[s y Table 1: List of peptides identified by SILAC
: ; : hiw " No. of
NCB! . - . Peptide Protein |I_w Pmt.e'" 'M. protein hlw_ Mass Measured Mascot Uncalibrated Peptide Le'.' ng!n Sequence = peptides
Accession Protein Description Peptide Sequence ePHICE intensity ~ protein | " protein  charge calculated Charge flanking | flanking !
modifications Mass [Da] N intensity - mass mass error [Da] Score coverage  assigned
number ratio* StDev " StDev ratio mass [Da] AA AA .
ratio* to protein
1 0i[4506903  Splicing factor, arginir ine-rich 9 VEFPR 1Arg10 25526 2718 1.188 9.337 3.581 656.39 656.35 .034 R 19 5
VEFPR 646.38 646.34 .037 R
VEFPR 1Arg6 . 65240 652.36 .034 R
IYVGNLPTDVR 1Arg10 | 1285.77 255.68 .087 R
EKDLEDLFYK 298.72 298.64 .077 R Y
DLEDLFY! 041.59 041.50 .085 Y
1Arg10 0.059 K

gi|7706322 Homeobox prox 1 IHSSDWPK 1 ! . F
FIVWLEDQK . 1290.65 .012 37 R I

IAEPLINLDVNNPDFK 811.96 .030 82 A

LLHIEELR 1Arg10 031.61 .055 33 R E

INEAIVAVQAIIADPK 663.91 .106 79 T

LVQER 1Arg10 766.41 .042 31 R L

HILGFDTGDAVLNEAAQILR 2151.96 .030 65 L

EGLPVALDK 940.34 .031 67 H

’EVMALANLLQIQR 1Arg6 1518.89 .071 39 H

AGVMALANLLQIQR 1Arg10 1522.86 0.049 73 H

activator subunit 3 isoform 2 TVESEAASYLDQISR § Y
TVESEAASYLDQISR | 1667.95 | 1667.80 36 R Y
TVESEAASYLDQISR 1Ag6 | 1673 673.82 30 R Y
IQQLVDIIEK 285. 285.69 65 v
IWVQLLIPR 1Met(0x) 1Arg10 180. 180.67 |
IWVQLLIPR 1Arg10 164. 164.67 |
IEK 614.47 614.40 R c
ELDSFLK 1076.70 1076.61 E
LISELR 1Arg10 85255 85253 R
84259 84252 R
848.61 84854 R
1204.86 1204.71 54 E
I TSEAEDLVANFFPK 1679.96 1679.84 9
7 qij1411041 nuclear i D LDPITGR 1Arg10 32042 | 1516 0.000 39124 780.46 780.44 .050 36 s 125 4
YHNVGLSK 34922 | 1044.63 1044.57 .020 c
FVGGLSPDTPEEK 74488 1481.75 1487.75 -0.005 |
DLKDYFSK 330.19  1014.55 1014.50 0.039 F
9 gi|55956919 nuclear ri in AB VLDQK 35045 | 3619 | 0000 8010 | 0000 30170 60134 .035 30 E 24 8
FVGGLSWDTSK 664.3 1326.63 .016 76 K
KFHTVSGSK 495.79 989.53 .026 57 c
IFVGGLNPEATEEK 752.4( 1502.76 .020 83 |
GFGFILF| 464. 92752 .041 42 R D
EVYQQQQYGSGGR 1Arg10 755. 1508.69 .013 56
EVYQQQQYGSGGR 1Arg6 1504.70 .009
EVYQQQQYGSGGR 1498.68 0.012
DYFTK 67231 .079
DLKDYFTK 1028.52 0.020 F

gi[11034845 20 Open reading frame 77 LTFLYLANDVIQNSK .34 1737.99 1737.93 . 53 R
LNIWQI 1Arg10 541.31 1080.60 1080.60 .007 43 R S

LAAELEDR 1Arg10 46375 = 92548 925.47 .003 57 R R

IASLPQEVQDVSLLEK 590.35 1768.01 1767.96 .053 75 I

E

EFESVLVDAFSHVAR

1714.94




gi[34740329 Heterogeneous nuclear ribonucleoprotein A3

SSGSPYGGGYGSGGGSGGYGSR

1Arg10

1Arg10
1Met(0x) 1Arg10

1999.79

1999.76

86060 |

1Arg10

gi[21361320 TRK-fused gene

NVMSAFGLTDDQVSGPPSAPAEDR

0.000

|LLDSLEPPGEPGPSTNIPENDTVDGR

123615

2470.28

2470.13

2728.44

2728.31

AQLGEDIR

900.47

gil14165435 Heterogeneous nuclear ribonucleoprotein K TDYNASVSVPDSSGPER phospho (Y), 1Arg10 . 1869.87 1860.77 . R |
TDYNASVSVPDSSGPER 800.95  1779.89 1779.79 .099 30 R |
LLIHQSLAGGIIGVK 507.03  1518.07 1517.93 .138 83 R G
LSISADIETIGEILK 1713.98 .095 32 R K
LLQSK 700.45 .028 35 R N
ITITGTQDQIQNAQYLLQNSVK 2588.38 .219 50 R Q
IILDLISESPIK 330.80 .030 G
IDEPLEGSEDR 268.58 .033 |
GDLGGPITTQVTIPK R D
LMAYDR 1Arg10 R R

G

SIIGK

4il4826734 Fusion (involved in t(12:16) in malignant SFATR 1Arg10 33 R
TGQPMINLYTDR 1Arg10 . e X 50 E
TGQPMINLYTDR 1Met(0x) 1Arg10 717.89 1433.68 .075 3 E
HDSEQDNSDNNTIFVQGLGENVTIESVADYFK 1105.95 3584.62 .200 34 R Q
GEATVSFDDPPSAK 71084 1419.65 .013 7 A
'EFSGNPIK 446.29 890.45 .108 v
APKPD MGGNYGDDR 1Arg10 755.03 2261.97 .101 R
APKPD MGGNYGDDR 1127.06 2251.97 131 R
AAIDWFDGKEFSGNPIK 632.33 1803.93 048 v
AAIDWFDGK E

gi[20357552 cortactin isoform a TQTPPVSPAPQPTEER 1Arg10 . 4
'GFDYK 600.81 1199.61 1199.55 6 73 R E
DVTQVSSAYQK phospho (Y) 977.99 1953.96 1953.84 .121 43
TEPEPVYSMEAADYR 1Arg10 1083.06 2164.10 2163.97 .136 86 R E
FGVQMDR 1Arg10 431.74 861.46 861.40 .052 44 \2
ANFENI 453.76 905.51 905.46 .050 37 R E
AKTQTPPVSPAPQPTEER 1Arg10 675.36 2023.06 2022.97 0.090 35 R L

FUSE binding protei

QLIEEK 380.23 758.42 .029 42 R

LLDQIVEK 479.30 956.55 .038 50 R
IGGDAGTSLNSNDYGYGGQK phospho (Y) 1027.48 2052.91 .128 65

IAQITGPPDR g10 539.33 1076.59 .055 56 R c
GTPQQIDYAR Argl10 579.82 1157.57 .058 48 R Q
EMVLELIR Arg10 .57 34 D
AWEEYYK 35 K
AGLVIGK 55 G

FUSE binding protein 2 SVSLTGAPESVQK 1381.71 1381.65 X A
QLIEEK 758.45 758.42 .029 42 |
QAQVATGGGPGAPPGSQPDYSAAWAEYYR 1Arg10 148174 29614 2961 115 93 Q
MILIQDGSQNTNVDKPLR 1Met(0x) 1Arg10 1034.60  2067.1 2067. .120 a7 |
KIGQQPQQPGAPPQQDYTK 70373 2108.11 108. .095 33 A
IINDLLQSLR 1Arg10 597.87 | 1193.7 1903 .030 65 R s

5QQPQQPGAPPQQDYTK 991.05 | 1980.08 979. .106 A
GGGIDVPVPR 1Arg10 54534 1088.67 088.62 .04 R H
SGDAATTVNNSTPDFGFGGQK 1077.57 215312 153.00 .11 R
HIMGPPDR 1Met(0x) 1Arg10 37822 113163 131.57 .06 c
DAFADAVQR 1Arg10 50178 1001.54 1001.48 .06 A




4il4826998

Splicing factor

AGLVIGK

NLSPYVSNELLEEAFSQFGPIER

FGQGGAGPVGGQGPR

FGQGGAGPVGGQGPR

AVVIVDDR

VALSEPQPER

1Arg10

90194

gi[33383233 Arsenate resistance protein ARS2 isoform b

gi[20127479 RNA binding motif protein 10

EVAFFNNFLTDAK

GSSYGVTSTESYK

103469

LQSHGVQAR

1994 | 0000 5396 0000
I A I

1134.65

1134.59

1514.82

1514.74

GDPTGAGPEASLEPGADSVSMQAFSR

QGLLPLPQPYQAQGVLASQALSQGSEPSSENANDTIIL

4il4827040

Thyroid hormone receptor

PGAAPGIYQQSAEASSSQGTAANSQSYTIMSPAVLK

gil40254861

SPAVATSTAAPPPPSSPLPSK

114730

RYPSSISSSPQK

1959.30

protein 3 SPSELFAQHIVTIVHHVK 108789 2041.19 2041.11 3
SIFQHIQSAQSQR X 1538.86 1538.81 . s
LDIERRK 2Arg6 33 94065 940.62 .090 33 K
GSFSDTGLGDGK 080  1139.59 1139.51 M

nuclear ril

34
QRPQATAEQIR X X . X 8
NPSDSAVHSPFTK 693.88 1385 385.66 .020 2
IFTASNVSSVPLPAENVTITAGQR 1Arg10 828. 481.43 481.31 121 7
IDLAVLLGK 471 940.65 940.60 .062 54
GSTTGSQFLEQFK 43. 1485.80 1485. .048
GSTTGSQFLEQFK 43. 1485.80 1485. .030
PLDYYSIPFPTPTTPLTGR 1Arg10 6508 229221 2202. .043 D
DGSLASNPYSGDLTK 6291 152381 1523. 0.084 65 F

X X F
GFGFVLFK 457. 913.52 913.51 .01 D
GFGFVLFK 457. 913.55 913.51 .05 D
DLTEYLSR 1Arg10 567. 1133.61 1133.60 .01 F

LESR 1Arg10 314.. 626.38 626.36 .02
FIGGLSWDTSK 1Met(ox) 679.34 1356.66 1356.64 .02 62 K
FIGGLSWDTSK 671. 1340.65 1340.64 .01 80 K
FVGGLSPDTSEEQIK 853.. 1704.85 1704.86 -0.01 88 E
YHQIGSGK 445.24 888.46 888.45 .02 30 c

PS: *"w" refers to the Arg0, refers to the Argé and "h" refers to the Arg10




