 0,0959268
2 0,511339 0,511339 0,3475673 67,971994 2 0,488661 0,488661 0,3475673
21 0,4545388 0,4852098 0,1099984 24,199997 21 0,5454612 0,5147902 0,1099984
14 0,4108137 0,3992393 0,1166792 28,401968 14 0,5891863 0,6007607 0,1166792
19 0,6558133 0,6955175 0,0875057 13,343086 19 0,3441867 0,3044825 0,0875057
19 0,4246629 0,3928896 0,1263318 29,748732 19 0,5753371 0,6071104 0,1263318
44 0,4333228 0,4436373 0,1256167 28,989173 44 0,5666772 0,5563627 0,1256167



6 0,6471786 0,7149472 0,1892427 29,241194 6 0,3528214 0,2850528 0,1892427
9 0,6210432 0,6462274 0,1665499 26,817768 9 0,3789568 0,3537726 0,1665499
21 0,6945144 0,6834697 0,0955369 13,755931 21 0,3054856 0,3165303 0,0955369
8 0,532591 0,5408816 0,0570053 10,703398 8 0,467409 0,4591184 0,0570053
34 0,5990397 0,6139804 0,1014561 16,936458 34 0,4009603 0,3860196 0,1014561
21 0,4260084 0,4290432 0,0634552 14,895306 21 0,5739916 0,5709568 0,0634552
24 0,309522 0,2909246 0,092984 30,041156 24 0,690478 0,7090754 0,092984
12 0,5459474 0,5631936 0,0721563 13,216709 12 0,4540526 0,4368064 0,0721563
23 0,5359211 0,4833432 0,1367533 25,51743 23 0,4640789 0,5166568 0,1367533
17 0,4507281 0,4608494 0,0855986 18,991181 17 0,5492719 0,5391506 0,0855986
9 0,4256234 0,4309632 0,0908193 21,337943 9 0,5743766 0,5690368 0,0908193
14 0,4762891 0,498288 0,0731151 15,351001 14 0,5237109 0,501712 0,0731151
16 0,4048605 0,405544 0,1222368 30,192334 16 0,5951395 0,594456 0,1222368
15 0,4340983 0,3959961 0,1331804 30,679771 15 0,5659017 0,6040039 0,1331804
22 0,689915 0,734932 0,1250376 18,123625 22 0,310085 0,265068 0,1250376
16 0,3486988 0,3663241 0,0791324 22,693636 16 0,6513012 0,6336759 0,0791324
22 0,4094373 0,4307555 0,1205523 29,443411 22 0,5905627 0,5692445 0,1205523
24 0,4446985 0,4582482 0,1157342 26,025331 24 0,5553015 0,5417518 0,1157342
17 0,4238174 0,4020649 0,088773 20,946055 17 0,5761826 0,5979351 0,088773
16 0,4424362 0,4764271 0,1183617 26,75227 16 0,5575638 0,5235729 0,1183617
23 0,4160052 0,4248074 0,1369875 32,92928 23 0,5839948 0,5751926 0,1369875
23 0,4001006 0,4236906 0,1410935 35,264514 23 0,5998994 0,5763094 0,1410935
26 0,5797118 0,5757445 0,1079078 18,614049 26 0,4202882 0,4242555 0,1079078
17 0,4401242 0,3969144 0,1716544 39,001355 17 0,5598758 0,6030856 0,1716544
40 0,5955949 0,5984654 0,098317 16,507362 40 0,4044051 0,4015346 0,098317
8 0,6071137 0,5999683 0,1263308 20,808428 8 0,3928863 0,4000317 0,1263308
16 0,5221824 0,526597 0,1674697 32,071103 16 0,4778176 0,473403 0,1674697
17 0,3888657 0,3702635 0,1135828 29,208744 17 0,6111343 0,6297365 0,1135828
11 0,415681 0,3961546 0,1309829 31,51044 11 0,584319 0,6038454 0,1309829
5 0,3146142 0,253619 0,0978256 31,093836 5 0,6853858 0,746381 0,0978256
16 0,3622906 0,3524632 0,0874974 24,15116 16 0,6377094 0,6475368 0,0874974
9 0,6602843 0,6492486 0,0938793 14,218012 9 0,3397157 0,3507514 0,0938793
15 0,3880708 0,3844444 0,0915555 23,592472 15 0,6119292 0,6155556 0,0915555
12 0,3448527 0,3278773 0,0874901 25,37028 12 0,6551473 0,6721227 0,0874901
9 0,6385317 0,6093642 0,1107836 17,349737 9 0,3614683 0,3906358 0,1107836
16 0,39302 0,4003712 0,1040357 26,47085 16 0,60698 0,5996288 0,1040357
18 0,3510813 0,3399511 0,1073702 30,582702 18 0,6489187 0,6600489 0,1073702
11 0,4256197 0,4360722 0,0875384 20,567279 11 0,5743803 0,5639278 0,0875384
20 0,3776722 0,3796839 0,1211412 32,075746 20 0,6223278 0,6203161 0,1211412
10 0,4506882 0,4133057 0,1712505 37,997559 10 0,5493118 0,5866943 0,1712505
10 0,5595554 0,5969437 0,1699755 30,376888 10 0,4404446 0,4030563 0,1699755
13 0,4038113 0,4648911 0,1110848 27,509082 13 0,5961887 0,5351089 0,1110848
16 0,3731775 0,3647529 0,0889299 23,830451 16 0,6268225 0,6352471 0,0889299
10 0,4582511 0,4638767 0,0979396 21,37248 10 0,5417489 0,5361233 0,0979396
10 0,3637921 0,3587848 0,053311 14,654255 10 0,6362079 0,6412152 0,053311
24 0,5067027 0,4986646 0,055468 10,946847 24 0,4932973 0,5013354 0,055468
15 0,7701681 0,7879271 0,051133 6,6392015 15 0,2298319 0,2120729 0,051133
11 0,4439493 0,4212693 0,1050702 23,667167 11 0,5560507 0,5787307 0,1050702
10 0,4570346 0,4475909 0,0923453 20,205309 10 0,5429654 0,5524091 0,0923453
13 0,3904358 0,3539199 0,1180439 30,23387 13 0,6095642 0,6460801 0,1180439
12 0,3592133 0,3689072 0,1175962 32,737138 12 0,6407867 0,6310928 0,1175962
9 0,4637141 0,4461198 0,0934283 20,147829 9 0,5362859 0,5538802 0,0934283



14 0,3985014 0,3772819 0,0626817 15,729359 14 0,6014986 0,6227181 0,0626817
23 0,4813305 0,477586 0,1213143 25,203949 23 0,5186695 0,522414 0,1213143
18 0,4091833 0,3786427 0,0950885 23,238619 18 0,5908167 0,6213573 0,0950885
9 0,614224 0,6387338 0,1122889 18,281433 9 0,385776 0,3612662 0,1122889
23 0,5483616 0,4802513 0,1622997 29,597209 23 0,4516384 0,5197487 0,1622997
8 0,4644154 0,4662822 0,0727685 15,668847 8 0,5355846 0,5337178 0,0727685
15 0,3986081 0,3873006 0,0692531 17,373721 15 0,6013919 0,6126994 0,0692531
10 0,4001295 0,3654876 0,1378738 34,457304 10 0,5998705 0,6345124 0,1378738
10 0,5276867 0,4628422 0,1834692 34,768593 10 0,4723133 0,5371578 0,1834692
9 0,3099227 0,3014608 0,0881086 28,429217 9 0,6900773 0,6985392 0,0881086
12 0,4631114 0,4112181 0,2135033 46,101937 12 0,5368886 0,5887819 0,2135033
8 0,4959207 0,5019957 0,0682956 13,771479 8 0,5040793 0,4980043 0,0682956
14 0,4465055 0,4079435 0,152787 34,218387 14 0,5534945 0,5920565 0,152787
12 0,5011543 0,4806525 0,106411 21,233176 12 0,4988457 0,5193475 0,106411
8 0,3965212 0,3856371 0,0869063 21,917181 8 0,6034788 0,6143629 0,0869063
5 0,7245193 0,8359043 0,2266469 31,282387 5 0,2754807 0,1640957 0,2266469
11 0,3593881 0,3334946 0,0867517 24,138711 11 0,6406119 0,6665054 0,0867517
14 0,3840652 0,4016032 0,0638583 16,626937 14 0,6159348 0,5983968 0,0638583
10 0,5380869 0,5600168 0,0873226 16,228352 10 0,4619131 0,4399832 0,0873226
15 0,3884493 0,3397941 0,1311775 33,769534 15 0,6115507 0,6602059 0,1311775
5 0,3059121 0,2862114 0,0525926 17,192075 5 0,6940879 0,7137886 0,0525926
3 0,3596248 0,3748686 0,0532508 14,807313 3 0,6403752 0,6251314 0,0532508
8 0,5080459 0,4279794 0,1654639 32,568681 8 0,4919541 0,5720206 0,1654639
14 0,311933 0,3179392 0,0761948 24,426652 14 0,688067 0,6820608 0,0761948
7 0,3587456 0,3520539 0,0416252 11,602977 7 0,6412544 0,6479461 0,0416252
4 0,4516012 0,4554604 0,0121608 2,6928159 4 0,5483988 0,5445396 0,0121608
9 0,491039 0,4400265 0,1264927 25,760218 9 0,508961 0,5599735 0,1264927
7 0,4971987 0,4825322 0,0705499 14,18948 7 0,5028013 0,5174678 0,0705499
7 0,3525306 0,3531844 0,1247155 35,377221 7 0,6474694 0,6468156 0,1247155
13 0,7037221 0,7964637 0,1761057 25,024889 13 0,2962779 0,2035363 0,1761057
11 0,3848812 0,3158502 0,149616 38,873296 11 0,6151188 0,6841498 0,149616
9 0,3631636 0,3379385 0,091339 25,150923 9 0,6368364 0,6620615 0,091339
9 0,3892112 0,3601871 0,0829717 21,317925 9 0,6107888 0,6398129 0,0829717
9 0,504746 0,5087552 0,1152005 22,823465 9 0,495254 0,4912448 0,1152005
13 0,5101203 0,4984005 0,0682247 13,374245 13 0,4898797 0,5015995 0,0682247
14 0,4288302 0,4059072 0,0766241 17,868174 14 0,5711698 0,5940928 0,0766241
12 0,7059616 0,728326 0,1360916 19,277485 12 0,2940384 0,271674 0,1360916
30 0,4079779 0,4050688 0,0677286 16,60105 30 0,5920221 0,5949312 0,0677286
11 0,4734063 0,4253787 0,1288416 27,215853 11 0,5265937 0,5746213 0,1288416
8 0,719754 0,7455261 0,0927851 12,891224 8 0,280246 0,2544739 0,0927851
9 0,3561591 0,3855448 0,0834638 23,434404 9 0,6438409 0,6144552 0,0834638
14 0,7130331 0,7422998 0,0698546 9,7968185 14 0,2869669 0,2577002 0,0698546
18 0,7757245 0,7826011 0,0297617 3,8366283 18 0,2242755 0,2173989 0,0297617
8 0,3787106 0,3757572 0,0759109 20,044553 8 0,6212894 0,6242428 0,0759109
11 0,6871194 0,6779569 0,0405548 5,9021494 11 0,3128806 0,3220431 0,0405548
7 0,3594367 0,352167 0,1103926 30,712656 7 0,6405633 0,647833 0,1103926
5 0,7422211 0,7346656 0,047331 6,3769416 5 0,2577789 0,2653344 0,047331
6 0,3687573 0,356476 0,1312332 35,587945 6 0,6312427 0,643524 0,1312332
13 0,342469 0,2524896 0,1889145 55,162509 13 0,657531 0,7475104 0,1889145
2 0,3253966 0,3253966 0,0194454 5,9759074 2 0,6746034 0,6746034 0,0194454
7 0,5821544 0,5743233 0,1447289 24,860917 7 0,4178456 0,4256767 0,1447289
17 0,3582779 0,3451113 0,0694502 19,384448 17 0,6417221 0,6548887 0,0694502



11 0,4450134 0,4125357 0,0887355 19,939959 11 0,5549866 0,5874643 0,0887355
11 0,6588 0,6509576 0,0514081 7,803301 11 0,3412 0,3490424 0,0514081
10 0,7992322 0,7976048 0,0665849 8,3311079 10 0,2007678 0,2023952 0,0665849
11 0,4921713 0,4855417 0,0421527 8,5646422 11 0,5078287 0,5144583 0,0421527
9 0,5702816 0,585092 0,0631526 11,073942 9 0,4297184 0,414908 0,0631526
9 0,4688177 0,4555881 0,1241044 26,47178 9 0,5311823 0,5444119 0,1241044
9 0,713414 0,7075802 0,0436432 6,1175123 9 0,286586 0,2924198 0,0436432
7 0,3820936 0,3948158 0,0397838 10,412054 7 0,6179064 0,6051842 0,0397838
8 0,3956214 0,3894279 0,0590916 14,9364 8 0,6043786 0,6105721 0,0590916
17 0,6447667 0,6312172 0,0851264 13,202671 17 0,3552333 0,3687828 0,0851264
5 0,5403695 0,5523517 0,0769148 14,233739 5 0,4596305 0,4476483 0,0769148
7 0,5331539 0,4531537 0,131769 24,715011 7 0,4668461 0,5468463 0,131769
9 0,4430109 0,5079973 0,1339172 30,228866 9 0,5569891 0,4920027 0,1339172
8 0,4213974 0,425278 0,1084401 25,733457 8 0,5786026 0,574722 0,1084401
10 0,604368 0,4805608 0,2132048 35,277315 10 0,395632 0,5194392 0,2132048
5 0,4793992 0,5036607 0,0810977 16,916519 5 0,5206008 0,4963393 0,0810977
5 0,420283 0,4717708 0,1495347 35,579523 5 0,579717 0,5282292 0,1495347
7 0,4436904 0,3653055 0,1748233 39,402096 7 0,5563096 0,6346945 0,1748233
9 0,5618218 0,5749732 0,1551756 27,620081 9 0,4381782 0,4250268 0,1551756
12 0,4647009 0,4648473 0,1589659 34,20823 12 0,5352991 0,5351527 0,1589659
9 0,764395 0,8307094 0,1036564 13,560585 9 0,235605 0,1692906 0,1036564
9 0,3841768 0,3666589 0,1045478 27,213461 9 0,6158232 0,6333411 0,1045478
9 0,4805314 0,5067041 0,0907192 18,878941 9 0,5194686 0,4932959 0,0907192
8 0,3930751 0,3827796 0,0411816 10,476779 8 0,6069249 0,6172204 0,0411816
6 0,4756713 0,468003 0,1398885 29,408655 6 0,5243287 0,531997 0,1398885
14 0,4149584 0,4112764 0,1077728 25,971963 14 0,5850416 0,5887236 0,1077728
10 0,5156386 0,5153597 0,0686563 13,314808 10 0,4843614 0,4846403 0,0686563
11 0,3982295 0,3730763 0,1607607 40,368854 11 0,6017705 0,6269237 0,1607607
12 0,4687697 0,4357316 0,0846926 18,067007 12 0,5312303 0,5642684 0,0846926
8 0,3777504 0,3639403 0,110619 29,283615 8 0,6222496 0,6360597 0,110619
5 0,3991347 0,3928896 0,0894207 22,403631 5 0,6008653 0,6071104 0,0894207
5 0,5448402 0,6074913 0,1424877 26,152207 5 0,4551598 0,3925087 0,1424877
15 0,4028867 0,3740021 0,0931977 23,13248 15 0,5971133 0,6259979 0,0931977
7 0,4009811 0,4111773 0,0493418 12,305278 7 0,5990189 0,5888227 0,0493418
9 0,3853172 0,3662758 0,1068449 27,729063 9 0,6146828 0,6337242 0,1068449
6 0,6391805 0,639442 0,04076 6,3769116 6 0,3608195 0,360558 0,04076
9 0,4687454 0,4931967 0,0886592 18,914155 9 0,5312546 0,5068033 0,0886592
8 0,4986237 0,4939886 0,0977341 19,600773 8 0,5013763 0,5060114 0,0977341
5 0,4035008 0,3395231 0,1306872 32,388322 5 0,5964992 0,6604769 0,1306872
7 0,4473974 0,3553113 0,1764053 39,429221 7 0,5526026 0,6446887 0,1764053
7 0,4463791 0,4811402 0,1979589 44,347702 7 0,5536209 0,5188598 0,1979589
9 0,5897067 0,5642638 0,1139143 19,317106 9 0,4102933 0,4357362 0,1139143
6 0,6741644 0,72054 0,0798222 11,840161 6 0,3258356 0,27946 0,0798222
13 0,8340517 0,7952427 0,0850084 10,192224 13 0,1659483 0,2047573 0,0850084
7 0,3834556 0,3640545 0,1217341 31,746592 7 0,6165444 0,6359455 0,1217341
8 0,5731928 0,5694624 0,070091 12,228169 8 0,4268072 0,4305376 0,070091
8 0,3542601 0,3270561 0,1101818 31,101959 8 0,6457399 0,6729439 0,1101818
7 0,4744194 0,4449465 0,14766 31,124357 7 0,5255806 0,5550535 0,14766
12 0,7811364 0,7931252 0,0381061 4,878292 12 0,2188636 0,2068748 0,0381061
5 0,3884875 0,3905491 0,1054005 27,130988 5 0,6115125 0,6094509 0,1054005
9 0,4440973 0,398361 0,1377089 31,008735 9 0,5559027 0,601639 0,1377089
10 0,5137997 0,406241 0,180071 35,046924 10 0,4862003 0,593759 0,180071



6 0,5607304 0,6162753 0,1165081 20,777915 6 0,4392696 0,3837247 0,1165081
7 0,4904457 0,4957017 0,07163 14,605087 7 0,5095543 0,5042983 0,07163
6 0,6662601 0,6950807 0,084853 12,735714 6 0,3337399 0,3049193 0,084853
2 0,4598274 0,4598274 0,0886628 19,281758 2 0,5401726 0,5401726 0,0886628
10 0,5317603 0,5930102 0,1291616 24,289434 10 0,4682397 0,4069898 0,1291616
10 0,7929303 0,8155443 0,0613596 7,7383371 10 0,2070697 0,1844557 0,0613596
9 0,3551522 0,342731 0,0456611 12,856757 9 0,6448478 0,657269 0,0456611
5 0,4073224 0,367953 0,064934 15,941673 5 0,5926776 0,632047 0,064934
6 0,3536246 0,3778179 0,1155795 32,684237 6 0,6463754 0,6221821 0,1155795
6 0,5283863 0,5225862 0,171167 32,3943 6 0,4716137 0,4774138 0,171167
13 0,4312726 0,4313594 0,0415087 9,6246955 13 0,5687274 0,5686406 0,0415087
10 0,7286889 0,7397932 0,0621516 8,5292329 10 0,2713111 0,2602068 0,0621516
6 0,4631501 0,4734742 0,067675 14,611885 6 0,5368499 0,5265258 0,067675
2 0,452953 0,452953 0,1358982 30,002706 2 0,547047 0,547047 0,1358982
4 0,3841896 0,3446641 0,0922044 23,999713 4 0,6158104 0,6553359 0,0922044
10 0,7231478 0,7386321 0,0644087 8,9067066 10 0,2768522 0,2613679 0,0644087
7 0,5884358 0,5631829 0,1033293 17,559995 7 0,4115642 0,4368171 0,1033293
9 0,4350733 0,4562902 0,0678964 15,605746 9 0,5649267 0,5437098 0,0678964
4 0,4294876 0,4348043 0,0565514 13,167185 4 0,5705124 0,5651957 0,0565514
8 0,3827537 0,3300527 0,1016841 26,566452 8 0,6172463 0,6699473 0,1016841
4 0,3896789 0,3746444 0,0468695 12,02772 4 0,6103211 0,6253556 0,0468695
5 0,7206695 0,7264307 0,0623044 8,6453545 5 0,2793305 0,2735693 0,0623044
4 0,450087 0,4544483 0,0783407 17,405671 4 0,549913 0,5455517 0,0783407
6 0,3081832 0,294125 0,0536429 17,406171 6 0,6918168 0,705875 0,0536429
10 0,5366907 0,5489771 0,0970219 18,077815 10 0,4633093 0,4510229 0,0970219
9 0,6863981 0,6865176 0,058904 8,5816044 9 0,3136019 0,3134824 0,058904
6 0,4114598 0,4372464 0,0964943 23,451685 6 0,5885402 0,5627536 0,0964943
8 0,4001694 0,3973627 0,063013 15,746586 8 0,5998306 0,6026373 0,063013
6 0,3576663 0,3478736 0,0797472 22,296538 6 0,6423337 0,6521264 0,0797472
6 0,7814857 0,775742 0,0192311 2,4608433 6 0,2185143 0,224258 0,0192311
6 0,4543764 0,4076921 0,145382 31,995931 6 0,5456236 0,5923079 0,145382
5 0,3651962 0,3935234 0,086776 23,761471 5 0,6348038 0,6064766 0,086776
6 0,3843445 0,3981159 0,0553999 14,414137 6 0,6156555 0,6018841 0,0553999
17 0,6806306 0,6902697 0,0849958 12,487801 17 0,3193694 0,3097303 0,0849958
4 0,7617483 0,7642164 0,092919 12,198117 4 0,2382517 0,2357836 0,092919
9 0,8195139 0,8407986 0,0570004 6,9553917 9 0,1804861 0,1592014 0,0570004
2 0,4093393 0,4093393 0,0159684 3,9010282 2 0,5906607 0,5906607 0,0159684
7 0,6121268 0,6238554 0,0482753 7,8864913 7 0,3878732 0,3761446 0,0482753
5 0,7068349 0,7427858 0,0681424 9,6405004 5 0,2931651 0,2572142 0,0681424
7 0,4633377 0,4369568 0,0810804 17,499195 7 0,5366623 0,5630432 0,0810804
12 0,7044418 0,6883223 0,0644967 9,1557134 12 0,2955582 0,3116777 0,0644967
10 0,4515148 0,4570323 0,0637966 14,129469 10 0,5484852 0,5429677 0,0637966
4 0,5783428 0,6061177 0,1765401 30,525166 4 0,4216572 0,3938823 0,1765401
8 0,5169367 0,4883807 0,0749522 14,4993 8 0,4830633 0,5116193 0,0749522
13 0,473441 0,4837286 0,1127309 23,810973 13 0,526559 0,5162714 0,1127309
5 0,3255289 0,2626804 0,1272553 39,091849 5 0,6744711 0,7373196 0,1272553
8 0,3629865 0,3571607 0,0935893 25,783122 8 0,6370135 0,6428393 0,0935893
5 0,4517149 0,4513819 0,1134799 25,122011 5 0,5482851 0,5486181 0,1134799
4 0,4622794 0,5017021 0,0868638 18,790323 4 0,5377206 0,4982979 0,0868638
2 0,4605468 0,4605468 0,0256928 5,578762 2 0,5394532 0,5394532 0,0256928
5 0,4084135 0,3078273 0,1860223 45,547534 5 0,5915865 0,6921727 0,1860223
4 0,4385088 0,4456991 0,0453279 10,336825 4 0,5614912 0,5543009 0,0453279



7 0,3242178 0,3577544 0,0818661 25,250331 7 0,6757822 0,6422456 0,0818661
4 0,5281751 0,55825 0,0841233 15,927161 4 0,4718249 0,44175 0,0841233
7 0,3661802 0,3950625 0,0691101 18,873243 7 0,6338198 0,6049375 0,0691101
9 0,4546337 0,4470248 0,0409646 9,0104543 9 0,5453663 0,5529752 0,0409646
4 0,4563044 0,4330001 0,1048184 22,971154 4 0,5436956 0,5669999 0,1048184
6 0,4545203 0,4248484 0,073094 16,081577 6 0,5454797 0,5751516 0,073094
4 0,3509712 0,3258593 0,1202394 34,259036 4 0,6490288 0,6741407 0,1202394
7 0,4006615 0,3553784 0,0905706 22,605262 7 0,5993385 0,6446216 0,0905706
6 0,3925665 0,3447781 0,1399016 35,637697 6 0,6074335 0,6552219 0,1399016
5 0,4059241 0,3772428 0,0864963 21,308484 5 0,5940759 0,6227572 0,0864963
5 0,706226 0,7002993 0,060018 8,4984072 5 0,293774 0,2997007 0,060018
5 0,3774761 0,400595 0,0894814 23,70517 5 0,6225239 0,599405 0,0894814
14 0,4266611 0,4185145 0,0880124 20,628166 14 0,5733389 0,5814855 0,0880124
6 0,4452194 0,471963 0,0648586 14,567794 6 0,5547806 0,528037 0,0648586
7 0,5573006 0,5420804 0,0881115 15,810411 7 0,4426994 0,4579196 0,0881115
3 0,5353676 0,5035038 0,0568844 10,625303 3 0,4646324 0,4964962 0,0568844
4 0,5771855 0,5972121 0,1100556 19,067632 4 0,4228145 0,4027879 0,1100556
5 0,3993672 0,3693518 0,12412 31,079173 5 0,6006328 0,6306482 0,12412
4 0,4236336 0,4362325 0,1044184 24,648283 4 0,5763664 0,5637675 0,1044184
6 0,5298073 0,5689129 0,0883599 16,677742 6 0,4701927 0,4310871 0,0883599
4 0,3685041 0,3619578 0,0661401 17,948275 4 0,6314959 0,6380422 0,0661401
5 0,4449399 0,4530455 0,114292 25,687058 5 0,5550601 0,5469545 0,114292
9 0,4667495 0,4283442 0,0775963 16,62484 9 0,5332505 0,5716558 0,0775963
6 0,3527935 0,3495524 0,1498008 42,461317 6 0,6472065 0,6504476 0,1498008
5 0,5252922 0,5448284 0,0936096 17,820487 5 0,4747078 0,4551716 0,0936096
5 0,5207053 0,5356977 0,1158159 22,242129 5 0,4792947 0,4643023 0,1158159
5 0,4778207 0,4175665 0,1313666 27,492869 5 0,5221793 0,5824335 0,1313666
9 0,350483 0,3336164 0,0762853 21,765758 9 0,649517 0,6663836 0,0762853
4 0,4443971 0,4857418 0,1237366 27,843711 4 0,5556029 0,5142582 0,1237366
6 0,4424386 0,4122311 0,1293755 29,241454 6 0,5575614 0,5877689 0,1293755
4 0,4428857 0,3524843 0,2010655 45,398951 4 0,5571143 0,6475157 0,2010655
4 0,3620905 0,3748618 0,0630357 17,408813 4 0,6379095 0,6251382 0,0630357
5 0,7647153 0,7535607 0,0576804 7,5427335 5 0,2352847 0,2464393 0,0576804
6 0,3832675 0,3658764 0,0673967 17,584762 6 0,6167325 0,6341236 0,0673967
6 0,6468205 0,6519874 0,095933 14,831476 6 0,3531795 0,3480126 0,095933
2 0,6669785 0,6669785 0,0901382 13,514416 2 0,3330215 0,3330215 0,0901382
8 0,4030277 0,3967673 0,1120703 27,807103 8 0,5969723 0,6032327 0,1120703
5 0,4543048 0,4247877 0,1261022 27,757178 5 0,5456952 0,5752123 0,1261022
8 0,440981 0,4238589 0,0964587 21,873657 8 0,559019 0,5761411 0,0964587
5 0,4106951 0,4078095 0,0323741 7,8827572 5 0,5893049 0,5921905 0,0323741
5 0,4947383 0,502618 0,0276629 5,591418 5 0,5052617 0,497382 0,0276629
7 0,4669261 0,4807321 0,0481649 10,315307 7 0,5330739 0,5192679 0,0481649
12 0,4545987 0,4515619 0,127568 28,061664 12 0,5454013 0,5484381 0,127568
2 0,5262102 0,5262102 0,0773698 14,703213 2 0,4737898 0,4737898 0,0773698
4 0,3834205 0,3840781 0,0325174 8,4808621 4 0,6165795 0,6159219 0,0325174
5 0,4744182 0,4641419 0,0708885 14,942193 5 0,5255818 0,5358581 0,0708885
6 0,4616675 0,4176238 0,116453 25,224438 6 0,5383325 0,5823762 0,116453
4 0,3199002 0,3198921 0,0089726 2,8048033 4 0,6800998 0,6801079 0,0089726
9 0,4087406 0,4154895 0,0299642 7,3308622 9 0,5912594 0,5845105 0,0299642
10 0,6265659 0,6485809 0,1079225 17,22445 10 0,3734341 0,3514191 0,1079225
4 0,6551748 0,6712737 0,1891933 28,876766 4 0,3448252 0,3287263 0,1891933
6 0,3264665 0,2986133 0,1447383 44,334815 6 0,6735335 0,7013867 0,1447383



4 0,3883033 0,3914547 0,0721288 18,575368 4 0,6116967 0,6085453 0,0721288
3 0,3415382 0,3423609 0,0886117 25,944896 3 0,6584618 0,6576391 0,0886117
5 0,3333318 0,305322 0,0694557 20,836809 5 0,6666682 0,694678 0,0694557
7 0,7633603 0,7769169 0,0502394 6,5813496 7 0,2366397 0,2230831 0,0502394
4 0,4895901 0,4165072 0,1990589 40,658282 4 0,5104099 0,5834928 0,1990589
7 0,3393193 0,3449732 0,0773262 22,788609 7 0,6606807 0,6550268 0,0773262
5 0,6205106 0,6534565 0,0744443 11,997261 5 0,3794894 0,3465435 0,0744443
6 0,5988431 0,596635 0,159842 26,691794 6 0,4011569 0,403365 0,159842
3 0,4135187 0,4271857 0,0831682 20,112325 3 0,5864813 0,5728143 0,0831682
4 0,7012989 0,7201482 0,0590174 8,4154438 4 0,2987011 0,2798518 0,0590174
6 0,5086359 0,4929929 0,0594492 11,687966 6 0,4913641 0,5070071 0,0594492
5 0,3436359 0,3379044 0,0758741 22,079781 5 0,6563641 0,6620956 0,0758741
6 0,4119929 0,3786392 0,1015986 24,660275 6 0,5880071 0,6213608 0,1015986
3 0,7092626 0,7400506 0,0600145 8,4615325 3 0,2907374 0,2599494 0,0600145
5 0,4156904 0,4117931 0,0611659 14,714281 5 0,5843096 0,5882069 0,0611659
5 0,4200484 0,4289589 0,0683796 16,278984 5 0,5799516 0,5710411 0,0683796
4 0,4897311 0,4669602 0,1834966 37,468849 4 0,5102689 0,5330398 0,1834966
6 0,4897491 0,503586 0,0387802 7,9183882 6 0,5102509 0,496414 0,0387802
4 0,4037994 0,3643696 0,1152718 28,546794 4 0,5962006 0,6356304 0,1152718
4 0,5445192 0,5515784 0,045718 8,396037 4 0,4554808 0,4484216 0,045718
4 0,4974412 0,5083189 0,1209224 24,308894 4 0,5025588 0,4916811 0,1209224
3 0,3593233 0,3518993 0,1242436 34,577099 3 0,6406767 0,6481007 0,1242436
4 0,5060545 0,5190642 0,1273137 25,158106 4 0,4939455 0,4809358 0,1273137
7 0,4505456 0,4764581 0,0922237 20,46933 7 0,5494544 0,5235419 0,0922237
5 0,5123979 0,5136664 0,1518779 29,640609 5 0,4876021 0,4863336 0,1518779
4 0,4539084 0,4397638 0,0935403 20,60774 4 0,5460916 0,5602362 0,0935403
4 0,501364 0,4937505 0,04416 8,8079692 4 0,498636 0,5062495 0,04416
8 0,4272034 0,4312293 0,0843044 19,734023 8 0,5727966 0,5687707 0,0843044
4 0,4273427 0,4223864 0,0966649 22,619996 4 0,5726573 0,5776136 0,0966649
3 0,3639977 0,3294128 0,0671962 18,46062 3 0,6360023 0,6705872 0,0671962
3 0,3926073 0,3994864 0,067012 17,06845 3 0,6073927 0,6005136 0,067012
4 0,4581787 0,417137 0,1265142 27,612418 4 0,5418213 0,582863 0,1265142
6 0,8357162 0,8377429 0,0116488 1,3938682 6 0,1642838 0,1622571 0,0116488
4 0,4880125 0,4566552 0,0746983 15,306631 4 0,5119875 0,5433448 0,0746983
6 0,469628 0,4616345 0,0703539 14,980781 6 0,530372 0,5383655 0,0703539
8 0,5708312 0,5558265 0,039209 6,8687633 8 0,4291688 0,4441735 0,039209
4 0,6548052 0,6552495 0,0230095 3,5139501 4 0,3451948 0,3447505 0,0230095
5 0,3677567 0,3619911 0,0575082 15,637559 5 0,6322433 0,6380089 0,0575082
3 0,526427 0,4869071 0,1369292 26,011051 3 0,473573 0,5130929 0,1369292
7 0,7177627 0,733442 0,0655441 9,1317231 7 0,2822373 0,266558 0,0655441
4 0,3342325 0,3339654 0,0469056 14,033809 4 0,6657675 0,6660346 0,0469056
6 0,4822978 0,5196707 0,1419465 29,431298 6 0,5177022 0,4803293 0,1419465
4 0,4951669 0,4934942 0,0559401 11,297216 4 0,5048331 0,5065058 0,0559401
6 0,451927 0,4320179 0,0621097 13,743308 6 0,548073 0,5679821 0,0621097
3 0,3537843 0,3404373 0,0903667 25,542869 3 0,6462157 0,6595627 0,0903667
7 0,4666824 0,4940462 0,1180642 25,298612 7 0,5333176 0,5059538 0,1180642
4 0,7543813 0,7487283 0,0387268 5,1335883 4 0,2456187 0,2512717 0,0387268
4 0,5599756 0,552676 0,0261664 4,6727712 4 0,4400244 0,447324 0,0261664
6 0,5219617 0,5310253 0,0529295 10,140491 6 0,4780383 0,4689747 0,0529295
2 0,3826826 0,3826826 0,1035508 27,059196 2 0,6173174 0,6173174 0,1035508
6 0,4918753 0,4924125 0,0409609 8,3274995 6 0,5081247 0,5075875 0,0409609
3 0,4590213 0,4566567 0,032611 7,1044707 3 0,5409787 0,5433433 0,032611



10 0,5913373 0,5923577 0,0174957 2,9586678 10 0,4086627 0,4076423 0,0174957
3 0,3992021 0,3754694 0,0792457 19,851022 3 0,6007979 0,6245306 0,0792457
7 0,7633394 0,7933442 0,0990309 12,973373 7 0,2366606 0,2066558 0,0990309
3 0,4755579 0,4876162 0,0687341 14,453359 3 0,5244421 0,5123838 0,0687341
3 0,4632686 0,4702436 0,1226146 26,467277 3 0,5367314 0,5297564 0,1226146
3 0,5814233 0,5986321 0,1845444 31,740114 3 0,4185767 0,4013679 0,1845444
3 0,5611396 0,5122463 0,1311364 23,36966 3 0,4388604 0,4877537 0,1311364
11 0,5951378 0,6923208 0,1623033 27,27155 11 0,4048622 0,3076792 0,1623033
5 0,5138092 0,4704056 0,1114875 21,698238 5 0,4861908 0,5295944 0,1114875
5 0,7389858 0,7620011 0,0663582 8,9796279 5 0,2610142 0,2379989 0,0663582
3 0,3182052 0,3418408 0,0679725 21,361224 3 0,6817948 0,6581592 0,0679725
3 0,3853241 0,372984 0,079648 20,670379 3 0,6146759 0,627016 0,079648
4 0,5386244 0,5193309 0,1174647 21,80828 4 0,4613756 0,4806691 0,1174647
6 0,7542619 0,7599175 0,0477773 6,3343057 6 0,2457381 0,2400825 0,0477773
7 0,4121186 0,4096934 0,0736533 17,871869 7 0,5878814 0,5903066 0,0736533
3 0,3874031 0,360218 0,0598872 15,458633 3 0,6125969 0,639782 0,0598872
3 0,7248306 0,8417427 0,2208218 30,46529 3 0,2751694 0,1582573 0,2208218
3 0,4795928 0,4435523 0,0841194 17,539764 3 0,5204072 0,5564477 0,0841194
3 0,3295532 0,3466622 0,039081 11,85879 3 0,6704468 0,6533378 0,039081
3 0,4792835 0,4642435 0,0910349 18,993949 3 0,5207165 0,5357565 0,0910349
5 0,6313213 0,6913352 0,1319161 20,895244 5 0,3686787 0,3086648 0,1319161
3 0,4151224 0,3820903 0,1050345 25,30205 3 0,5848776 0,6179097 0,1050345
4 0,3840692 0,3740776 0,0281388 7,3264922 4 0,6159308 0,6259224 0,0281388
4 0,7500149 0,7842769 0,0765286 10,203615 4 0,2499851 0,2157231 0,0765286
3 0,5143255 0,4426754 0,1379132 26,81439 3 0,4856745 0,5573246 0,1379132
3 0,4290758 0,3982302 0,1592483 37,11425 3 0,5709242 0,6017698 0,1592483
6 0,3859043 0,3820999 0,0364833 9,4539825 6 0,6140957 0,6179001 0,0364833
3 0,4173479 0,4218752 0,042699 10,23103 3 0,5826521 0,5781248 0,042699
5 0,3983684 0,3771026 0,084619 21,241386 5 0,6016316 0,6228974 0,084619
5 0,462335 0,439114 0,0569171 12,310792 5 0,537665 0,560886 0,0569171
3 0,4206173 0,4217579 0,0428455 10,186342 3 0,5793827 0,5782421 0,0428455
4 0,3868266 0,3936962 0,022737 5,8778379 4 0,6131734 0,6063038 0,022737
3 0,4618283 0,4109522 0,0942219 20,401937 3 0,5381717 0,5890478 0,0942219
3 0,3963606 0,3379692 0,1917425 48,37576 3 0,6036394 0,6620308 0,1917425
5 0,4668705 0,4575962 0,0357561 7,6586683 5 0,5331295 0,5424038 0,0357561
3 0,3791204 0,3782703 0,1103145 29,097489 3 0,6208796 0,6217297 0,1103145
3 0,4927186 0,4987212 0,0220953 4,4843742 3 0,5072814 0,5012788 0,0220953
3 0,5145889 0,5431729 0,0960384 18,66313 3 0,4854111 0,4568271 0,0960384
4 0,5436622 0,5511021 0,082347 15,146725 4 0,4563378 0,4488979 0,082347
4 0,791467 0,8223175 0,1431835 18,090895 4 0,208533 0,1776825 0,1431835
3 0,8133761 0,8244334 0,029604 3,6396408 3 0,1866239 0,1755666 0,029604
2 0,5087936 0,5087936 0,0065576 1,2888621 2 0,4912064 0,4912064 0,0065576
2 0,727952 0,727952 0,0443546 6,0930693 2 0,272048 0,272048 0,0443546
3 0,4146676 0,4373927 0,1176532 28,372886 3 0,5853324 0,5626073 0,1176532
4 0,5123114 0,5002952 0,0961693 18,771644 4 0,4876886 0,4997048 0,0961693
3 0,348002 0,3541577 0,0305479 8,7780881 3 0,651998 0,6458423 0,0305479
3 0,709961 0,8148952 0,192393 27,099098 3 0,290039 0,1851048 0,192393
3 0,5322955 0,4774887 0,1602749 30,110139 3 0,4677045 0,5225113 0,1602749
3 0,4102123 0,3897612 0,0803307 19,582721 3 0,5897877 0,6102388 0,0803307
3 0,5937254 0,5986949 0,0719342 12,115736 3 0,4062746 0,4013051 0,0719342
2 0,5901483 0,5901483 0,1490115 25,249838 2 0,4098517 0,4098517 0,1490115
4 0,3647 0,3577868 0,0450733 12,359016 4 0,6353 0,6422132 0,0450733



4 0,7405025 0,7518416 0,056922 7,6869442 4 0,2594975 0,2481584 0,056922
5 0,3806907 0,3491816 0,114701 30,129708 5 0,6193093 0,6508184 0,114701
2 0,6063356 0,6063356 0,0288533 4,7586334 2 0,3936644 0,3936644 0,0288533
5 0,3615283 0,3598125 0,0387637 10,72217 5 0,6384717 0,6401875 0,0387637
3 0,4736671 0,4268274 0,1400738 29,572205 3 0,5263329 0,5731726 0,1400738
2 0,6284754 0,6284754 0,1063948 16,929036 2 0,3715246 0,3715246 0,1063948
2 0,5288283 0,5288283 0,1895612 35,845502 2 0,4711717 0,4711717 0,1895612
3 0,3722152 0,3591885 0,0372494 10,007489 3 0,6277848 0,6408115 0,0372494
3 0,7336665 0,7668228 0,0794076 10,823396 3 0,2663335 0,2331772 0,0794076
5 0,6451399 0,6462935 0,0561217 8,6991455 5 0,3548601 0,3537065 0,0561217
3 0,4941767 0,4788032 0,0272641 5,5170774 3 0,5058233 0,5211968 0,0272641
4 0,4952084 0,4811748 0,0766081 15,469871 4 0,5047916 0,5188252 0,0766081
4 0,6303828 0,6684928 0,1335041 21,178252 4 0,3696172 0,3315072 0,1335041
2 0,3195239 0,3195239 0,0985578 30,845199 2 0,6804761 0,6804761 0,0985578
3 0,3203539 0,3136868 0,0416622 13,005055 3 0,6796461 0,6863132 0,0416622
5 0,3536914 0,3496158 0,0177138 5,0082534 5 0,6463086 0,6503842 0,0177138
4 0,6770173 0,7118558 0,0952866 14,074465 4 0,3229827 0,2881442 0,0952866
3 0,8003071 0,8233952 0,0488069 6,0985223 3 0,1996929 0,1766048 0,0488069
3 0,777213 0,8602597 0,1608628 20,69739 3 0,222787 0,1397403 0,1608628
3 0,364749 0,3932785 0,0596482 16,353208 3 0,635251 0,6067215 0,0596482
2 0,2256494 0,2256494 0,221615 98,212097 2 0,7743506 0,7743506 0,221615
3 0,4176838 0,3723606 0,1056932 25,304586 3 0,5823162 0,6276394 0,1056932
3 0,327785 0,3413787 0,033383 10,184422 3 0,672215 0,6586213 0,033383
4 0,4846589 0,4888634 0,0651072 13,433615 4 0,5153411 0,5111366 0,0651072
5 0,4688394 0,4688285 0,0264623 5,6442156 5 0,5311606 0,5311715 0,0264623
3 0,8557003 0,8602811 0,0296919 3,4698934 3 0,1442997 0,1397189 0,0296919
5 0,663837 0,7152491 0,1177474 17,737393 5 0,336163 0,2847509 0,1177474
7 0,7847486 0,7715363 0,0572364 7,2936025 7 0,2152514 0,2284637 0,0572364
3 0,3525366 0,3483468 0,0487932 13,840617 3 0,6474634 0,6516532 0,0487932
3 0,8260503 0,8130739 0,0270778 3,2779842 3 0,1739497 0,1869261 0,0270778
4 0,5420289 0,5435655 0,2103478 38,807498 4 0,4579711 0,4564345 0,2103478
7 0,3932457 0,360234 0,1170112 29,755253 7 0,6067543 0,639766 0,1170112
5 0,4857408 0,4569953 0,0708051 14,576727 5 0,5142592 0,5430047 0,0708051
2 0,317303 0,317303 0,17844 56,236452 2 0,682697 0,682697 0,17844
3 0,5393108 0,5791277 0,0977089 18,11736 3 0,4606892 0,4208723 0,0977089
4 0,7026398 0,7015382 0,0502888 7,1571215 4 0,2973602 0,2984618 0,0502888
4 0,5173599 0,4925496 0,136983 26,477308 4 0,4826401 0,5074504 0,136983
3 0,3346211 0,3369467 0,0215119 6,4287338 3 0,6653789 0,6630533 0,0215119
4 0,5138107 0,4761955 0,1224547 23,832654 4 0,4861893 0,5238045 0,1224547
3 0,5040215 0,5793711 0,1393006 27,637838 3 0,4959785 0,4206289 0,1393006
4 0,7230605 0,7998643 0,1772807 24,518094 4 0,2769395 0,2001357 0,1772807
5 0,5238608 0,3706992 0,2642023 50,433677 5 0,4761392 0,6293008 0,2642023
3 0,3935406 0,4008325 0,0904971 22,995628 3 0,6064594 0,5991675 0,0904971
2 0,4863432 0,4863432 0,009667 1,9876904 2 0,5136568 0,5136568 0,009667
3 0,8119544 0,8069452 0,0294369 3,6254392 3 0,1880456 0,1930548 0,0294369
3 0,4493598 0,4431053 0,0415872 9,2547648 3 0,5506402 0,5568947 0,0415872
3 0,449064 0,4324282 0,0540756 12,041847 3 0,550936 0,5675718 0,0540756
3 0,4630586 0,3984054 0,1262726 27,269238 3 0,5369414 0,6015946 0,1262726
3 0,4731882 0,4830624 0,0518288 10,953104 3 0,5268118 0,5169376 0,0518288
3 0,4868391 0,4413985 0,1928581 39,61435 3 0,5131609 0,5586015 0,1928581
3 0,652981 0,6008082 0,0933531 14,296455 3 0,347019 0,3991918 0,0933531
3 0,3878482 0,4347318 0,0990488 25,538027 3 0,6121518 0,5652682 0,0990488



3 0,3981425 0,4184565 0,0864407 21,710985 3 0,6018575 0,5815435 0,0864407
6 0,7450398 0,7523779 0,0814164 10,927792 6 0,2549602 0,2476221 0,0814164
2 0,3302837 0,3302837 0,0362516 10,975893 2 0,6697163 0,6697163 0,0362516
3 0,3380524 0,3482958 0,0523327 15,480642 3 0,6619476 0,6517042 0,0523327
4 0,6908732 0,6952294 0,0673186 9,7439822 4 0,3091268 0,3047706 0,0673186
3 0,4754409 0,46151 0,0882391 18,559426 3 0,5245591 0,53849 0,0882391
3 0,5382287 0,5771717 0,0925765 17,200214 3 0,4617713 0,4228283 0,0925765
2 0,3143356 0,3143356 0,042041 13,374552 2 0,6856644 0,6856644 0,042041
6 0,4474684 0,4294683 0,0538841 12,041989 6 0,5525316 0,5705317 0,0538841
3 0,5152728 0,5446805 0,187119 36,314559 3 0,4847272 0,4553195 0,187119
2 0,5739146 0,5739146 0,0943617 16,441771 2 0,4260854 0,4260854 0,0943617
4 0,7954878 0,7922778 0,026636 3,3483915 4 0,2045122 0,2077222 0,026636
4 0,4989633 0,5168213 0,06723 13,473936 4 0,5010367 0,4831787 0,06723
2 0,7080469 0,7080469 0,0499909 7,0603896 2 0,2919531 0,2919531 0,0499909
3 0,6255405 0,6249503 0,0794525 12,701414 3 0,3744595 0,3750497 0,0794525
2 0,3680915 0,3680915 0,2175845 59,111517 2 0,6319085 0,6319085 0,2175845
2 0,6173093 0,6173093 0,2976406 48,215805 2 0,3826907 0,3826907 0,2976406
3 0,5376281 0,5967051 0,1256468 23,370572 3 0,4623719 0,4032949 0,1256468
4 0,5699675 0,5274505 0,1955398 34,307189 4 0,4300325 0,4725495 0,1955398
2 0,4930647 0,4930647 0,1891657 38,365289 2 0,5069353 0,5069353 0,1891657
4 0,3778028 0,371613 0,0306095 8,1019666 4 0,6221972 0,628387 0,0306095
3 0,3325959 0,3525023 0,060948 18,32495 3 0,6674041 0,6474977 0,060948
2 0,549557 0,549557 0,2992561 54,454063 2 0,450443 0,450443 0,2992561
3 0,5396495 0,554786 0,1083103 20,070491 3 0,4603505 0,445214 0,1083103
5 0,7097073 0,7525667 0,1080111 15,219104 5 0,2902927 0,2474333 0,1080111
8 0,4204728 0,4016203 0,0805271 19,151563 8 0,5795272 0,5983797 0,0805271
2 0,3914326 0,3914326 0,0754731 19,281243 2 0,6085674 0,6085674 0,0754731
3 0,4009634 0,4030033 0,0064468 1,6078197 3 0,5990366 0,5969967 0,0064468
3 0,3570236 0,3655734 0,0212915 5,963623 3 0,6429764 0,6344266 0,0212915
2 0,4273673 0,4273673 0,2580626 60,384254 2 0,5726327 0,5726327 0,2580626
3 0,5361879 0,537333 0,0045343 0,8456592 3 0,4638121 0,462667 0,0045343
2 0,2555712 0,2555712 0,022467 8,7908949 2 0,7444288 0,7444288 0,022467
2 0,383461 0,383461 0,0068405 1,7838738 2 0,616539 0,616539 0,0068405
3 0,681015 0,653759 0,0546988 8,0319572 3 0,318985 0,346241 0,0546988
2 0,5484225 0,5484225 0,1476231 26,917771 2 0,4515775 0,4515775 0,1476231
2 0,5829257 0,5829257 0,0368408 6,3199792 2 0,4170743 0,4170743 0,0368408
3 0,7122207 0,7282105 0,0471393 6,618633 3 0,2877793 0,2717895 0,0471393
2 0,3461576 0,3461576 0,0970819 28,045571 2 0,6538424 0,6538424 0,0970819
3 0,7850098 0,7946237 0,0228808 2,9147174 3 0,2149902 0,2053763 0,0228808
2 0,273502 0,273502 0,0788562 28,832045 2 0,726498 0,726498 0,0788562
3 0,4200999 0,42221 0,1434938 34,15707 3 0,5799001 0,57779 0,1434938
2 0,363331 0,363331 0,1464363 40,303837 2 0,636669 0,636669 0,1464363
3 0,4671131 0,4307524 0,0812072 17,384903 3 0,5328869 0,5692476 0,0812072
3 0,3744749 0,3809851 0,0820996 21,923924 3 0,6255251 0,6190149 0,0820996
2 0,6797185 0,6797185 0,0860407 12,658292 2 0,3202815 0,3202815 0,0860407
2 0,5208674 0,5208674 0,2088449 40,09559 2 0,4791326 0,4791326 0,2088449
3 0,4104822 0,4094548 0,0068373 1,6656699 3 0,5895178 0,5905452 0,0068373
3 0,4618976 0,462838 0,0024339 0,5269289 3 0,5381024 0,537162 0,0024339
3 0,4098866 0,394422 0,084396 20,590081 3 0,5901134 0,605578 0,084396
4 0,4521206 0,4149807 0,1007608 22,286268 4 0,5478794 0,5850193 0,1007608
3 0,6996678 0,6848073 0,0265132 3,7894025 3 0,3003322 0,3151927 0,0265132
4 0,6789695 0,6764029 0,0870188 12,816303 4 0,3210305 0,3235971 0,0870188



2 0,3720141 0,3720141 0,0086552 2,3265873 2 0,6279859 0,6279859 0,0086552
3 0,4350743 0,4013195 0,060814 13,977842 3 0,5649257 0,5986805 0,060814
2 0,3651919 0,3651919 0,0845992 23,165673 2 0,6348081 0,6348081 0,0845992
2 0,3938301 0,3938301 0,0417557 10,602467 2 0,6061699 0,6061699 0,0417557
2 0,7006014 0,7006014 0,0678648 9,6866435 2 0,2993986 0,2993986 0,0678648
3 0,3436207 0,3114682 0,1145768 33,343964 3 0,6563793 0,6885318 0,1145768
2 0,6049353 0,6049353 0,137739 22,769216 2 0,3950647 0,3950647 0,137739
2 0,8126442 0,8126442 0,0147581 1,816057 2 0,1873558 0,1873558 0,0147581
2 0,3947256 0,3947256 0,0797451 20,202672 2 0,6052744 0,6052744 0,0797451
2 0,4705446 0,4705446 0,0298283 6,3391016 2 0,5294554 0,5294554 0,0298283
4 0,418699 0,4209118 0,0195693 4,673841 4 0,581301 0,5790882 0,0195693
2 0,4723696 0,4723696 0,0775931 16,426352 2 0,5276304 0,5276304 0,0775931
3 0,470896 0,4368997 0,1900535 40,359977 3 0,529104 0,5631003 0,1900535
2 0,3326496 0,3326496 0,0157559 4,7364957 2 0,6673504 0,6673504 0,0157559
3 0,42843 0,435913 0,0442058 10,318101 3 0,57157 0,564087 0,0442058
3 0,5382651 0,5999317 0,1454639 27,02459 3 0,4617349 0,4000683 0,1454639
2 0,3989948 0,3989948 0,1115753 27,964089 2 0,6010052 0,6010052 0,1115753
2 0,5000282 0,5000282 0,0315347 6,3065934 2 0,4999718 0,4999718 0,0315347
4 0,3449255 0,3496728 0,0479205 13,892989 4 0,6550745 0,6503272 0,0479205
2 0,7442101 0,7442101 0,096663 12,988667 2 0,2557899 0,2557899 0,096663
2 0,6670056 0,6670056 0,0696098 10,436162 2 0,3329944 0,3329944 0,0696098
3 0,5163588 0,5380376 0,096699 18,727089 3 0,4836412 0,4619624 0,096699
2 0,3635763 0,3635763 0,0121181 3,3330189 2 0,6364237 0,6364237 0,0121181
3 0,5524389 0,5603033 0,1311129 23,733458 3 0,4475611 0,4396967 0,1311129
2 0,3123199 0,3123199 0,0855123 27,379713 2 0,6876801 0,6876801 0,0855123
3 0,2987841 0,3194516 0,0997717 33,392586 3 0,7012159 0,6805484 0,0997717
2 0,4965007 0,4965007 0,0887533 17,875765 2 0,5034993 0,5034993 0,0887533
3 0,469743 0,471987 0,0059521 1,2671056 3 0,530257 0,528013 0,0059521
2 0,515535 0,515535 0,0077783 1,5087845 2 0,484465 0,484465 0,0077783
2 0,3943872 0,3943872 0,0020046 0,5082869 2 0,6056128 0,6056128 0,0020046
3 0,7177799 0,6969917 0,049337 6,8735522 3 0,2822201 0,3030083 0,049337
2 0,7468367 0,7468367 0,0228205 3,0556209 2 0,2531633 0,2531633 0,0228205
3 0,5010564 0,5025348 0,0130637 2,6072262 3 0,4989436 0,4974652 0,0130637
2 0,8264172 0,8264172 0,0114017 1,3796553 2 0,1735828 0,1735828 0,0114017
5 0,4965308 0,3598267 0,2044835 41,182434 5 0,5034692 0,6401733 0,2044835
2 0,5595242 0,5595242 0,080806 14,441915 2 0,4404758 0,4404758 0,080806
3 0,4985084 0,4452093 0,100282 20,116402 3 0,5014916 0,5547907 0,100282
3 0,5838311 0,5968523 0,0372893 6,3870051 3 0,4161689 0,4031477 0,0372893
4 0,4509945 0,4266438 0,0650456 14,422702 4 0,5490055 0,5733562 0,0650456
4 0,7184103 0,7046803 0,0448271 6,2397651 4 0,2815897 0,2953197 0,0448271
2 0,5814288 0,5814288 0,0402423 6,9212747 2 0,4185712 0,4185712 0,0402423
2 0,8441253 0,8441253 0,0203208 2,4073154 2 0,1558747 0,1558747 0,0203208
3 0,4036118 0,4024974 0,0283626 7,0271895 3 0,5963882 0,5975026 0,0283626
2 0,4793021 0,4793021 0,0044238 0,9229719 2 0,5206979 0,5206979 0,0044238
3 0,7529242 0,767067 0,0422318 5,6090402 3 0,2470758 0,232933 0,0422318
4 0,4986805 0,4726381 0,0970327 19,457897 4 0,5013195 0,5273619 0,0970327
2 0,5860002 0,5860002 0,0112074 1,9125232 2 0,4139998 0,4139998 0,0112074
2 0,4343997 0,4343997 0,0675636 15,553318 2 0,5656003 0,5656003 0,0675636
2 0,5728732 0,5728732 0,1979262 34,549749 2 0,4271268 0,4271268 0,1979262
2 0,5868894 0,5868894 0,1380417 23,520913 2 0,4131106 0,4131106 0,1380417
3 0,614756 0,6152594 0,0337435 5,4889204 3 0,385244 0,3847406 0,0337435
2 0,6350889 0,6350889 0,0864715 13,615659 2 0,3649111 0,3649111 0,0864715



5 0,3451464 0,3173327 0,0450494 13,052245 5 0,6548536 0,6826673 0,0450494
2 0,5046462 0,5046462 0,0689347 13,660005 2 0,4953538 0,4953538 0,0689347
3 0,4026041 0,4708432 0,1324948 32,909449 3 0,5973959 0,5291568 0,1324948
2 0,6023662 0,6023662 0,1094188 18,16484 2 0,3976338 0,3976338 0,1094188
2 0,5378077 0,5378077 0,1171842 21,78924 2 0,4621923 0,4621923 0,1171842
2 0,7243946 0,7243946 0,171139 23,625106 2 0,2756054 0,2756054 0,171139
2 0,3518935 0,3518935 0,0679029 19,296439 2 0,6481065 0,6481065 0,0679029
2 0,4201511 0,4201511 0,0268849 6,3988749 2 0,5798489 0,5798489 0,0268849
3 0,4759263 0,4667651 0,0970737 20,396789 3 0,5240737 0,5332349 0,0970737
5 0,3803661 0,3789243 0,0758616 19,944355 5 0,6196339 0,6210757 0,0758616
2 0,4733747 0,4733747 0,1367673 28,891973 2 0,5266253 0,5266253 0,1367673
2 0,4723224 0,4723224 0,0481873 10,202207 2 0,5276776 0,5276776 0,0481873
2 0,6104758 0,6104758 0,0038539 0,6312937 2 0,3895242 0,3895242 0,0038539
4 0,4196031 0,4343043 0,052864 12,598576 4 0,5803969 0,5656957 0,052864
2 0,388492 0,388492 0,069691 17,938845 2 0,611508 0,611508 0,069691
2 0,342801 0,342801 0,0061878 1,8050666 2 0,657199 0,657199 0,0061878
2 0,3953482 0,3953482 0,1634008 41,330841 2 0,6046518 0,6046518 0,1634008
3 0,590215 0,607234 0,0586055 9,9295228 3 0,409785 0,392766 0,0586055
2 0,7381415 0,7381415 0,0753326 10,205709 2 0,2618585 0,2618585 0,0753326
3 0,3287499 0,3046971 0,0418191 12,720649 3 0,6712501 0,6953029 0,0418191
3 0,6354392 0,6185445 0,0301216 4,74028 3 0,3645608 0,3814555 0,0301216
2 0,4090818 0,4090818 0,0375133 9,1701218 2 0,5909182 0,5909182 0,0375133
2 0,4859975 0,4859975 0,1417567 29,168191 2 0,5140025 0,5140025 0,1417567
2 0,4376234 0,4376234 0,0674037 15,402228 2 0,5623766 0,5623766 0,0674037
3 0,3966868 0,3862025 0,0193153 4,8691443 3 0,6033132 0,6137975 0,0193153
4 0,5738257 0,5614483 0,0415525 7,2413092 4 0,4261743 0,4385517 0,0415525
4 0,4404688 0,3218517 0,2701474 61,331781 4 0,5595312 0,6781483 0,2701474
4 0,6420649 0,6164381 0,0744476 11,595027 4 0,3579351 0,3835619 0,0744476
4 0,6642261 0,6578687 0,0531228 7,9977039 4 0,3357739 0,3421313 0,0531228
5 0,4618967 0,4004313 0,1082697 23,440249 5 0,5381033 0,5995687 0,1082697
4 0,4200664 0,4224046 0,0076286 1,8160555 4 0,5799336 0,5775954 0,0076286
4 0,6389884 0,6460491 0,0304544 4,7660349 4 0,3610116 0,3539509 0,0304544
2 0,3533199 0,3533199 0,024951 7,0618812 2 0,6466801 0,6466801 0,024951
3 0,4577962 0,4707195 0,0497083 10,858176 3 0,5422038 0,5292805 0,0497083
4 0,7877957 0,786647 0,0402403 5,1079614 4 0,2122043 0,213353 0,0402403
2 0,2676867 0,2676867 0,0746068 27,870936 2 0,7323133 0,7323133 0,0746068
4 0,4913525 0,493203 0,0891964 18,153233 4 0,5086475 0,506797 0,0891964
3 0,5642242 0,6130689 0,0924417 16,383851 3 0,4357758 0,3869311 0,0924417
2 0,4320834 0,4320834 0,0225469 5,2181871 2 0,5679166 0,5679166 0,0225469
2 0,3853319 0,3853319 0,0285487 7,4088536 2 0,6146681 0,6146681 0,0285487
4 0,5186177 0,5315664 0,0456996 8,8118111 4 0,4813823 0,4684336 0,0456996
2 0,3324024 0,3324024 0,1189809 35,79424 2 0,6675976 0,6675976 0,1189809
2 0,6856992 0,6856992 0,0028753 0,4193191 2 0,3143008 0,3143008 0,0028753
3 0,6226718 0,6765054 0,1132254 18,183805 3 0,3773282 0,3234946 0,1132254
2 0,3891998 0,3891998 0,0227693 5,8502896 2 0,6108002 0,6108002 0,0227693
2 0,4176926 0,4176926 0,0933763 22,355279 2 0,5823074 0,5823074 0,0933763
2 0,4301455 0,4301455 0,0795399 18,491383 2 0,5698545 0,5698545 0,0795399
2 0,436113 0,436113 0,0168489 3,8634331 2 0,563887 0,563887 0,0168489
2 0,3359297 0,3359297 0,0636909 18,959581 2 0,6640703 0,6640703 0,0636909
2 0,3630626 0,3630626 0,0628659 17,315449 2 0,6369374 0,6369374 0,0628659
2 0,4734985 0,4734985 0,0262161 5,5366848 2 0,5265015 0,5265015 0,0262161
6 0,5221986 0,515203 0,1035431 19,828308 6 0,4778014 0,484797 0,1035431



2 0,2961457 0,2961457 0,0067248 2,2707747 2 0,7038543 0,7038543 0,0067248
2 0,490789 0,490789 0,0962295 19,607095 2 0,509211 0,509211 0,0962295
3 0,334551 0,3395282 0,0350724 10,483414 3 0,665449 0,6604718 0,0350724
2 0,7483061 0,7483061 0,0306018 4,089476 2 0,2516939 0,2516939 0,0306018
2 0,3513683 0,3513683 0,1335968 38,02187 2 0,6486317 0,6486317 0,1335968
3 0,4170261 0,396933 0,0599064 14,365148 3 0,5829739 0,603067 0,0599064
2 0,368117 0,368117 0,0922459 25,058866 2 0,631883 0,631883 0,0922459
3 0,5333727 0,4602386 0,127822 23,964859 3 0,4666273 0,5397614 0,127822
2 0,8016946 0,8016946 0,0933329 11,641951 2 0,1983054 0,1983054 0,0933329
4 0,5216567 0,5206042 0,0387643 7,4309907 4 0,4783433 0,4793958 0,0387643
2 0,3990244 0,3990244 0,1691908 42,40112 2 0,6009756 0,6009756 0,1691908
2 0,5265929 0,5265929 0,0292609 5,5566537 2 0,4734071 0,4734071 0,0292609
3 0,4336436 0,3983049 0,0650717 15,005793 3 0,5663564 0,6016951 0,0650717
2 0,3342079 0,3342079 0,0285582 8,5450356 2 0,6657921 0,6657921 0,0285582
3 0,4828867 0,4790673 0,084709 17,542219 3 0,5171133 0,5209327 0,084709
2 0,6183622 0,6183622 0,0118167 1,9109624 2 0,3816378 0,3816378 0,0118167
3 0,4446322 0,4265205 0,055523 12,48739 3 0,5553678 0,5734795 0,055523
3 0,7852044 0,8202174 0,0850334 10,829455 3 0,2147956 0,1797826 0,0850334
2 0,4374679 0,4374679 0,2529479 57,820901 2 0,5625321 0,5625321 0,2529479
2 0,5334444 0,5334444 0,0801558 15,026076 2 0,4665556 0,4665556 0,0801558
2 0,5216688 0,5216688 0,0499387 9,5728716 2 0,4783312 0,4783312 0,0499387
3 0,5800259 0,5729065 0,0227555 3,9231954 3 0,4199741 0,4270935 0,0227555
5 0,3892462 0,371846 0,0452036 11,613101 5 0,6107538 0,628154 0,0452036
2 0,4420702 0,4420702 0,0608779 13,771094 2 0,5579298 0,5579298 0,0608779
2 0,4650476 0,4650476 0,0832381 17,898832 2 0,5349524 0,5349524 0,0832381
2 0,630082 0,630082 0,0167479 2,6580472 2 0,369918 0,369918 0,0167479
3 0,6425166 0,738265 0,1915633 29,814527 3 0,3574834 0,261735 0,1915633
2 0,4039791 0,4039791 0,0567412 14,045574 2 0,5960209 0,5960209 0,0567412
3 0,4271158 0,4394558 0,0468914 10,978628 3 0,5728842 0,5605442 0,0468914
2 0,4834231 0,4834231 0,0287427 5,9456633 2 0,5165769 0,5165769 0,0287427
2 0,3291117 0,3291117 0,0052494 1,5950165 2 0,6708883 0,6708883 0,0052494
2 0,4761213 0,4761213 0,10904 22,901737 2 0,5238787 0,5238787 0,10904
3 0,3797556 0,3887324 0,0389319 10,251823 3 0,6202444 0,6112676 0,0389319
2 0,5397977 0,5397977 0,1518013 28,121882 2 0,4602023 0,4602023 0,1518013
2 0,6190865 0,6190865 0,0498547 8,0529518 2 0,3809135 0,3809135 0,0498547
4 0,4890031 0,4964955 0,0384035 7,8534229 4 0,5109969 0,5035045 0,0384035
2 0,6107673 0,6107673 0,1805044 29,553704 2 0,3892327 0,3892327 0,1805044
3 0,6539884 0,6563567 0,0611702 9,3534012 3 0,3460116 0,3436433 0,0611702
2 0,5346548 0,5346548 0,2784833 52,086564 2 0,4653452 0,4653452 0,2784833
2 0,5500304 0,5500304 0,1341746 24,39404 2 0,4499696 0,4499696 0,1341746
2 0,3332103 0,3332103 0,0336881 10,110174 2 0,6667897 0,6667897 0,0336881
2 0,4033602 0,4033602 0,0328546 8,145234 2 0,5966398 0,5966398 0,0328546
2 0,37112 0,37112 0,0259688 6,9974052 2 0,62888 0,62888 0,0259688
2 0,3958665 0,3958665 0,0007546 0,1906127 2 0,6041335 0,6041335 0,0007546
2 0,5763957 0,5763957 0,2012337 34,912426 2 0,4236043 0,4236043 0,2012337
3 0,2523688 0,2451987 0,0344049 13,632799 3 0,7476312 0,7548013 0,0344049
2 0,490853 0,490853 0,2295891 46,773483 2 0,509147 0,509147 0,2295891
2 0,737163 0,737163 0,0307425 4,1703836 2 0,262837 0,262837 0,0307425
3 0,3814924 0,3721437 0,0231602 6,0709501 3 0,6185076 0,6278563 0,0231602
2 0,5252248 0,5252248 0,0213625 4,0673109 2 0,4747752 0,4747752 0,0213625
2 0,3593997 0,3593997 0,0352413 9,8056124 2 0,6406003 0,6406003 0,0352413
2 0,5779429 0,5779429 0,0819305 14,176227 2 0,4220571 0,4220571 0,0819305



2 0,5610146 0,5610146 0,0393816 7,0197023 2 0,4389854 0,4389854 0,0393816
5 0,4144991 0,3959923 0,0756436 18,249392 5 0,5855009 0,6040077 0,0756436
3 0,6304326 0,7425846 0,197829 31,37988 3 0,3695674 0,2574154 0,197829
2 0,4429141 0,4429141 0,0772593 17,443402 2 0,5570859 0,5570859 0,0772593
2 0,5087724 0,5087724 0,061299 12,048416 2 0,4912276 0,4912276 0,061299
3 0,5437967 0,5647831 0,0471535 8,6711687 3 0,4562033 0,4352169 0,0471535
2 0,6258889 0,6258889 0,0108959 1,7408655 2 0,3741111 0,3741111 0,0108959
2 0,4649024 0,4649024 0,0646496 13,906048 2 0,5350976 0,5350976 0,0646496
2 0,4291651 0,4291651 0,0248493 5,7901591 2 0,5708349 0,5708349 0,0248493
2 0,4306637 0,4306637 0,1851791 42,998549 2 0,5693363 0,5693363 0,1851791
2 0,4993997 0,4993997 0,0690415 13,824905 2 0,5006003 0,5006003 0,0690415
3 0,5276834 0,5424543 0,0273236 5,1780198 3 0,4723166 0,4575457 0,0273236
2 0,6307113 0,6307113 0,0318248 5,0458641 2 0,3692887 0,3692887 0,0318248
3 0,5254458 0,5733916 0,0974505 18,546245 3 0,4745542 0,4266084 0,0974505
2 0,5790946 0,5790946 0,1046641 18,073741 2 0,4209054 0,4209054 0,1046641
2 0,5338588 0,5338588 0,1530593 28,670377 2 0,4661412 0,4661412 0,1530593
3 0,5425345 0,5399515 0,0404201 7,4502409 3 0,4574655 0,4600485 0,0404201
2 0,4166547 0,4166547 0,1430113 34,323698 2 0,5833453 0,5833453 0,1430113
2 0,4205105 0,4205105 0,0678349 16,131561 2 0,5794895 0,5794895 0,0678349
2 0,5407803 0,5407803 0,0418723 7,7429493 2 0,4592197 0,4592197 0,0418723
2 0,7681544 0,7681544 0,0165481 2,1542625 2 0,2318456 0,2318456 0,0165481
2 0,3715187 0,3715187 0,0683891 18,407983 2 0,6284813 0,6284813 0,0683891
2 0,4786399 0,4786399 0,0248897 5,2000921 2 0,5213601 0,5213601 0,0248897
2 0,50004 0,50004 0,2131283 42,622251 2 0,49996 0,49996 0,2131283
2 0,361441 0,361441 0,1241126 34,338269 2 0,638559 0,638559 0,1241126
2 0,6237265 0,6237265 0,0384164 6,1591781 2 0,3762735 0,3762735 0,0384164
2 0,5852145 0,5852145 0,0386553 6,6053147 2 0,4147855 0,4147855 0,0386553
2 0,4931655 0,4931655 0,230227 46,683528 2 0,5068345 0,5068345 0,230227
2 0,5601288 0,5601288 0,1235015 22,048763 2 0,4398712 0,4398712 0,1235015
2 0,6271257 0,6271257 0,1707503 27,227446 2 0,3728743 0,3728743 0,1707503



IR.N(116/114_UP/CMV) IR.N(117/115_SI/CTRL)
CV	  (%) #Quantified	  peptidesMean Median tTest	  (meanA	  =	  meanB)pValue #Quantified	  peptidesMean Median tTest	  (meanA	  =	  meanB)
28,800389 132/132 0,85536645 0,88908517 *** 2,8756E-‐15 132/132 1,38055634 1,424340789 ***
47,190217 86/86 0,72811262 0,73649941 *** 1,4174E-‐40 86/86 1,72550618 1,503775344 ***
44,091024 112/112 0,81284981 0,79626695 *** 1,8505E-‐17 112/112 1,42781309 1,961836423 ***
30,311542 151/151 0,65139905 0,65924166 *** 1,302E-‐99 151/151 4,57205982 4,899772705 ***
36,698034 104/104 1,30877871 1,28369432 *** 7,0099E-‐37 104/104 3,69465587 4,123759712 ***
25,365668 49/49 0,86052455 0,84758396 *** 2,0115E-‐09 49/49 1,86737075 2,096320794 ***
30,387733 30/30 0,9491304 0,9734897 0,0747696 30/30 1,37594233 1,461154432 ***
23,060264 47/47 1,5617302 1,59528892 *** 4,7112E-‐25 47/47 1,0717055 0,989895304 NS
39,31557 57/57 0,74359934 0,73114327 *** 8,7506E-‐23 57/57 2,4678693 2,874644969 ***

23,362882 39/39 1,15000197 1,17491911 *** 8,1496E-‐10 39/39 0,6946321 0,60183609 ***
29,729432 31/31 0,57317655 0,58009238 *** 1,9816E-‐23 31/31 2,34433331 2,427843735 ***
17,829478 24/24 0,8689941 0,87643446 *** 4,9221E-‐07 24/24 0,66325391 0,634441023 ***
30,190302 45/45 0,6355615 0,6481491 *** 4,9772E-‐22 45/45 2,49437684 2,634500082 ***
29,018229 33/33 1,50478704 1,56717426 *** 1,167E-‐16 33/33 3,13510807 3,164313292 ***
14,321325 48/48 0,9831304 1,0253431 0,5177782 48/48 0,56946117 0,532423982 ***
23,030841 18/18 0,7513867 0,81569839 *** 1,2413E-‐07 18/18 0,8991501 1,000340349 NS
17,299365 63/63 1,05344745 1,05042564 ** 0,00576018 63/63 0,63779168 0,596853642 ***
38,386445 27/27 0,941144 0,8775345 0,2277093 27/27 1,6679729 1,736783355 ***
28,54968 6/6 1,0344279 1,0133478 0,4945104 6/6 1,0152732 1,163240811 NS

33,361309 18/18 0,9674903 0,9942097 0,3843584 18/18 4,33752186 5,137575763 ***
18,555808 53/53 0,74979939 0,77770231 *** 1,1284E-‐15 53/53 0,554547 0,504601139 ***
17,334269 25/25 0,67605964 0,71072904 *** 2,9382E-‐10 25/25 1,71299831 1,721579709 ***
8,9110258 2/2 2,31913491 2,31913491 ** 0,00384424 2/2 3,43748057 3,437480569 **
25,942479 3/3 2,27104404 2,4894146 ** 0,00556153 3/3 3,25048781 3,772339817 ***
7,0347957 5/5 1,36356903 1,26525178 ** 0,00231297 5/5 0,65149185 0,637381198 ***
14,079835 20/20 0,9611461 1,0046031 0,150129 20/20 0,66052839 0,668678515 ***
19,477474 2/2 2,70358637 2,70358637 ** 0,00119399 2/2 3,62558018 3,625580182 **
16,682498 19/19 1,09249949 1,16408424 0,1290343 19/19 1,0189088 1,053519689 NS
16,015466 21/21 0,79003972 0,81567304 *** 1,4225E-‐07 21/21 0,69005124 0,639254024 ***
18,692245 4/4 0,8724674 0,8132237 0,1400396 4/4 2,16508203 2,098083878 ***
27,454088 29/29 1,84676785 1,83733587 *** 6,2108E-‐21 29/29 0,84091391 0,852969202 *
22,658034 13/13 0,54896905 0,49069964 *** 3,0857E-‐07 13/13 2,54816408 2,581093862 ***
9,9547284 3/3 1,2965217 1,2319486 0,0921207 3/3 2,74187397 2,76198218 ***
23,43564 17/17 0,71712697 0,72383686 *** 7,8267E-‐07 17/17 0,68508853 0,654612069 ***

14,031141 10/10 1,22212896 1,11997385 * 0,01482096 10/10 4,81230619 5,213213614 ***
18,763072 12/12 1,0186324 0,988941 0,630816 12/12 0,78673495 0,710454998 *
18,229336 43/43 1,05586171 1,11233271 0,0690753 43/43 1,0105201 1,036135098 NS
23,661338 27/27 1,21335381 1,26214708 *** 1,4755E-‐05 27/27 1,66263241 1,760280847 ***
20,671936 35/35 0,93993014 0,94719296 ** 0,00158909 35/35 1,18076076 1,309013044 ***
15,303073 7/7 1,1637517 0,9904445 0,0941436 7/7 0,8828955 0,793333445 NS
24,735092 23/23 2,27896087 2,59976051 *** 9,7587E-‐14 23/23 1,20614542 1,210344836 **
37,217236 24/24 0,8748581 0,92833754 ** 0,00515402 24/24 2,38655104 2,34867959 ***
25,358377 40/40 0,73358398 0,70108316 *** 2,2304E-‐15 40/40 0,82456256 0,693128967 **
27,921788 25/25 1,28776026 1,38480955 *** 9,1513E-‐06 25/25 1,91074033 2,271866839 ***
71,126469 2/2 1,96747447 1,96747447 *** 7,9213E-‐05 2/2 1,0464084 1,046408445 NS
20,166125 21/21 0,972258 0,9778885 0,4145734 21/21 0,83331103 0,942539068 *
19,803442 14/14 1,0338637 1,124015 0,7596753 14/14 0,69725598 0,664556281 ***
25,423915 19/19 1,40488116 1,30145302 *** 3,1228E-‐10 19/19 1,90539996 2,284261272 ***
21,957883 19/19 1,22428919 1,26453572 *** 1,227E-‐05 19/19 0,73811158 0,647146856 ***
22,167242 44/44 1,30079412 1,35481689 *** 2,9308E-‐10 44/44 0,76467313 0,79738855 ***



53,636979 6/6 0,59938951 0,50480273 *** 0,00018159 6/6 1,83429511 2,508122312 *
43,949574 9/9 0,68054686 0,5872948 *** 0,00047177 9/9 1,63882295 1,826674511 **
31,273783 21/21 1,08586934 1,08290108 * 0,02549132 21/21 2,27347626 2,159255146 ***
12,196029 8/8 0,59646574 0,59212351 *** 2,2503E-‐07 8/8 1,13945402 1,178087523 *
25,30328 34/34 1,38640536 1,29544136 *** 3,8942E-‐15 34/34 1,49401255 1,590541789 ***

11,055082 21/21 1,21246328 1,21389005 *** 1,3941E-‐12 21/21 0,74218564 0,751445866 ***
13,466613 24/24 0,88977953 0,9139105 * 0,04938505 24/24 0,44827213 0,41028717 ***
15,89161 12/12 1,5368183 1,5564902 ** 0,00138847 12/12 1,20238781 1,289343904 **

29,467685 23/23 0,76418339 0,80446656 *** 7,0941E-‐10 23/23 1,1548061 0,935520986 NS
15,584008 17/17 1,15023683 1,1992881 ** 0,00219324 17/17 0,82059182 0,854769411 **
15,811798 9/9 1,23233886 1,19170182 ** 0,00148148 9/9 0,74101791 0,757355733 **
13,960974 14/14 1,27748642 1,32224464 *** 7,4985E-‐06 14/14 0,9094504 0,993175474 NS
20,539186 16/16 0,936079 0,9906233 0,2297256 16/16 0,68027818 0,682210264 ***
23,534187 15/15 0,9413875 0,9213882 0,1510138 15/15 0,76709135 0,655618466 *
40,323655 22/22 1,40069198 1,54704027 *** 2,2014E-‐07 22/22 2,22492221 2,772616375 ***
12,149897 16/16 0,86648912 0,87703374 *** 0,00055456 16/16 0,53538787 0,57809387 ***
20,413123 22/22 0,67988842 0,71217907 *** 2,8498E-‐15 22/22 0,69330021 0,756714241 ***
20,841693 24/24 0,9370082 1,0809758 0,1880417 24/24 0,80082337 0,845863709 **
15,407098 17/17 1,0221294 1,0526495 0,5081706 17/17 0,73556084 0,672422306 ***
21,228375 16/16 1,18336951 1,09116088 ** 0,00610419 16/16 0,79351679 0,909953563 **
23,456977 23/23 0,83378077 0,91128873 *** 5,084E-‐07 23/23 0,71234406 0,738548019 ***
23,519536 23/23 1,52429823 1,82938364 *** 1,6866E-‐08 23/23 0,66694626 0,73517903 ***
25,674728 26/26 0,65638392 0,6789475 *** 3,9663E-‐11 26/26 1,37931993 1,357070217 ***
30,659375 17/17 1,0453395 1,0560191 0,2804576 17/17 0,78611051 0,658139453 NS
24,31151 40/40 1,0307481 1,0455026 0,4779422 40/40 1,47276773 1,490445304 ***

32,154548 8/8 1,17280459 1,26971054 * 0,03938413 8/8 1,54526562 1,499801741 **
35,048866 16/16 0,93459635 0,93470245 0,109245 16/16 1,0928488 1,112365314 NS
18,585569 17/17 0,9865787 1,1408331 0,8816254 17/17 0,63630155 0,587965779 ***
22,416338 11/11 0,8977156 0,8340827 0,0794587 11/11 0,71139399 0,656052988 **
14,273074 5/5 0,9983471 1,0406795 0,9836689 5/5 0,45903228 0,339798297 ***
13,72057 16/16 0,85110067 0,9263545 ** 0,00605578 16/16 0,56811228 0,544313886 ***

27,634666 9/9 1,59872063 1,63194823 *** 8,1616E-‐10 9/9 1,94363776 1,851022143 ***
14,961781 15/15 0,89414154 0,91910534 * 0,01987022 15/15 0,63417608 0,624548492 ***
13,354263 12/12 1,44375043 1,56472537 *** 4,3245E-‐07 12/12 0,52637426 0,487823503 ***
30,648207 9/9 0,74542836 0,66855907 *** 0,00037323 9/9 1,76649406 1,559929091 ***
17,139891 16/16 0,86420549 0,91003065 ** 0,00170876 16/16 0,64750061 0,667698477 ***
16,546013 18/18 0,9947905 1,0074741 0,8639017 18/18 0,5410252 0,515039179 ***
15,240493 11/11 0,82543968 0,81173415 *** 0,00013325 11/11 0,74100677 0,773276768 ***
19,465812 20/20 0,9988983 0,9951169 0,9690998 20/20 0,6068701 0,612081387 ***
31,175462 10/10 0,77850344 0,81517866 *** 5,4183E-‐07 10/10 0,8204596 0,704465192 NS
38,591797 10/10 0,92944053 0,89641766 * 0,01294656 10/10 1,2704329 1,481043169 NS
18,632489 13/13 1,0143105 1,1082327 0,7586259 13/13 0,67732138 0,868778351 ***
14,187408 16/16 1,0617417 1,0852477 0,1895738 16/16 0,59534788 0,574190557 ***
18,078415 10/10 0,7425178 0,79048718 *** 1,3057E-‐05 10/10 0,84587354 0,865242508 NS
8,3794965 10/10 0,89533022 0,83702166 * 0,01690434 10/10 0,57181319 0,559538894 ***
11,244327 24/24 0,4333377 0,41556958 *** 1,158E-‐27 24/24 1,027175 0,994672498 NS
22,248008 15/15 0,60342874 0,62080313 *** 6,5618E-‐13 15/15 3,35100656 3,715360028 ***
18,895799 11/11 1,30830063 1,32828785 *** 3,1482E-‐07 11/11 0,79839718 0,727919363 *
17,007579 10/10 0,9176333 0,9512052 0,0620608 10/10 0,8417381 0,810252522 NS
19,365287 13/13 1,0670116 1,0011865 0,0591319 13/13 0,64051633 0,547795677 ***
18,351845 12/12 0,9125723 1,0232839 0,1668269 12/12 0,56058182 0,584552982 ***
17,421366 9/9 0,9062693 0,93262 0,3465332 9/9 0,8646771 0,805444501 NS



10,420924 14/14 1,31411879 1,34603749 *** 1,1845E-‐08 14/14 0,66251424 0,605863157 ***
23,389513 23/23 0,976004 0,9946025 0,3722348 23/23 0,9280099 0,914190793 NS
16,094422 18/18 0,94381391 0,94804216 * 0,01781587 18/18 0,69257221 0,609380011 ***
29,10729 9/9 1,82961092 1,53772228 *** 0,00038397 9/9 1,5921777 1,768042099 ***

35,935771 23/23 1,22485383 1,19495188 *** 1,6318E-‐05 23/23 1,2141608 0,924006808 *
13,586747 8/8 1,26160502 1,17723338 *** 3,4741E-‐05 8/8 0,8671185 0,87364916 NS
11,515463 15/15 0,9872319 1,0503234 0,8103486 15/15 0,66280922 0,632121855 ***
22,983935 10/10 0,77940025 0,73352219 ** 0,0011862 10/10 0,6670265 0,576013372 **
38,844819 10/10 1,54573661 1,48542173 *** 1,5157E-‐08 10/10 1,1172388 0,861650185 NS
12,767932 9/9 0,94060526 0,93333088 * 0,02840725 9/9 0,44911304 0,431558896 ***
39,766778 12/12 0,81523532 0,77744357 ** 0,00212849 12/12 0,8625837 0,698421657 NS
13,548587 8/8 0,69397704 0,76384755 *** 3,0062E-‐05 8/8 0,983815 1,008014725 NS
27,604065 14/14 0,89666796 0,86540281 ** 0,001292 14/14 0,8067027 0,689027912 NS
21,331439 12/12 1,63350931 1,70812054 *** 7,7554E-‐06 12/12 1,0046278 0,925493161 NS
14,400879 8/8 0,82033648 0,80915169 *** 0,00042965 8/8 0,65705891 0,627702503 ***
82,273269 5/5 0,90465575 0,94236128 * 0,0387539 5/5 2,63001893 5,094005063 *
13,542001 11/11 1,0665792 1,0790881 0,1093554 11/11 0,56100762 0,500362852 ***
10,367702 14/14 0,9647447 0,9437216 0,4210333 14/14 0,6235485 0,671131869 ***
18,904561 10/10 0,45274709 0,45973475 *** 2,9988E-‐10 10/10 1,1649094 1,272814122 NS
21,449983 15/15 1,16243094 1,13012816 ** 0,00109256 15/15 0,63518743 0,51467901 ***
7,5772289 5/5 0,71566297 0,65530181 ** 0,00512336 5/5 0,44073965 0,400974986 ***
8,3155593 3/3 0,6404136 0,68574287 *** 0,00085631 3/3 0,56158461 0,599663789 **
33,634006 8/8 0,83136868 0,83648774 ** 0,00178419 8/8 1,0327101 0,748188854 NS
11,073745 14/14 1,63128123 1,61156988 *** 6,4359E-‐10 14/14 0,45334683 0,466145011 ***
6,4912084 7/7 0,50894295 0,49080885 *** 2,1022E-‐10 7/7 0,55944338 0,543338208 ***
2,2175086 4/4 1,0597428 1,077199 0,2992001 4/4 0,82349061 0,83641376 ***
24,853127 9/9 1,0194138 1,0439376 0,652957 9/9 0,9647871 0,785798644 NS
14,031371 7/7 1,86847158 2,04896353 *** 3,4643E-‐07 7/7 0,9888573 0,932487259 NS
19,261997 7/7 0,8555621 1,026039 0,1100437 7/7 0,54447458 0,546035636 ***
59,439358 13/13 1,44225847 1,79168938 ** 0,00212371 13/13 2,37520963 3,9131286 ***
24,323109 11/11 0,74866555 0,82847751 * 0,01347987 11/11 0,62570227 0,461668128 **
14,342617 9/9 0,9920582 1,0038146 0,9436807 9/9 0,57026204 0,510433786 ***
13,58436 9/9 0,9938324 1,0237031 0,8036004 9/9 0,63722709 0,562956831 ***

23,260896 9/9 1,18834682 1,2852326 * 0,01273318 9/9 1,0191658 1,035644781 NS
13,926837 13/13 1,61970125 1,82546282 *** 1,0378E-‐07 13/13 1,0413176 0,99362227 NS
13,415299 14/14 1,31233027 1,31509699 *** 6,6806E-‐09 14/14 0,75079293 0,683238713 ***
46,283617 12/12 0,93512 1,0709202 0,3522174 12/12 2,40091577 2,680881819 ***
11,440219 30/30 0,56930858 0,43781397 *** 2,1011E-‐07 30/30 0,68912627 0,680866717 ***
24,466979 11/11 1,35256757 1,35546283 *** 0,00096312 11/11 0,89899731 0,740276455 NS
33,108444 8/8 0,6391576 0,69385304 *** 0,00011484 8/8 2,5682933 2,929675831 ***
12,963414 9/9 0,985933 0,9282898 0,8004751 9/9 0,55317876 0,627458053 ***
24,34237 14/14 0,8446621 0,86165835 *** 9,8773E-‐05 14/14 2,48472197 2,880477492 ***

13,270138 18/18 1,15140607 1,15883826 *** 6,8779E-‐05 18/18 3,45880198 3,599838834 ***
12,218276 8/8 1,0937477 1,1187431 0,0528217 8/8 0,60955594 0,601940741 ***
12,961754 11/11 1,37950418 1,48755305 *** 7,4072E-‐08 11/11 2,19610735 2,105174201 ***
17,233668 7/7 1,1523367 1,1641681 0,1473752 7/7 0,56112594 0,543607762 ***
18,361085 5/5 0,944135 0,935903 0,3971058 5/5 2,87929319 2,768829204 ***
20,789652 6/6 0,84680365 0,82563887 ** 0,00198703 6/6 0,58417681 0,553943615 **
28,730885 13/13 0,79611057 0,7563238 *** 9,4059E-‐05 13/13 0,5208408 0,337773954 ***
2,8824941 2/2 0,78638376 0,78638376 ** 0,00261764 2/2 0,48235254 0,482352542 **
34,636942 7/7 0,8755248 0,9586011 0,268903 7/7 1,3932287 1,349200597 NS
10,822471 17/17 0,72897271 0,73612451 *** 1,0093E-‐10 17/17 0,5583069 0,526976912 ***



15,988762 11/11 0,9469433 0,9998235 0,4365625 11/11 0,8018453 0,702231183 **
15,066864 11/11 0,86299019 0,8952273 ** 0,00131961 11/11 1,93083215 1,864981313 ***
33,165119 10/10 2,14744682 2,17372627 *** 3,3428E-‐09 10/10 3,9808774 3,940827878 ***
8,3005783 11/11 1,15466576 1,13403682 ** 0,00632933 11/11 0,9691681 0,943792202 NS
14,696285 9/9 1,50337496 1,51489436 *** 6,6152E-‐07 9/9 1,32710512 1,410173049 ***
23,363801 9/9 1,0782705 1,0361677 0,0843887 9/9 0,8825927 0,836844509 NS
15,228653 9/9 1,0948288 1,0676274 0,0778676 9/9 2,48935391 2,419740837 ***
6,4384822 7/7 0,9724238 0,9873312 0,5571987 7/7 0,61836813 0,652389487 ***
9,7772478 8/8 1,16758409 1,19278219 * 0,04289798 8/8 0,65459199 0,63780809 ***
23,963528 17/17 1,12664293 1,11350239 *** 0,00024756 17/17 1,8150515 1,711622859 ***
16,734051 5/5 1,1094945 1,1229694 0,1170733 5/5 1,1756609 1,233896499 NS
28,225367 7/7 1,85321454 1,96003038 *** 1,2355E-‐06 7/7 1,1420333 0,828667382 NS
24,043055 9/9 1,23395849 1,20992974 *** 0,00012315 9/9 0,7953674 1,032509168 NS
18,74173 8/8 0,9714796 0,9940891 0,5688429 8/8 0,72830205 0,739971765 *
53,88968 10/10 1,0799537 0,9397929 0,3461053 10/10 1,5276015 0,925153161 *

15,577703 5/5 0,8374003 0,86725876 *** 4,267E-‐05 5/5 0,9208575 1,01475091 NS
25,794425 5/5 0,9194737 0,9080266 0,4827975 5/5 0,7249795 0,893117464 NS
31,425549 7/7 1,24942721 1,20470551 ** 0,0025911 7/7 0,7975603 0,575561075 NS
35,41382 9/9 1,24297116 1,31375723 ** 0,00801851 9/9 1,2821766 1,352792635 NS

29,696657 12/12 1,08164436 1,12532712 * 0,04114562 12/12 0,8681144 0,868625682 NS
43,995855 9/9 0,65210408 0,70735494 *** 2,1112E-‐05 9/9 3,24439209 4,907003007 ***
16,976922 9/9 0,9689734 1,0085517 0,4724843 9/9 0,62384282 0,578928111 ***
17,463857 9/9 1,09015416 1,11309177 ** 0,00565428 9/9 0,9250444 1,027180912 NS
6,7852881 8/8 0,76926847 0,76197651 *** 3,7756E-‐06 8/8 0,64765024 0,620166789 ***
26,679545 6/6 0,9974399 1,0324717 0,9159641 6/6 0,9072005 0,879709997 NS
18,421398 14/14 1,36753436 1,45650917 *** 5,3889E-‐07 14/14 0,70928018 0,698589998 ***
14,174599 10/10 0,86408007 0,87604721 ** 0,00926674 10/10 1,064574 1,063386018 NS
26,71462 11/11 0,87192458 0,87133507 ** 0,00503297 11/11 0,66176315 0,595090416 **

15,942736 12/12 1,29844528 1,33473405 *** 2,1471E-‐05 12/12 0,8824226 0,772206162 NS
17,777266 8/8 1,33519523 1,30687889 *** 2,9137E-‐06 8/8 0,6070721 0,572179578 ***
14,881982 5/5 1,21167063 1,26453572 * 0,03819419 5/5 0,66426653 0,647146856 **
31,304987 5/5 0,9981915 1,0130943 0,9836334 5/5 1,1970304 1,547714246 NS
15,608043 15/15 1,0364525 0,9821119 0,3444153 15/15 0,67472414 0,597449424 ***
8,2371098 7/7 1,0408988 1,006315 0,2677419 7/7 0,66939649 0,698304199 ***
17,382113 9/9 2,08153122 2,23735698 *** 2,9291E-‐06 9/9 0,62685542 0,577973544 ***
11,296502 6/6 1,22348606 1,2134444 * 0,03175884 6/6 1,77146916 1,773478945 ***
16,688654 9/9 0,8392975 0,78972729 * 0,04912763 9/9 0,8823367 0,973152077 NS
19,49316 8/8 1,52802575 1,57434221 *** 9,687E-‐07 8/8 0,9945097 0,976240214 NS

21,909026 5/5 1,0878458 1,1000491 0,4403443 5/5 0,6764483 0,514057557 *
31,92263 7/7 1,139278 1,0666402 0,2309925 7/7 0,8096186 0,551136251 NS

35,757115 7/7 0,8544165 1,0305089 0,1248406 7/7 0,8062902 0,927303022 NS
27,76411 9/9 1,39089748 1,46963188 *** 0,00016077 9/9 1,43728105 1,294966451 **

24,497676 6/6 0,79132982 0,77072089 *** 2,8971E-‐06 6/6 2,06903226 2,578329013 ***
51,225826 13/13 1,76593951 1,52540101 *** 1,0741E-‐06 13/13 5,0259714 3,883831226 ***
19,744578 7/7 1,0564633 1,0528118 0,3772652 7/7 0,62194324 0,572461708 **
16,422166 8/8 1,24198017 1,36959414 ** 0,00564362 8/8 1,34297832 1,32267736 ***
17,062879 8/8 1,51804651 1,3712205 *** 1,8201E-‐05 8/8 0,54861105 0,486008052 ***
28,094644 7/7 0,60348358 0,61551823 *** 1,9589E-‐07 7/7 0,9026578 0,80162828 NS
17,410898 12/12 1,72956933 1,74987649 *** 9,1722E-‐17 12/12 3,56905621 3,83384079 ***
17,236036 5/5 0,77271461 0,79691225 *** 0,00026917 5/5 0,63528965 0,640821341 *
24,772131 9/9 1,0625678 1,0844322 0,4521413 9/9 0,7988759 0,662126332 NS
37,036383 10/10 0,81006225 0,87884811 *** 0,00039779 10/10 1,0567656 0,684184967 NS



26,523137 6/6 0,79529825 0,84499229 ** 0,00619673 6/6 1,2765062 1,606035249 NS
14,057385 7/7 1,1110321 1,03799945 * 0,04763693 7/7 0,9624992 0,982953209 NS
25,42488 6/6 0,9644212 1,0102738 0,7063538 6/6 1,99634514 2,279555841 ***

16,413789 2/2 1,4302324 1,4302324 0,0670238 2/2 0,85126 0,851259978 NS
27,584495 10/10 1,10078761 1,21620707 0,0680204 10/10 1,1356582 1,457064243 NS
29,63236 10/10 1,90946515 1,92471028 *** 4,2791E-‐09 10/10 3,82929292 4,421357229 ***

7,0809032 9/9 1,26794506 1,38359262 *** 2,4674E-‐05 9/9 0,55075345 0,521446999 ***
10,956041 5/5 1,0184236 1,0017156 0,7280767 5/5 0,68725787 0,582160804 **
17,881172 6/6 1,0432561 1,0410058 0,326851 6/6 0,54708855 0,607246554 **
36,293903 6/6 0,9875458 0,9857303 0,7867865 6/6 1,1203793 1,094618826 NS
7,2985189 13/13 0,92440137 0,92561371 ** 0,00264586 13/13 0,75831167 0,758579894 ***
22,907859 10/10 1,28466839 1,45773326 ** 0,00208745 10/10 2,68580534 2,843096596 ***
12,605938 6/6 1,46613196 1,51831692 *** 7,3472E-‐07 6/6 0,8627181 0,899242329 NS
24,842133 2/2 1,28071158 1,28071158 *** 0,00032197 2/2 0,8279964 0,827996418 NS
14,972855 4/4 1,12068349 1,16142849 * 0,01408759 4/4 0,62387642 0,525935012 *
23,264637 10/10 1,30686175 1,45175421 *** 2,0828E-‐06 10/10 2,61203585 2,826024042 ***
25,10648 7/7 1,38043512 1,59590908 ** 0,00452624 7/7 1,42975444 1,28928745 **

12,018626 9/9 0,9698424 0,9629061 0,7057951 9/9 0,77014107 0,83921631 ***
9,9123926 4/4 1,2377047 1,1521916 0,1814957 4/4 0,7528103 0,769298587 *
16,473827 8/8 0,9012258 0,9335807 0,0726487 8/8 0,62009886 0,492654724 ***
7,6794808 4/4 0,8590759 0,873475 0,053101 4/4 0,63848184 0,599090147 ***
22,304916 5/5 0,6888196 0,60360119 ** 0,00371477 5/5 2,57998864 2,655381089 ***
14,246009 4/4 0,51124586 0,50277108 *** 0,00032021 4/4 0,8184694 0,833006853 NS
7,7539161 6/6 0,79058166 0,78053075 *** 1,3522E-‐05 6/6 0,44546938 0,416681396 ***
20,941072 10/10 1,0028974 1,0321525 0,9344943 10/10 1,1583852 1,217182434 NS
18,783037 9/9 1,0294622 1,0263006 0,2989666 9/9 2,18875585 2,189971792 ***
16,395526 6/6 0,81603719 0,80545163 ** 0,0014243 6/6 0,69911934 0,776976545 **
10,505138 8/8 0,9496039 0,931827 0,3906442 8/8 0,66713747 0,659372848 ***
12,415227 6/6 1,319268 1,54196883 * 0,039071 6/6 0,55682308 0,533445042 ***
8,8008606 6/6 0,75701881 0,74317373 *** 0,00011228 6/6 3,57635961 3,459149927 ***
26,645105 6/6 1,289008 1,21841728 ** 0,0069076 6/6 0,8327654 0,688311146 NS
13,669732 5/5 1,536336 1,50070783 *** 4,0096E-‐05 5/5 0,57528982 0,648868313 **
8,9985293 6/6 0,75221946 0,72308774 *** 1,4035E-‐06 6/6 0,62428501 0,66144932 ***
26,613637 17/17 0,9856376 0,9091141 0,8280659 17/17 2,13117075 2,228614924 ***
39,000334 4/4 1,0073051 1,0105934 0,937448 4/4 3,19724205 3,241176711 ***
31,581604 9/9 1,42933719 1,43164297 *** 3,1585E-‐06 9/9 4,54059317 5,281349834 ***
2,7034883 2/2 0,40956125 0,40956125 ** 0,00955352 2/2 0,69301942 0,693019418 **
12,446164 7/7 0,9740618 1,1159853 0,7765743 7/7 1,57816236 1,658552329 ***
23,243696 5/5 1,0338295 1,0867448 0,5398004 5/5 2,41104666 2,887809889 ***
15,108265 7/7 1,20035197 1,26355796 ** 0,0066772 7/7 0,8633691 0,77606277 NS
21,821989 12/12 0,90727562 0,8994588 *** 0,00077567 12/12 2,38342858 2,208442386 ***
11,631424 10/10 0,9944051 1,010735 0,8597981 10/10 0,82320318 0,841730138 **
41,868158 4/4 0,9549973 1,0597659 0,5775201 4/4 1,3715947 1,53882961 NS
15,516022 8/8 0,51907032 0,5085114 *** 1,5358E-‐08 8/8 1,0701222 0,954578208 NS
21,408976 13/13 0,81458699 0,86432464 ** 0,00304827 13/13 0,8991222 0,93696581 NS
18,867413 5/5 0,84564288 0,81362691 *** 0,0004107 5/5 0,48264316 0,356263984 **
14,691879 8/8 1,52383169 1,60040546 *** 2,2046E-‐05 8/8 0,56982545 0,555598833 ***
20,697233 5/5 1,0458625 1,0330562 0,4151312 5/5 0,8238685 0,822761713 NS
16,154073 4/4 1,9607719 2,14380839 *** 0,00012589 4/4 0,8597017 1,006831846 NS

4,76275 2/2 0,9046979 0,9046979 0,0737054 2/2 0,8537288 0,853728842 NS
31,444648 5/5 0,9683535 1,052692 0,6536495 5/5 0,6903699 0,444726185 NS
8,0727693 4/4 0,7496159 0,75445946 *** 0,00033276 4/4 0,78097181 0,804074134 **



12,114267 7/7 0,8558139 0,9540893 0,1485702 7/7 0,47976666 0,557036779 ***
17,829349 4/4 1,47891138 1,54987652 ** 0,00470877 4/4 1,1194305 1,263723873 NS
10,903745 7/7 0,76619111 0,81963991 *** 0,00063416 7/7 0,57773562 0,653063347 ***
7,5113851 9/9 1,71884085 1,69134865 *** 1,1745E-‐09 9/9 0,83363001 0,808399411 ***
19,278871 4/4 0,72963922 0,73567404 ** 0,00276772 4/4 0,8392643 0,763668759 NS
13,399953 6/6 0,9453617 0,9713966 0,3093261 6/6 0,8332487 0,738671889 NS
18,526043 4/4 1,1189318 1,1182164 0,2715873 4/4 0,5407637 0,483369879 *
15,111757 7/7 0,71564559 0,77606908 ** 0,00169634 7/7 0,66850619 0,55129766 **
23,031597 6/6 1,24320282 1,16724913 *** 0,00030879 6/6 0,64627063 0,526200565 *
14,559802 5/5 0,9315434 1,0011786 0,3163128 5/5 0,68328661 0,605762189 **
20,429978 5/5 0,68771593 0,65641053 * 0,01145157 5/5 2,40397725 2,336662272 ***
14,373962 5/5 1,0053626 1,1474517 0,9493777 5/5 0,60636402 0,668320993 **
15,350844 14/14 1,33616753 1,38092654 *** 3,7744E-‐08 14/14 0,74416915 0,719733301 ***
11,690862 6/6 0,87210968 0,85116572 ** 0,00560419 6/6 0,80251425 0,893806558 *
19,903239 7/7 0,9571424 0,9582316 0,1858078 7/7 1,25886918 1,183789506 *
12,242889 3/3 1,1249481 1,258839 0,2105684 3/3 1,1522391 1,014114168 NS
26,029284 4/4 1,0228198 1,0286078 0,8728698 4/4 1,3651032 1,482696485 NS
20,664872 5/5 0,82322753 0,89736162 * 0,03216514 5/5 0,66491063 0,585670004 *
18,116674 4/4 0,9117789 0,9773712 0,1715523 4/4 0,7350076 0,773780881 NS
18,792272 6/6 0,74987679 0,75172964 *** 0,00070558 6/6 1,1267875 1,31971674 NS
10,473566 4/4 1,42118744 1,3572218 ** 0,00208325 4/4 0,58354166 0,567294518 **
20,590916 5/5 1,0743355 1,1133605 0,1044609 5/5 0,8016066 0,828305483 NS
14,551574 9/9 1,0158664 1,0377251 0,8263093 9/9 0,8752911 0,749304397 NS
23,145745 6/6 1,18773169 1,26935779 * 0,01115019 6/6 0,5451019 0,537402873 **
19,719417 5/5 1,38958627 1,51032044 ** 0,00298142 5/5 1,1065588 1,196973744 NS
24,16383 5/5 1,4938983 1,53625977 ** 0,00357378 5/5 1,0863992 1,153769401 NS

25,157379 5/5 1,070447 1,0184294 0,1186322 5/5 0,9150511 0,7169341 NS
11,744922 9/9 1,22636883 1,12991013 *** 5,8012E-‐05 9/9 0,53960547 0,500637103 ***
22,270695 4/4 0,8939958 0,8966897 0,1691414 4/4 0,7998465 0,944548625 NS
23,203807 6/6 1,0029088 1,0199308 0,9570208 6/6 0,7935244 0,701349061 NS
36,090529 4/4 0,9953728 0,9735497 0,9539486 4/4 0,7949639 0,544364031 NS
9,8815972 4/4 1,49997788 1,41871864 ** 0,00286927 4/4 0,5676204 0,599646168 ***
24,515167 5/5 0,67255068 0,66219321 *** 3,5775E-‐05 5/5 3,25017005 3,057794915 ***
10,928025 6/6 1,0263655 1,0172125 0,3130928 6/6 0,62144858 0,57697974 ***
27,162679 6/6 1,0850319 1,0240762 0,274225 6/6 1,83142108 1,87345959 ***
27,066792 2/2 0,878038 0,878038 0,4635474 2/2 2,0028089 2,002808873 NS
18,77312 8/8 1,10701011 1,12702227 * 0,04120442 8/8 0,67511959 0,657735142 **

23,108542 5/5 1,15579998 1,09505102 * 0,03304504 5/5 0,8325249 0,738488504 NS
17,254993 8/8 1,10327011 1,06477973 ** 0,00727097 8/8 0,7888481 0,735685863 *
5,4936081 5/5 0,25535111 0,25150842 *** 2,48E-‐08 5/5 0,69691454 0,688645779 ***
5,4749619 5/5 0,79921806 0,9244346 * 0,04712279 5/5 0,9791723 1,01052715 NS
9,0353081 7/7 1,174507 1,32800792 * 0,02073429 7/7 0,87591268 0,925788239 *
23,389745 12/12 1,1022854 1,0582353 0,1133961 12/12 0,8335124 0,823359806 NS
16,329986 2/2 0,87447182 0,87447182 ** 0,00337052 2/2 1,1106406 1,110640615 NS
5,2738317 4/4 1,75451981 1,68563337 *** 0,00045722 4/4 0,6218509 0,623582401 ***
13,487623 5/5 1,13411392 1,11141814 * 0,02384921 5/5 0,9026536 0,866165563 NS
21,632175 6/6 1,0063929 0,9922262 0,9212618 6/6 0,857588 0,717103005 NS
1,3193023 4/4 0,87027628 0,84736071 * 0,03785 4/4 0,47037249 0,470354916 ***
5,0678617 9/9 0,9875121 1,046923 0,8301507 9/9 0,691305 0,710833235 ***
28,900017 10/10 0,9746851 0,9628086 0,6140925 10/10 1,67784849 1,845604813 ***
54,86643 4/4 0,80641342 0,80777791 * 0,01147327 4/4 1,9000199 2,04204466 NS
21,4894 6/6 1,0244859 0,953264 0,8725371 6/6 0,4847071 0,425747049 **



11,791588 4/4 1,16083266 1,23020777 * 0,03477468 4/4 0,63479702 0,643262958 **
13,457384 3/3 0,8060942 0,7861709 0,0801746 3/3 0,51869099 0,520590925 *
10,418333 5/5 1,27093328 1,28141492 *** 0,00015402 5/5 0,49999658 0,439515789 ***
21,230335 7/7 1,82900964 1,71791545 *** 2,2414E-‐05 7/7 3,22583305 3,482635369 ***
38,999819 4/4 0,87867858 0,92104998 * 0,02596157 4/4 0,9592097 0,71381726 NS
11,704014 7/7 0,931224 1,0497026 0,3390339 7/7 0,51359056 0,526655046 ***
19,616959 5/5 0,8795744 0,8014099 0,1829891 5/5 1,63511981 1,885640334 ***
39,845249 6/6 1,1784024 1,30109922 * 0,02898904 6/6 1,4927902 1,479144079 NS
14,180885 3/3 0,9455972 0,9081248 0,7468661 3/3 0,7050843 0,745766489 NS
19,758015 4/4 0,8653017 0,8519848 0,3652959 4/4 2,34782809 2,573319785 ***
12,098804 6/6 1,32383722 1,43709943 ** 0,00205768 6/6 1,0351505 0,972359005 NS
11,559752 5/5 1,45198144 1,74477914 * 0,01601648 5/5 0,5235447 0,510355946 ***
17,27846 6/6 0,8842453 1,0259136 0,4626854 6/6 0,70065967 0,60937097 *

20,642159 3/3 1,1413839 1,1086095 0,3848061 3/3 2,4395296 2,84690211 **
10,468055 5/5 1,0442569 1,0284555 0,541497 5/5 0,71142144 0,700081989 **
11,790573 5/5 1,67704515 2,16824942 ** 0,00321567 5/5 0,72428186 0,751187323 **
35,960768 4/4 0,79264875 0,83261884 ** 0,00463409 4/4 0,9597511 0,876032442 NS
7,6002299 6/6 0,7327526 0,72099126 ** 0,00195807 6/6 0,9598203 1,014447722 NS
19,334398 4/4 0,83587878 0,86022116 * 0,03903891 4/4 0,6772879 0,573241327 NS
10,037311 4/4 1,6336622 1,99610328 * 0,02372256 4/4 1,19548203 1,230044232 *
24,06135 4/4 0,9279546 0,7888285 0,6385044 4/4 0,9898167 1,033838448 NS

19,392554 3/3 1,04912 1,126375 0,7735414 3/3 0,5608497 0,542970169 NS
25,774851 4/4 1,16034283 1,17156259 * 0,01974566 4/4 1,0245148 1,079279552 NS
16,784592 7/7 1,0987386 0,989982 0,1023642 7/7 0,8199874 0,91006688 NS
31,147908 5/5 1,1720516 1,1492097 0,085098 5/5 1,0508525 1,056201797 NS
17,129039 4/4 0,8743029 0,8097474 0,4556796 4/4 0,8311945 0,784961433 NS
8,8561583 4/4 0,76688624 0,80760683 ** 0,0053263 4/4 1,0054711 0,975310687 NS
14,718036 8/8 0,9804828 1,1581404 0,8355546 8/8 0,74582038 0,758177844 **
16,880062 4/4 1,09171067 1,12165001 * 0,01713289 4/4 0,7462451 0,73126127 NS
10,565408 3/3 0,8673475 0,9126508 0,2195911 3/3 0,57232141 0,491230289 **
11,032728 3/3 0,8801415 0,9558841 0,1097037 3/3 0,64638137 0,66524114 *
23,349808 4/4 1,0428637 1,0758215 0,5180055 4/4 0,8456271 0,715669127 NS
7,0906432 6/6 1,30897813 1,33722806 *** 4,6106E-‐05 6/6 5,08702569 5,163059351 ***
14,589863 4/4 0,9359855 0,9401874 0,5899988 4/4 0,9531727 0,840451903 NS
13,26502 6/6 0,88194374 0,85084728 * 0,02855183 6/6 0,8854692 0,857474251 NS

9,1360439 8/8 1,46296314 1,55773737 *** 6,765E-‐07 8/8 1,33008571 1,251372665 ***
6,6656637 4/4 2,48382769 2,33735301 *** 9,2032E-‐06 4/4 1,89691475 1,900648196 ***
9,0958915 5/5 0,65885441 0,60595884 *** 0,00029671 5/5 0,58166952 0,56737614 ***
28,914067 3/3 0,9479067 1,003729 0,4585161 3/3 1,111607 0,948964941 NS
23,223047 7/7 1,32734023 1,32796037 *** 5,6428E-‐06 7/7 2,54311778 2,751528518 ***
7,0453356 4/4 0,68115187 0,69163979 *** 1,4007E-‐05 4/4 0,5020259 0,501423427 ***
27,418564 6/6 1,12533796 1,14912634 ** 0,00260545 6/6 0,9316125 1,081905031 NS
11,080905 4/4 1,39768941 1,39207777 *** 0,00029805 4/4 0,9808527 0,974311157 NS
11,332383 6/6 1,29131991 1,3305103 *** 0,00017284 6/6 0,8245746 0,760618985 *
13,98398 3/3 1,0955463 1,1186479 0,5504817 3/3 0,547471 0,516156193 *

22,137684 7/7 0,9673298 0,9632929 0,3801521 7/7 0,8750553 0,976465034 NS
15,767056 4/4 1,84499864 1,87309367 *** 2,4675E-‐06 4/4 3,07135187 2,979756125 ***
5,9465757 4/4 1,55281214 1,48233339 ** 0,00353331 4/4 1,27260149 1,235516086 ***
11,072227 6/6 1,1277368 1,1371571 0,0578265 6/6 1,0918827 1,132311002 NS
16,774323 2/2 0,8704606 0,8704606 0,3316389 2/2 0,6199121 0,619912094 NS
8,0611918 6/6 1,48761646 1,52375245 *** 1,7443E-‐05 6/6 0,9680207 0,970103601 NS
6,0281542 3/3 0,8719774 0,8346156 0,3534665 3/3 0,84850153 0,840456953 *



4,2812087 10/10 1,64536608 1,68185964 *** 1,7588E-‐13 10/10 1,44700555 1,453131083 ***
13,190077 3/3 0,9228905 0,9102901 0,0518396 3/3 0,66445331 0,601202502 *
41,845094 7/7 0,7987058 0,79694989 *** 0,00063987 7/7 3,22546002 3,838963745 ***
13,106134 3/3 1,218809 1,1958329 0,0576402 3/3 0,9067881 0,95166203 NS
22,844679 3/3 0,8743359 0,8003776 0,4151289 3/3 0,8631292 0,887660212 NS
44,088558 3/3 1,43074548 1,42267352 * 0,01908108 3/3 1,3890485 1,491479803 NS
29,881126 3/3 1,1376202 1,3403749 0,3328302 3/3 1,2786291 1,050215279 NS
40,088533 11/11 1,0166791 1,0755303 0,705729 11/11 1,46997634 2,250138186 *
22,930822 5/5 1,0356699 1,0054061 0,6732868 5/5 1,0568057 0,888237383 NS
25,423208 5/5 1,0062524 0,9698239 0,8513235 5/5 2,83120955 3,201699446 ***
9,9696454 3/3 0,62783353 0,56656127 * 0,01392422 3/3 0,46671697 0,519389218 **
12,957715 3/3 0,8650096 0,9246709 0,0711649 3/3 0,62687361 0,594855647 *
25,459673 4/4 1,012303 1,0683778 0,7656295 4/4 1,1674315 1,080433295 NS
19,442347 6/6 1,87692114 1,89450323 *** 7,364E-‐09 6/6 3,06937306 3,165235704 ***
12,528596 7/7 0,8691662 0,9459925 0,0962641 7/7 0,70102329 0,694034932 ***
9,7759606 3/3 0,804846 0,7620911 0,2047874 3/3 0,63239488 0,563032356 **
80,249394 3/3 0,76441448 0,72711949 * 0,01904305 3/3 2,6341254 5,318824021 NS
16,164156 3/3 0,8166729 0,7971395 0,0507091 3/3 0,9215721 0,79711424 NS

5,8291 3/3 1,4157541 1,2557241 0,1157189 3/3 0,49154257 0,530601776 ***
17,482614 3/3 1,0044113 1,1442561 0,9792457 3/3 0,9204307 0,866519542 NS
35,780782 5/5 1,41059147 1,51797449 ** 0,0039302 5/5 1,71238876 2,239760257 *
17,958368 3/3 0,61529701 0,58650236 *** 0,00026613 3/3 0,7097594 0,618359376 NS
4,5685006 4/4 0,74753958 0,74621168 *** 0,00016094 4/4 0,62355906 0,597642259 ***
30,613275 4/4 1,84019774 2,02991071 *** 0,0002962 4/4 3,00023803 3,635571663 ***
28,396228 3/3 1,2803189 1,067722 0,142447 3/3 1,0589921 0,794286626 NS
27,893064 3/3 0,9735022 1,0450764 0,8108781 3/3 0,7515459 0,661765067 NS
5,9409828 6/6 1,20896407 1,26885926 ** 0,00107361 6/6 0,6284106 0,618384506 ***
7,3283846 3/3 0,82212418 0,87932408 * 0,03203461 3/3 0,71629003 0,729730211 **
14,064912 5/5 1,12634086 1,14158417 ** 0,00786281 5/5 0,66214662 0,605400727 **
10,585979 5/5 0,75494899 0,78973762 *** 0,00053257 5/5 0,8598942 0,782893399 NS
7,3950273 3/3 0,64551037 0,67531241 *** 0,00042781 3/3 0,72597479 0,729379352 *
3,7080936 4/4 1,0091757 0,9587038 0,9250513 4/4 0,63086013 0,649338206 ***
17,507779 3/3 0,48147844 0,48928577 *** 1,2362E-‐05 3/3 0,858143 0,697655153 NS
31,764409 3/3 1,163802 1,0670257 0,2580916 3/3 0,6566183 0,510503849 NS
6,7068254 5/5 0,86544783 0,86007477 * 0,01272943 5/5 0,87571692 0,84364498 *
17,76746 3/3 0,73586918 0,75891765 * 0,02334408 3/3 0,6106183 0,608416039 NS

4,3556393 3/3 1,1280687 1,2225113 0,1126286 3/3 0,9712926 0,994897966 NS
19,784961 3/3 1,107455 1,0918452 0,1010091 3/3 1,0601095 1,189011862 NS
18,04519 4/4 1,1276474 1,11538755 ** 0,00793727 4/4 1,1913592 1,227678006 NS
68,66225 4/4 1,0291261 1,033284 0,7998245 4/4 3,79540376 4,628015069 **

15,862907 3/3 1,0848262 1,1122642 0,1388521 3/3 4,35837171 4,695844765 ***
1,3350084 2/2 2,28122143 2,28122143 *** 0,00031459 2/2 1,0358039 1,035803924 NS
16,30397 2/2 0,7201245 0,7201245 0,0933681 2/2 2,67582213 2,675822129 **

20,100228 3/3 0,8606332 0,9262713 0,068236 3/3 0,7084309 0,777438754 NS
19,719398 4/4 1,15237529 1,16656161 * 0,04177088 4/4 1,0504886 1,001181446 NS
4,6852777 3/3 1,32175134 1,23881864 ** 0,00560757 3/3 0,53374694 0,54836548 ***
66,333504 3/3 1,20817642 1,22526783 *** 0,00019016 3/3 2,4478123 4,402345911 NS
34,26842 3/3 2,02836465 2,00271289 *** 1,2901E-‐06 3/3 1,1381023 0,913834091 NS

13,620279 3/3 0,9066663 0,929885 0,318607 3/3 0,6955253 0,638702769 NS
17,70581 3/3 1,1446408 1,0970768 0,0633533 3/3 1,46138952 1,49186945 *

36,357421 2/2 1,0649779 1,0649779 0,6301941 2/2 1,4399071 1,439907105 NS
7,0948093 4/4 1,1234157 1,0372393 0,3190102 4/4 0,57405939 0,557115393 ***



21,935478 4/4 0,9554097 1,0180223 0,4705378 4/4 2,85360179 3,029683833 ***
18,520796 5/5 0,9498528 0,9571169 0,4197079 5/5 0,61470212 0,536527026 *
7,3294124 2/2 0,8107697 0,8107697 0,0946475 2/2 1,54023473 1,540234735 *
6,071322 5/5 1,30863274 1,36870788 ** 0,0036962 5/5 0,56624007 0,562042281 ***

26,613154 3/3 1,0181687 1,1285414 0,9439775 3/3 0,8999381 0,744675012 NS
28,63736 2/2 0,963035 0,963035 0,8516368 2/2 1,691612 1,691611972 NS

40,231861 2/2 1,3728861 1,3728861 0,2236067 2/2 1,1223685 1,122368457 NS
5,9334651 3/3 1,1534124 1,2627453 0,1785622 3/3 0,59290249 0,560521231 **
29,815111 3/3 1,85252104 1,90856701 ** 0,00668863 3/3 2,75469088 3,288584276 **
15,815151 5/5 1,3540659 1,36125161 *** 3,4542E-‐05 5/5 1,81801198 1,827202547 ***
5,3900458 3/3 0,9582433 0,953723 0,3565928 3/3 0,9769748 0,918661218 NS
15,176181 4/4 0,9625874 0,9576486 0,1179708 4/4 0,9810154 0,927431328 NS
36,119548 4/4 1,32292697 1,32758079 *** 7,6606E-‐06 4/4 1,70550189 2,016525757 *
14,483651 2/2 1,44477909 1,44477909 * 0,03529949 2/2 0,4695593 0,469559326 NS
6,1299847 3/3 0,76160856 0,72434804 ** 0,00147392 3/3 0,47135399 0,457060707 ***
2,7407586 5/5 1,12835687 1,12235639 *** 0,00052524 5/5 0,5472484 0,537552682 ***
29,50206 4/4 1,0716331 1,0721457 0,3227792 4/4 2,09614071 2,47048466 **

24,440979 3/3 0,9119931 0,8947106 0,2760263 3/3 4,00768862 4,662361175 ***
72,204772 3/3 1,33040856 1,37093483 * 0,01507826 3/3 3,48859308 6,156132022 *
9,3897002 3/3 0,81504649 0,74098771 * 0,04875113 3/3 0,57418092 0,648202607 **
28,619472 2/2 0,7289165 0,7289165 0,2886995 2/2 0,2914048 0,291404754 NS
18,150477 3/3 0,8089799 0,8279841 0,0547144 3/3 0,7172801 0,593271665 NS
4,9661208 3/3 1,27231848 1,21200628 * 0,01042264 3/3 0,48761931 0,518323116 ***
12,63381 4/4 1,08580838 1,08309773 *** 0,00083981 4/4 0,9404624 0,956424328 NS

4,9819783 5/5 0,85238169 0,84529312 * 0,03698256 5/5 0,88266974 0,882630996 **
20,576537 3/3 1,70300221 1,60186246 *** 0,00074533 3/3 5,93002001 6,15723039 ***
35,026863 5/5 0,9808651 0,8401891 0,8283128 5/5 1,974747 2,511841749 **
26,590507 7/7 1,77132183 1,84900551 *** 2,9217E-‐10 7/7 3,64573018 3,377063628 ***
7,5360601 3/3 1,0279363 1,0512036 0,7873642 3/3 0,54448875 0,534558561 **
15,566458 3/3 1,2027521 1,3299644 0,4944911 3/3 4,74878984 4,349709038 ***
45,930374 4/4 0,76458985 0,78290098 *** 0,00020158 4/4 1,1835438 1,19089501 NS
19,284781 7/7 0,9645053 0,9505439 0,4069858 7/7 0,64811351 0,563071433 **
13,76837 5/5 0,8641318 0,7979769 0,0507935 5/5 0,9445447 0,841604553 NS

26,137508 2/2 0,8793508 0,8793508 0,0702237 2/2 0,4647787 0,464778745 NS
21,209283 3/3 0,9265609 0,8083726 0,5426544 3/3 1,1706608 1,376017619 NS
16,911739 4/4 0,80023031 0,80872601 * 0,04174073 4/4 2,3629247 2,350512802 ***
28,382018 4/4 1,173731 1,2471907 0,1659304 4/4 1,0719375 0,970636036 NS
3,2330298 3/3 1,0059889 1,085847 0,9223085 3/3 0,50290303 0,508174307 ***
25,186636 4/4 1,0310583 0,9665851 0,6859255 4/4 1,056812 0,909109062 NS
28,086022 3/3 1,8481214 1,75984693 *** 0,00085062 3/3 1,0162163 1,377392541 NS
64,014224 4/4 0,92469219 0,92764463 ** 0,00512557 4/4 2,61089722 3,996610143 *
55,488455 5/5 1,0144112 0,8529871 0,8935015 5/5 1,1002262 0,589065298 NS
14,922205 3/3 0,8311848 0,7687735 0,0999681 3/3 0,6489149 0,668982488 *
1,8819955 2/2 1,38506875 1,38506875 ** 0,00837252 2/2 0,9468253 0,946825265 NS
15,654139 3/3 1,5613746 1,47470059 *** 0,000579 3/3 4,31786013 4,179877409 ***
7,552516 3/3 1,1691888 1,1913694 0,0518857 3/3 0,81606785 0,795671547 *

9,8152238 3/3 0,8656145 0,8071161 0,1463094 3/3 0,8150929 0,761891597 NS
23,517013 3/3 0,64203087 0,70951639 ** 0,00373909 3/3 0,8624008 0,662249053 NS
9,8382008 3/3 0,9631835 1,0175721 0,7013106 3/3 0,8982112 0,934469586 NS
37,582387 3/3 1,1261658 1,1885544 0,1015374 3/3 0,9487064 0,790185055 NS
26,90145 3/3 0,53446636 0,54278701 ** 0,00612869 3/3 1,88168674 1,50506129 *

16,180426 3/3 1,42675403 1,43316133 * 0,01850449 3/3 0,6335817 0,769071892 NS



14,362312 3/3 0,79386477 0,79516078 * 0,01070969 3/3 0,66152279 0,719561931 *
31,932986 6/6 1,3320949 1,5228526 0,1065798 6/6 2,92218114 3,038412116 ***
5,4129765 2/2 1,0897669 1,0897669 0,7513778 2/2 0,49316958 0,493169578 *
7,9058633 3/3 1,0446269 1,1694809 0,765356 3/3 0,51069352 0,534438464 **
21,777006 4/4 0,73860596 0,73992546 * 0,02686515 4/4 2,23491846 2,281156698 ***
16,821574 3/3 1,0588537 1,1058886 0,2374051 3/3 0,9063628 0,857044585 NS
20,048121 3/3 1,44770406 1,54644624 ** 0,00171998 3/3 1,165574 1,365025932 NS
6,1314229 2/2 1,6140662 1,6140662 0,0716498 2/2 0,45843949 0,458439485 *
9,7522197 6/6 1,40642442 1,36565631 *** 3,286E-‐06 6/6 0,80985126 0,752750842 **
38,602952 3/3 0,9445748 1,0456129 0,582566 3/3 1,0630159 1,196260086 NS

22,1462 2/2 0,67848141 0,67848141 * 0,04137485 2/2 1,3469473 1,346947312 NS
13,024186 4/4 1,19352502 1,19124527 ** 0,00361255 4/4 3,88968436 3,814122968 ***
13,41818 4/4 0,60007172 0,580638 *** 7,6351E-‐05 4/4 0,995862 1,069627666 NS

17,122909 2/2 0,9683194 0,9683194 0,7801311 2/2 2,42520739 2,425207395 *
21,217916 3/3 1,72481799 1,67169594 *** 4,7815E-‐05 3/3 1,67051612 1,666313002 *
34,432912 2/2 0,53119803 0,53119803 ** 0,0054258 2/2 0,5825077 0,58250767 NS
77,775763 2/2 0,92888329 0,92888329 * 0,0170132 2/2 1,6130761 1,613076107 NS
27,17439 3/3 0,76051686 0,74442899 *** 0,00042993 3/3 1,162761 1,479574928 NS

45,470939 4/4 1,47150866 1,48128064 *** 0,00070947 4/4 1,3254055 1,116180466 NS
37,315556 2/2 2,52228231 2,52228231 * 0,02795936 2/2 0,9726385 0,972638462 NS
4,9195749 4/4 1,27838416 1,29456516 *** 0,00067213 4/4 0,60720751 0,591375986 ***
9,1321043 3/3 2,03716382 2,05216037 *** 1,7774E-‐06 3/3 0,49834267 0,544407109 **
66,435953 2/2 1,0710884 1,0710884 0,7593542 2/2 1,2200367 1,220036654 NS
23,527787 3/3 1,27633539 1,24362988 * 0,01974495 3/3 1,1722577 1,246111037 NS
37,207657 5/5 0,9707453 0,9776117 0,5542967 5/5 2,44479937 3,041493857 ***
13,89531 8/8 1,0568874 1,0063609 0,1326367 8/8 0,72554445 0,671179578 **
12,40176 2/2 0,9726599 0,9726599 0,1071962 2/2 0,6432033 0,643203332 NS

1,0761894 3/3 0,71992643 0,70182903 *** 0,00059295 3/3 0,6693471 0,675051231 ***
3,3114036 3/3 1,1321295 1,2828161 0,2683901 3/3 0,55526708 0,576226527 ***
45,065992 2/2 0,8734862 0,8734862 0,7457198 2/2 0,7463203 0,746320253 NS
0,9776204 3/3 1,179431 1,15126569 * 0,0404713 3/3 1,15604536 1,16138186 ***
3,0180173 2/2 1,4051522 1,4051522 0,0650429 2/2 0,34331172 0,343311725 **
1,1094937 2/2 0,9646424 0,9646424 0,3573362 2/2 0,62195751 0,621957511 ***
17,147774 3/3 0,8383556 0,8487549 0,0970763 3/3 2,13494341 1,888161859 **
32,690534 2/2 0,5153911 0,5153911 0,4006513 2/2 1,2144592 1,214459192 NS
8,8331458 2/2 1,004627 1,004627 0,9678366 2/2 1,39765425 1,397654252 *
16,380356 3/3 1,0191273 1,2050344 0,8984178 3/3 2,474885 2,679318486 ***
14,847904 2/2 0,8569092 0,8569092 0,4893343 2/2 0,5294207 0,52942065 NS
10,642725 3/3 1,95785219 2,23489545 ** 0,00263701 3/3 3,65137451 3,869111046 ***
10,85429 2/2 0,79937436 0,79937436 * 0,01921437 2/2 0,37646619 0,376466188 *

24,744571 3/3 0,9235419 0,8980337 0,3852665 3/3 0,7244348 0,730732648 NS
23,000387 2/2 0,9681151 0,9681151 0,6388146 2/2 0,5706749 0,570674873 NS
15,239098 3/3 0,87763574 0,87030339 * 0,01611235 3/3 0,8765708 0,756704692 NS
13,124905 3/3 1,1040852 1,0741765 0,0968995 3/3 0,59865675 0,615469943 *
26,864098 2/2 0,70041918 0,70041918 * 0,03172767 2/2 2,1222531 2,122253073 NS
43,588121 2/2 1,13322461 1,13322461 ** 0,00804854 2/2 1,0871051 1,087105118 NS
1,1598087 3/3 1,21396005 1,28313948 * 0,04564257 3/3 0,69630165 0,693350449 ***
0,4523064 3/3 0,42862755 0,45823185 *** 0,00047725 3/3 0,85838234 0,86163592 ***
14,301654 3/3 1,10781972 1,11055459 ** 0,00489003 3/3 0,6945895 0,651314932 NS
18,391053 4/4 0,9859582 1,0687467 0,858507 4/4 0,825219 0,709345458 NS
8,8279669 3/3 0,9424516 0,8560154 0,4778266 3/3 2,32964617 2,172661954 ***
27,106087 4/4 0,78310972 0,79768613 ** 0,00157787 4/4 2,11496927 2,090262948 **



1,378253 2/2 1,2155839 1,2155839 0,0503103 2/2 0,59239253 0,592392534 **
10,764955 3/3 1,41856764 1,34310481 * 0,01014818 3/3 0,7701443 0,670340004 NS
13,326733 2/2 0,6796628 0,6796628 0,0998259 2/2 0,5752793 0,575279309 NS
6,888451 2/2 0,7260544 0,7260544 0,3017471 2/2 0,64970263 0,649702634 *

22,667022 2/2 1,45662684 1,45662684 ** 0,00918254 2/2 2,34002855 2,34002855 *
17,455875 3/3 0,62775876 0,6140119 ** 0,00955932 3/3 0,5235093 0,452365642 *
34,864932 2/2 0,8964703 0,8964703 0,1665922 2/2 1,5312311 1,531231115 NS
7,8770343 2/2 0,761482 0,761482 0,1941233 2/2 4,33743773 4,337437728 ***
13,175033 2/2 0,9280266 0,9280266 0,3101193 2/2 0,6521431 0,6521431 NS
5,6337712 2/2 1,01016 1,01016 0,8952944 2/2 0,8887334 0,888733372 NS
3,3664705 4/4 2,0310006 2,03615787 *** 9,6107E-‐07 4/4 0,72027921 0,726852633 ***
14,705958 2/2 0,9500161 0,9500161 0,7111262 2/2 0,8952662 0,895266236 NS
35,919882 3/3 0,71892297 0,71934999 *** 3,4069E-‐07 3/3 0,8899877 0,775882596 NS
2,360969 2/2 1,0304393 1,0304393 0,6486224 2/2 0,49846325 0,498463248 **

7,7341069 3/3 0,77389872 0,78317922 ** 0,0049577 3/3 0,74956689 0,772776094 *
31,503775 3/3 0,79398255 0,8332549 * 0,01373387 3/3 1,1657448 1,499573489 NS
18,564776 2/2 1,9351164 1,9351164 0,2126544 2/2 0,6638792 0,663879161 NS
6,307304 2/2 0,4796503 0,4796503 0,113269 2/2 1,0001127 1,000112684 NS

7,3152697 4/4 0,61327064 0,57608101 *** 0,00011737 4/4 0,52654397 0,537687471 ***
37,789982 2/2 1,004925 1,004925 0,910493 2/2 2,9094581 2,909458102 *
20,904194 2/2 1,1279805 1,1279805 0,4887825 2/2 2,00305389 2,003053887 *
19,993951 3/3 0,9427962 0,8609353 0,6865862 3/3 1,0676486 1,164678468 NS
1,9040876 2/2 1,1093228 1,1093228 0,4178768 2/2 0,57128017 0,571280173 **
29,294964 3/3 1,47817234 1,42699776 *** 0,00040817 3/3 1,2343319 1,274294745 NS
12,434895 2/2 1,3150871 1,3150871 0,2546437 2/2 0,45416456 0,45416456 *
14,228392 3/3 0,8745716 0,9635232 0,1274861 3/3 0,42609434 0,469403137 **
17,627292 2/2 0,7620705 0,7620705 0,2796965 2/2 0,9861 0,986100034 NS
1,1225011 3/3 0,844358 0,8942098 0,0559394 3/3 0,88587805 0,893892618 ***
1,6055466 2/2 1,3989594 1,3989594 0,0603549 2/2 1,0641325 1,064132499 NS
0,3310066 2/2 0,8400098 0,8400098 0,2513708 2/2 0,65122003 0,651220034 ***
17,481741 3/3 0,78681614 0,710719 * 0,03336195 3/3 2,54333431 2,300239524 ***
9,0141424 2/2 0,68258223 0,68258223 *** 0,00012772 2/2 2,95001986 2,950019856 **
2,6182664 3/3 1,2316839 1,3627202 0,0708792 3/3 1,0042345 1,010190984 NS
6,5684547 2/2 0,63778263 0,63778263 ** 0,00149788 2/2 4,7609389 4,760938902 ***
40,614894 5/5 1,1295439 1,0553748 0,2543252 5/5 0,9862189 0,562077059 NS
18,345167 2/2 0,9922506 0,9922506 0,9510565 2/2 1,2702725 1,270272481 NS
19,996737 3/3 0,9467534 0,886666 0,4965589 3/3 0,9940514 0,802481508 NS
8,9601411 3/3 0,79617183 0,80697698 ** 0,00140808 3/3 1,40287052 1,480480304 **
11,847895 4/4 0,8957608 0,8124223 0,2108294 4/4 0,8214754 0,744116551 NS
15,919302 4/4 1,62368278 1,53257487 ** 0,0046044 4/4 2,5512663 2,386161215 ***
9,614203 2/2 1,0325532 1,0325532 0,7173082 2/2 1,3890798 1,389079818 NS

13,036599 2/2 2,68837853 2,68837853 * 0,0125956 2/2 5,41540982 5,415409817 ***
4,7557228 3/3 1,6696229 1,4732792 0,0536025 3/3 0,67676029 0,673632855 **
0,8495951 2/2 1,712153 1,712153 ** 0,00139008 2/2 0,92049948 0,920499478 *
17,09266 3/3 0,73571091 0,72985822 *** 0,00012534 3/3 3,04734126 3,293079389 ***

19,355471 4/4 1,27223917 1,09581144 0,0860003 4/4 0,994736 0,896230953 NS
2,7070998 2/2 0,8957574 0,8957574 0,5760444 2/2 1,41545985 1,41545985 **
11,945462 2/2 0,9393401 0,9393401 0,715108 2/2 0,768033 0,768033001 NS
46,338986 2/2 0,8035829 0,8035829 0,2620934 2/2 1,3412249 1,34122495 NS
33,415199 2/2 1,362434 1,362434 0,1029878 2/2 1,4206591 1,420659112 NS
8,7589851 3/3 0,74789475 0,72739612 ** 0,00761639 3/3 1,59575736 1,59915359 **
23,696607 2/2 0,9932444 0,9932444 0,946735 2/2 1,7403936 1,740393628 NS



6,8793011 5/5 1,0267578 0,9888907 0,6439164 5/5 0,52705883 0,464842475 ***
13,916257 2/2 1,1718533 1,1718533 0,1627615 2/2 1,0187593 1,018759273 NS
22,178729 3/3 0,974452 0,9716758 0,2757935 3/3 0,6739319 0,889798853 NS
27,517488 2/2 0,8250902 0,8250902 0,3784934 2/2 1,5148764 1,514876441 NS
25,353997 2/2 1,27760617 1,27760617 * 0,04066741 2/2 1,1636018 1,163601756 NS
62,095666 2/2 1,54416324 1,54416324 * 0,03282206 2/2 2,6283762 2,628376203 NS
10,477121 2/2 1,0028888 1,0028888 0,9882186 2/2 0,54295619 0,542956189 *
4,6365437 2/2 1,25856504 1,25856504 *** 0,00037783 2/2 0,72458732 0,724587321 *
18,522905 3/3 1,0197559 1,0280833 0,0707186 3/3 0,9081285 0,875346182 NS
12,242966 5/5 0,79344469 0,80402719 ** 0,00365041 5/5 0,6138562 0,610109654 **
25,970516 2/2 1,0095566 1,0095566 0,9239606 2/2 0,8988834 0,898883435 NS
9,1319585 2/2 0,7139986 0,7139986 0,0615045 2/2 0,8950964 0,895096383 NS
0,9893852 2/2 0,7912854 0,7912854 0,0849682 2/2 1,56723436 1,567234362 ***
9,1082524 4/4 0,8947068 0,8436849 0,3532815 4/4 0,72295885 0,767734738 **
11,396579 2/2 0,8424422 0,8424422 0,3210349 2/2 0,6353017 0,635301713 NS
0,9415392 2/2 2,04585441 2,04585441 *** 7,1015E-‐05 2/2 0,52160914 0,521609138 ***
27,023944 2/2 0,63752026 0,63752026 * 0,02642506 2/2 0,6538445 0,653844533 NS
14,301532 3/3 1,26376484 1,26554325 * 0,04529009 3/3 1,44030409 1,546045373 *
28,768422 2/2 1,4194545 1,4194545 0,1911175 2/2 2,81885572 2,818855716 *
6,2300345 3/3 4,11712349 5,16409856 *** 0,00085817 3/3 0,4897576 0,438222165 ***
8,2624355 3/3 1,0295494 1,0306317 0,6887921 3/3 1,74302692 1,621537829 ***
6,3483065 2/2 0,8477864 0,8477864 0,0818098 2/2 0,69228159 0,692281589 *
27,578981 2/2 1,11493661 1,11493661 * 0,03100497 2/2 0,9455156 0,945515646 NS
11,985517 2/2 0,8367808 0,8367808 0,4592592 2/2 0,7781677 0,778167739 NS
3,2015297 3/3 0,81049444 0,83382354 ** 0,00550833 3/3 0,65751382 0,62920182 ***
9,7501169 4/4 1,12529126 1,05389379 0,0831289 4/4 1,34645775 1,28023262 **
48,281015 4/4 1,26496699 1,14904888 * 0,01738859 4/4 0,7872104 0,474603675 NS
20,799192 4/4 0,53177319 0,55717102 *** 2,2111E-‐06 4/4 1,79380283 1,607141138 **
15,821018 4/4 0,9189815 0,9475869 0,4352993 4/4 1,97819496 1,922854712 ***
20,120623 5/5 1,22903276 1,37388637 * 0,01053559 5/5 0,8583792 0,667865574 NS
1,3154331 4/4 0,9699703 0,9863481 0,3606801 4/4 0,72433531 0,73131583 ***
8,4358526 4/4 0,9082717 0,9789226 0,1717481 4/4 1,76999387 1,825250878 ***
3,8583269 2/2 1,19288617 1,19288617 ** 0,00372743 2/2 0,54635965 0,546359648 **

9,16783 3/3 1,40865422 1,42829467 ** 0,00209739 3/3 0,844325 0,88935751 NS
18,963001 4/4 1,2967896 1,3533902 0,1241234 4/4 3,71244018 3,687067825 ***
10,187823 2/2 1,6146971 1,6146971 * 0,01503137 2/2 0,36553575 0,365535747 *
17,535989 4/4 0,9819682 0,9577199 0,6417227 4/4 0,9659981 0,973176707 NS
21,213123 3/3 1,0333474 0,8886418 0,8297193 3/3 1,294758 1,584439713 NS
3,9701115 2/2 1,37387365 1,37387365 * 0,04949077 2/2 0,76082198 0,760821977 *
4,6445685 2/2 0,9700323 0,9700323 0,6848054 2/2 0,62689435 0,626894349 *
9,4934118 4/4 0,66126392 0,62763989 *** 9,0038E-‐05 4/4 1,0773508 1,134774326 NS
17,822249 2/2 0,59415624 0,59415624 ** 0,0062376 2/2 0,4979083 0,497908288 NS
0,9148138 2/2 1,0931741 1,0931741 0,8110845 2/2 2,18166501 2,181665013 ***
30,00714 3/3 0,925613 0,8924605 0,3794986 3/3 1,6502124 2,09124215 NS
3,727785 2/2 0,979569 0,979569 0,6733005 2/2 0,63719667 0,637196667 *

16,035577 2/2 0,7840105 0,7840105 0,1252525 2/2 0,7173061 0,717306088 NS
13,957925 2/2 0,7374441 0,7374441 0,101547 2/2 0,754834 0,754834044 NS
2,9879983 2/2 0,668853 0,668853 0,073361 2/2 0,77340496 0,773404958 *
9,590981 2/2 1,322663 1,322663 0,1779901 2/2 0,50586461 0,505864613 *

9,8700317 2/2 0,9578176 0,9578176 0,8373667 2/2 0,57001305 0,570013052 *
4,9793058 2/2 0,9540545 0,9540545 0,6750264 2/2 0,8993298 0,899329821 NS
21,67075 6/6 1,3857205 1,36328633 * 0,02141571 6/6 1,0929198 1,062718937 NS



0,9554251 2/2 1,2035545 1,2035545 0,1262688 2/2 0,42074852 0,420748518 ***
18,897756 2/2 0,67517807 0,67517807 * 0,04990318 2/2 0,9638223 0,963822338 NS
5,2704815 3/3 1,009925 0,9474416 0,8448751 3/3 0,50274478 0,514069153 ***
12,158337 2/2 1,9419007 1,9419007 0,0511135 2/2 2,97307941 2,973079413 **
20,596709 2/2 1,166173 1,166173 0,1015639 2/2 0,5417069 0,541706878 NS
10,276003 3/3 1,40864184 1,33026264 ** 0,00255405 3/3 0,71534263 0,658190473 *
14,598579 2/2 1,1331225 1,1331225 0,2270087 2/2 0,5825714 0,582571425 NS
27,392748 3/3 0,9323377 1,0242939 0,3634843 3/3 1,1430381 0,852670339 NS
47,065221 2/2 0,95344542 0,95344542 *** 0,00047451 2/2 4,04272632 4,042726322 *
8,103857 4/4 0,75379109 0,7428514 *** 0,00087378 4/4 1,0905487 1,085958817 NS
28,15269 2/2 0,7445442 0,7445442 0,2040811 2/2 0,663961 0,663961015 NS

6,1809273 2/2 1,3138013 1,3138013 0,2426598 2/2 1,112347 1,112347032 NS
11,489527 3/3 0,60672738 0,6384263 ** 0,00115053 3/3 0,7656728 0,66197123 NS
4,2893553 2/2 1,1546134 1,1546134 0,5379625 2/2 0,50197044 0,501970444 **
16,381139 3/3 0,9273041 0,9557867 0,0791744 3/3 0,9338122 0,919633639 NS
3,096305 2/2 0,9712995 0,9712995 0,915814 2/2 1,62028574 1,620285735 **

9,9975126 3/3 0,8977186 0,8297374 0,1397417 3/3 0,8006087 0,743741367 NS
39,588034 3/3 1,0198842 1,179763 0,8785294 3/3 3,65558881 4,56227333 **
44,965953 2/2 0,8123425 0,8123425 0,0522012 2/2 0,7776764 0,777676438 NS
17,180323 2/2 0,7913229 0,7913229 0,6351204 2/2 1,1433672 1,143367221 NS
10,440191 2/2 1,3327846 1,3327846 0,0676046 2/2 1,0906018 1,090601751 NS
5,4183212 3/3 1,61564721 1,73943704 * 0,01124868 3/3 1,38109898 1,341407893 ***
7,4012737 5/5 1,80734733 1,94149397 *** 0,00073735 5/5 0,63732107 0,591966222 ***
10,911391 2/2 1,24732212 1,24732212 *** 5,6674E-‐06 2/2 0,7923402 0,792340222 NS
15,559908 2/2 1,385817 1,385817 0,1456387 2/2 0,8693253 0,869325342 NS
4,5274559 2/2 0,67226862 0,67226862 ** 0,00384902 2/2 1,70330156 1,703301562 **
53,586613 3/3 0,76448761 0,77156509 ** 0,0065196 3/3 1,7973323 2,820657875 NS
9,520001 2/2 0,8472258 0,8472258 0,3258912 2/2 0,6777936 0,677793638 NS

8,1851525 3/3 0,9631478 0,9899243 0,3852271 3/3 0,74555332 0,783980515 *
5,5640727 2/2 0,75231019 0,75231019 * 0,02361779 2/2 0,9358203 0,935820347 NS
0,7824532 2/2 1,9528898 1,9528898 0,1017128 2/2 0,49056118 0,490561181 ***
20,813985 2/2 0,772583 0,772583 0,1528894 2/2 0,9088387 0,9088387 NS
6,276859 3/3 1,0579954 1,1819864 0,5373534 3/3 0,61226762 0,635944812 **

32,985769 2/2 1,3454469 1,3454469 0,3229338 2/2 1,1729574 1,172957365 NS
13,088204 2/2 0,36099722 0,36099722 *** 0,00032559 2/2 1,62526784 1,625267838 *
7,5154035 4/4 1,10668557 1,11425833 * 0,04352617 4/4 0,956959 0,986079417 NS
46,374408 2/2 1,6301188 1,6301188 0,1093959 2/2 1,5691572 1,56915722 NS
17,678642 3/3 0,58718023 0,69521072 * 0,02213351 3/3 1,89007632 1,909994244 **
59,844455 2/2 0,872984 0,872984 0,6069159 2/2 1,1489423 1,148942284 NS
29,818596 2/2 1,0536158 1,0536158 0,3848438 2/2 1,2223722 1,222372156 NS
5,0522893 2/2 1,030684 1,030684 0,1535315 2/2 0,49972328 0,499723275 *
5,5066099 2/2 0,8763586 0,8763586 0,5277632 2/2 0,67605301 0,676053011 *
4,1293686 2/2 1,90716384 1,90716384 *** 5,2562E-‐06 2/2 0,59012855 0,590128551 **
0,1249015 2/2 0,80981536 0,80981536 ** 0,00636607 2/2 0,65526333 0,655263334 ***
47,505122 2/2 0,37439702 0,37439702 ** 0,0073221 2/2 1,3606938 1,360693811 NS
4,6018585 3/3 1,63978843 1,61452329 *** 2,4594E-‐06 3/3 0,33755787 0,324851953 ***
45,092887 2/2 1,1850308 1,1850308 0,1873273 2/2 0,9640695 0,964069472 NS
11,696425 2/2 2,74066765 2,74066765 * 0,01094271 2/2 2,80464 2,804640004 **
3,744532 3/3 0,8936613 0,90415619 ** 0,00591494 3/3 0,61679506 0,5927211 ***

4,4995032 2/2 1,20575376 1,20575376 * 0,04297799 2/2 1,10626 1,106259963 NS
5,5012992 2/2 0,8593233 0,8593233 0,1773586 2/2 0,56103577 0,561035765 *
19,412179 2/2 1,936777 1,936777 0,1978486 2/2 1,3693474 1,369347429 NS



8,9710416 2/2 1,09875173 1,09875173 ** 0,00938671 2/2 1,2779803 1,277980337 NS
12,919464 5/5 0,7791195 0,75232959 ** 0,00322527 5/5 0,70793944 0,655608113 **
53,529887 3/3 0,9032818 0,9473533 0,1847333 3/3 1,7058665 2,884770764 NS
13,86847 2/2 1,1992312 1,1992312 0,0695011 2/2 0,7950553 0,795055344 NS
12,47874 2/2 0,8350662 0,8350662 0,5730723 2/2 1,0357162 1,035716242 NS

10,336078 3/3 0,9904472 1,045842 0,918006 3/3 1,1920052 1,297705128 NS
2,9124722 2/2 1,020234 1,020234 0,895906 2/2 1,67300244 1,673002435 **
12,081824 2/2 0,9458988 0,9458988 0,7223171 2/2 0,8688179 0,868817947 NS
4,3531573 2/2 0,69449751 0,69449751 ** 0,00789295 2/2 0,75181999 0,751819986 *
32,525437 2/2 1,5661335 1,5661335 0,2175261 2/2 0,7564311 0,756431051 NS
13,79175 2/2 1,0236986 1,0236986 0,4620507 2/2 0,9976018 0,997601773 NS

5,7850078 3/3 1,27700865 1,30989672 * 0,04690911 3/3 1,1172239 1,185574214 NS
8,6178745 2/2 0,8134179 0,8134179 0,0788984 2/2 1,70790857 1,707908574 *
20,535161 3/3 1,68244154 1,63146705 *** 0,00010573 3/3 1,1072409 1,344070091 NS
24,866414 2/2 1,0613917 1,0613917 0,6507848 2/2 1,375831 1,375831027 NS
32,835398 2/2 1,3452863 1,3452863 0,1065041 2/2 1,1452726 1,145272644 NS
8,8356667 3/3 1,64459007 1,58776419 *** 9,8531E-‐05 3/3 1,1859572 1,173683747 NS
24,515721 2/2 0,9525726 0,9525726 0,6081367 2/2 0,7142506 0,714250572 NS
11,705975 2/2 1,1638982 1,1638982 0,2578219 2/2 0,7256567 0,72565667 NS
9,1181502 2/2 1,36806685 1,36806685 ** 0,00367004 2/2 1,1776069 1,177606862 NS
7,1375362 2/2 0,8579019 0,8579019 0,4690933 2/2 3,31321561 3,31321561 ***
10,881643 2/2 1,09752681 1,09752681 * 0,03052055 2/2 0,5911372 0,591137185 NS
4,7739961 2/2 0,93117759 0,93117759 *** 4,4558E-‐05 2/2 0,9180599 0,918059911 NS
42,629075 2/2 1,158642 1,158642 0,7130048 2/2 1,0001601 1,000160098 NS
19,436355 2/2 1,47974404 1,47974404 ** 0,00212946 2/2 0,5660261 0,566026066 NS
10,209708 2/2 1,58414027 1,58414027 ** 0,00103421 2/2 1,65764132 1,657641323 *
9,3193386 2/2 1,0616597 1,0616597 0,7989824 2/2 1,41088488 1,410884877 *
45,424498 2/2 1,0147531 1,0147531 0,9600886 2/2 0,9730305 0,973030529 NS
28,076732 2/2 1,032551 1,032551 0,8574108 2/2 1,2733926 1,273392598 NS
45,79299 2/2 0,6656821 0,6656821 0,1098803 2/2 1,6818687 1,681868726 NS



pValue
1,6125E-‐22
4,9509E-‐19
6,4096E-‐12
2,062E-‐235
6,322E-‐122
1,4294E-‐30
1,1889E-‐05
0,1351403
1,2478E-‐38
1,6123E-‐07
1,2702E-‐25
4,4323E-‐08
1,1664E-‐39
2,6085E-‐39
3,7495E-‐26
0,1977523
6,8947E-‐22
4,5776E-‐08
0,9280043
4,7197E-‐26
3,9485E-‐22
3,256E-‐19

0,00133384
0,00044431
5,081E-‐05
3,5728E-‐09
0,00545818
0,7288602
1,9651E-‐07
0,00011835
0,0314648
4,01E-‐15

2,8038E-‐05
0,00044121
2,7748E-‐22
0,01081784
0,7896719
3,842E-‐14

0,00049701
0,1777782
0,00705802
6,7632E-‐17
0,00274129
1,9457E-‐15
0,9539119
0,01068081
0,00041605
4,8676E-‐13
0,00076664
3,2514E-‐06



0,02253995
0,007123

3,7106E-‐16
0,03829072
2,1563E-‐11
3,1828E-‐09
2,0185E-‐18
0,0049915
0,0817304
0,00204813
0,00312739
0,0980545
0,00012493
0,01134753
8,9725E-‐13
7,1399E-‐12
1,1246E-‐05
0,00181697
1,9644E-‐05
0,00997222
0,00014581
1,8481E-‐05
2,3822E-‐06
0,0503192
4,1873E-‐13
0,00438617
0,4595207
2,5522E-‐06
0,00677318
0,00032603
6,3679E-‐10
1,9621E-‐06
2,8739E-‐07
1,4629E-‐08
7,1086E-‐05
2,3281E-‐06

1,03E-‐09
0,00072797
1,6817E-‐07
0,2141409
0,1345424
0,00018374
5,2663E-‐09
0,0726994
1,1061E-‐09
0,4068121
2,0873E-‐22
0,02113645
0,0520126
8,1934E-‐05
6,6814E-‐06
0,1188957



4,7691E-‐09
0,3022972
1,929E-‐06

0,00053288
0,04939256
0,0707148
9,8601E-‐09
0,00454999
0,5083321
9,278E-‐08

0,4064235
0,8146314
0,0753119
0,9580993
0,00030306
0,01396051
2,5384E-‐07
4,8559E-‐10
0,0668533
7,0677E-‐05
2,6506E-‐06
0,0029618
0,8485738
6,271E-‐13
2,571E-‐08
2,9378E-‐05
0,7676227
0,8843624
0,00082931
4,3741E-‐06
0,00175159
9,5335E-‐06
3,5149E-‐05
0,8634403
0,4567828
4,2074E-‐05
2,0373E-‐07
4,5137E-‐15
0,3445418
1,8173E-‐07
1,7458E-‐06
4,6042E-‐15
5,7628E-‐35
1,679E-‐05
2,3833E-‐15
0,00046076
2,1362E-‐07
0,00607829
0,00027828
0,00308642
0,0551481
2,7398E-‐13



0,00872637
4,5538E-‐12
8,8545E-‐14
0,3940309
0,00023044
0,3022454
5,435E-‐13
1,1595E-‐07
5,6339E-‐06
2,7846E-‐11
0,1355454
0,3650547
0,0898501
0,01165609
0,04200212
0,4450119
0,1303193
0,251368
0,110363

0,2884399
9,0572E-‐09
0,00024075
0,3760823
5,834E-‐08

0,5602806
0,00029549
0,3218586
0,00758162
0,0845405
0,00058136
0,00732555
0,3488054
4,0338E-‐06
7,1497E-‐06
0,00032526
3,3441E-‐07
0,1542114
0,9558749
0,04778573
0,2863816
0,3308217
0,00414476
1,9295E-‐05
1,717E-‐16
0,0037674
0,00093126
0,00011404
0,5290614
4,3588E-‐21
0,01014561
0,1042871
0,7357776



0,1011122
0,6267467
4,814E-‐05

0,4604848
0,2859625

3,11E-‐14
3,8389E-‐10
0,00196699
0,0013622
0,5783331
1,2009E-‐08
2,7113E-‐12
0,0886079
0,5602808
0,01203483
7,4863E-‐12
0,00759935
0,00091541
0,01241747
0,00040302
0,00055521
3,6201E-‐06
0,1216033
2,1663E-‐07
0,1080352
3,981E-‐10
0,0098436
1,8374E-‐05
0,00010377
2,1525E-‐13
0,3025006
0,00117507
2,8182E-‐05
9,3595E-‐14
0,0002081
6,5244E-‐14
0,00766673
1,5951E-‐06
1,1516E-‐05
0,1164509
2,4414E-‐13
0,00319995
0,2560904
0,3813555
0,2413513
0,00249315
4,1755E-‐05
0,215342

0,2653449
0,0916764
0,1581029
0,0085888



3,5998E-‐06
0,3800522
1,0215E-‐05
0,00024158
0,2829967
0,0565475
0,01273855
0,00146219
0,02389274
0,00883179
4,5516E-‐06
0,00251197
0,00015978
0,01514838
0,03154338
0,2024349
0,0945424
0,03344439
0,0840537
0,2696767
0,00135161
0,1661546
0,0878361
0,00672448
0,4177285
0,5873394
0,6079202
3,3456E-‐07
0,2507807
0,154284

0,4523677
0,00081985
4,9764E-‐07
0,00013213
0,00034674
0,065748

0,00381924
0,2849539
0,02818284
2,3301E-‐05
0,5641644
0,02457625
0,0951993
0,5679387
5,3493E-‐05
0,2868015
0,2807485
2,006E-‐09
6,994E-‐10
5,4837E-‐05
0,059461

0,00196972



0,00466805
0,01187165
6,3745E-‐05
1,7508E-‐10
0,8872563
5,029E-‐06

0,00090819
0,0578268
0,0635028
7,1054E-‐05
0,6257141
0,00018478
0,01332798
0,00103139
0,0024165
0,00606496
0,8794251
0,3813891
0,0562475
0,03310464
0,9542168
0,0501524
0,8973999
0,0678834
0,8028164
0,212842

0,9332234
0,0038738
0,0776413
0,00771895
0,01716756
0,3858832
2,4905E-‐16
0,6658545
0,1656679
4,384E-‐06
1,3615E-‐06
8,6207E-‐05
0,661035
3,26E-‐08

5,8057E-‐05
0,6749014
0,815087

0,02304455
0,01663109
0,3118121
1,5687E-‐06
0,00064012
0,1811659
0,1516706
0,5076305
0,03700331



6,5601E-‐15
0,0356757
3,7818E-‐07
0,4328847
0,5037676
0,3406181
0,3171635
0,01236278
0,7055143
3,1899E-‐06
0,00280697
0,02430191
0,3882406
4,7518E-‐09
0,0007731
0,00999015
0,0671992
0,5843295
0,00043491
0,606958

0,01363919
0,1188811
2,4063E-‐05
9,0718E-‐05
0,8117034
0,3366152
7,5963E-‐07
0,00902749
0,00525119
0,0697309
0,01051043
8,0161E-‐06
0,3771974
0,2561003
0,01899866
0,0549949
0,464806

0,7286966
0,1843573
0,0011962
1,3143E-‐05
0,1154455
0,00933292
0,1502811
0,7296968
0,00026012
0,0556228
0,6474793
0,0520202
0,03316805
0,3499001
0,00014606



2,08E-‐05
0,01103312
0,01791349
3,3932E-‐06
0,6690879
0,1370657
0,7897358
0,00109769
0,001964

3,7252E-‐05
0,628489

0,8653993
0,03275422
0,0671349
0,0004546
4,9581E-‐09
0,00191155
0,00011295
0,01346487
0,00514281
0,1316665
0,1290852
0,00022581
0,5298968
0,00584004
8,0299E-‐06
0,00228651
3,2194E-‐10
0,00177616
7,8676E-‐06
0,5924665
0,00513827
0,5420184
0,1771625
0,3801747
2,7353E-‐05
0,7322822
4,683E-‐05

0,7605428
0,9470194
0,01194412
0,7824443
0,04494332
0,1057617
1,3085E-‐05
0,04062965
0,0822784
0,5132321
0,2738517
0,8753567
0,01594273
0,0501494



0,04472611
1,0831E-‐06
0,01121484
0,00162428
0,00020071
0,5328242
0,368994

0,01257693
0,00703624
0,8512892
0,2577088
6,9613E-‐08
0,9666282
0,01412921
0,01798788
0,3491166
0,5131366
0,5038925
0,3505682
0,9482211
2,8863E-‐05
0,00254227
0,7719752
0,4205727
0,00027712
0,00145081
0,102564
2,9785E-‐06
7,9982E-‐05
0,6301833
4,0375E-‐05
0,00210548
0,00086022
0,00125915
0,5791899
0,04596683
0,0003844
0,0867906
6,8737E-‐06
0,02899148
0,2442989
0,2029331
0,3773566
0,02003181
0,0528036
0,860084
5,6355E-‐06
2,7623E-‐06
0,059082

0,2275351
5,0817E-‐05
0,00113388



0,00114138
0,0591024
0,085952

0,03656198
0,02744056
0,02875085
0,2670542
0,00055659
0,1184896
0,1869493
2,293E-‐05

0,5502221
0,7266249
0,00220869
0,01659734
0,5544377
0,2119201
0,9987367
9,5718E-‐05
0,03700754
0,04079362
0,6998489
0,00196673
0,3827139
0,04817937
0,00781657
0,9443277
0,00023922
0,057337
9,0056E-‐05
0,00041505
0,00213001
0,8526456
0,00030488
0,9585296
0,2785837
0,9726823
0,00530456
0,0771088
9,0817E-‐06
0,0559809
0,0008706
0,00113781
0,01122848
0,00012564
0,9705677
0,00421886
0,1916471
0,5381656
0,3351032
0,00113473
0,0889756



4,5381E-‐06
0,9051113
0,1461363
0,2022358
0,5848935
0,1198331
0,04873959
0,02719075
0,5763423
0,00107018
0,734563

0,3695052
0,00030409
0,00508421
0,0853377
0,00038713
0,3286848
0,01959352
0,02411575
0,00055537
0,00038626
0,04002299
0,8616491
0,2054078
0,00019595
0,00239162
0,5560311
0,00166804
0,00012384
0,2980717
9,7854E-‐08
1,3296E-‐05
0,00715638
0,1060606
9,482E-‐07

0,02482769
0,7931175
0,1640101
0,02646379
0,01514512
0,2930404
0,1062851
5,9929E-‐05
0,0567533
0,01039315
0,2199693
0,221091

0,01694763
0,03566984
0,04886037
0,1805727
0,4747668



0,00027195
0,8658557
0,00032039
0,00377567
0,1560387
0,02746183
0,1036407
0,5572669
0,02310041
0,1651484
0,3550068
0,2107516
0,0669202
0,00733625
0,6466501
0,00248247
0,0710058
0,00119635
0,6699756
0,4918064
0,476982

0,00099824
5,4945E-‐05
0,1973465
0,4894041
0,00411847
0,1424898
0,0773104
0,01898433
0,3679506
0,00023582
0,7041633
0,00163623
0,6523612
0,04113116
0,4489037
0,3445642
0,00351158
0,8266771
0,5335548
0,01004554
0,02769991
0,00999817
1,3127E-‐05
0,5269757
6,0793E-‐05
0,9437461
0,00417445
0,00023314
0,1420679
0,01534564
0,1974198



0,0902695
0,00724751
0,1816132
0,2775268
0,8016359
0,0852451
0,00186755
0,3910212
0,02941553
0,5320364
0,9877052
0,0680833
0,01449841
0,557227

0,2698065
0,7014267
0,0614816
0,3639905
0,1438061
0,1907906
0,0009507
0,0640976
0,2282289
0,9997344
0,1551998
0,02326399
0,04778609
0,9580545
0,4328932
0,2749132


