Suppl nental Figure 1: Sequest paraneters file used for peptide and PTMidentification

[ SEQUEST]

dat abase_nanme = C:.\ Xcal i bur\ dat abase\ swi ssprot _hunan. f asta
first_database_name = C:\ Xcal i bur\ dat abase\ swi ssprot_human. f ast a
second_dat abase_nane =

pepti de_mass_tol erance = 2.5000

create_output _files =1 ; 0=no, 1l=yes

ion_series =0110.01.00.00.00.00.00.01.00.0

fragnment _ion_tolerance = 0.0 ; leave at 0.0 unless you have real poor data

num out put _lines = 12 ; # peptide results to show

num description_lines = 12 ; # full protein descriptions to show for top N peptides
numresults = 500 ; # of results to process

show fragnment _ions = 0 ; 0=no, 1l=yes

print_duplicate_references =1 ; 0=no, 1l=yes

enzyme_nunber = 1

di ff_search_options = 1 NQ 16.0 MWV 0.000 X 0.000 X 0.000 X 0.000 X 0.000 X

termdiff_search_options = 0.000 42.000 ; c term n termdiff nods

max_num di fferential _AA per_nod = 4 ; max # of nodified AA per diff. nod in a peptide

nucl eoti de_reading frame = 0 ; O=proteinDB, 1-6, 7=forward three, 8=reverse three, 9=all six
mass_type_parent =1 ; O=average nmmsses, 1=npbnoi sotopi c nmasses

mass_type_fragnment = 1 ; O=average mmsses, 1=npnoi sotopi c nmasses

normal i ze_xcorr = 0 ; use normalized xcorr in ouput file

remove_precursor_peak 0 ; 0=no, 1l=yes

i on_cut of f _percent age 0.0 ; prelim score cutoff %as a decimal nunber i.e. 0.30 for 30%

protein_mass filter = 0 0 enter protein mass mn & max value ( 0 for both = unused)\n
max_num_ i nternal _cl eavage_sites = 2 mexi mum val ue is 5; for enzyne search

mat ch_peak _count = 0 nunber of auto-detected peaks to try matching (max 5)

mat ch_peak_al | owed_error =1 nunber of allowed errors in matchi ng auto-detected peaks
mat ch_peak _tol erance = 1.0 mass tol erance for matching auto-detected peaks

partial _sequence =

sequence_header filter =

resi dues_i n_upper_case = 0 ; 0=no, 1l=yes
add_ Cermprotein = 0.0000 ; added to protein C-termnus (only C-term peptide affected)
add_Ntermprotein = 0.0000 ; added to protein N-termnus (only N-term peptide affected)

add_Cterm peptide 0. 0000 ; added to each peptide Cterm nus



add_Nt erm pepti de

= 0. 0000

add_G d ycine = 0.0000

add_A Al anine = 0. 0000
add_S Serine = 0.0000
add_P_Proline = 0.0000
add_V Valine = 0.0000
add_T_Threoni ne = 0. 0000
add_C Cysteine = 57.02
add_L_Leuci ne = 0. 0000
add_| I sol euci ne = 0.0000
add_X Lorl = 0.0000

add_N _Asparagi ne = 0. 0000
add_O Ornithine = 0.0000

add_B avg_NandD = 0. 0000
add_D Aspartic_Acid =
add_Q d utam ne = 0. 0000
add_K Lysi ne = 0.0000
add_Z avg_QandE = 0. 0000
add_ E Qutamc_Acid =
add_M Met hi oni ne =
add_H Histidine =
add_F_Phenyl al ani ne =
add_R _Argi ni ne = 0.0000
add_Y_Tyrosi ne = 0.0000
add_W Trypt ophan =

0. 0000
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