S2 Table. Mass spectrometry peptide sequencing.

Accession”
POASG6
Source® Comp® coﬁ:'ll:ltiﬂied Sequence® Modifications’ #PSMs® Xcorr" [M+H]"(Da) Charge’ m/z(Da)* AM (ppm)' (nﬁ:)"‘ Cﬁel\:::\;cei“
High TFLDQTGGLWASGALYGK 6 366  1884.950 3 628.988 062 2976 0
High AVAEGASKVDGAEVVVK 6 335  1628.884 3 543.633 098  16.94 1
High GGTPYGATTIAGGDGSR 18 313 1537.722 2 769.365 137 1678 0
High VLVLYYSmYGHIETMAR ,[‘A"fé?g)'(‘l’g;'l‘l’gg) 3 313 2078.008 3 693.341 034 2474 0
DS, High TQTAPVATPQELADYDAIIFGTPTR 7 311 2676.352 2 1338679  -0.02 3055 0
PAGE  CA High RVPETMPPQLFEK M6(Oxidation) 9 286  1587.820 2 794414 =010  20.87 1
High YQGEYVAGLAVK 9 283 1297.678 2 649.342 082 2119 0
High VPETMPPQLFEK M5(Oxidation) 6 242 1431718 2 716363 033 2146 0
High VDGAEVVVK 8 235 915,514 2 458.261 086 1529 0
High FGNmMSGQMR "&‘é((%’:i‘ﬁi‘(’;‘)); 1 232 1059.433 2 530220  -134  6.60 0
Medium QPSQEELSIAR 2 164  1257.642 2 629.324  -140  17.69 0
High TQTAPVATPQELADYDAIIFGTPTR 8 571  2676.359 2 1338683 281 3577 0
High AVAEGASKVDGAEVVVK 8 524 1628.886 2 814.946 011 2244 1
High GGTPYGATTIAGGDGSR 10 445 1537724 2 769.366 018 2245 0
High RVPETMPPQLFEK 9 419 1571.827 2 786.417 109 27.94 1
High TFLDQTGGLWASGALYGK 2 405 1884.949 2 942.978 008 3459 0
High  AGGKTQTAPVATPQELADYDAIIFGTPTR 2 375 2989.541 3 997.185 466 3449 1
High YQGEYVAGLAVK 3 347 1297.681 2 649.344 191 2635 0
High  GGTPYGATTIAGGDGSRQPSQEELSIAR 5 335 2776.354 2 1388680 137  26.33 1
High RVPETMPPQLFEK M6(Oxidation) 13 327 1587.823 2 794.415 190 2594 1
PSADS'E 7 High VPETMPPQLFEK M5(Oxidation) 3 319 1431721 2 716.364 146 26.77 0
High VDGAEVVVKR 1 309  1071.617 2 536.312 127 19.70 1
High VDGAEVVVK 5 3.00 915,517 2 458.262 260  20.69 0
High FGNMSGQMR 3 298 1027.446 2 514.227 120 2164 0
High VPETMPPQLFEK 8 282 1415725 2 708.366 099  29.84 0
High FGNMSGQmR M8(Oxidation) 7 280  1043.441 2 522.224 091 1811 0
High YQGEYVAGLAVKLNG 1 239 1581.829 2 791.418 101 29.74 1
High QPSQEELSIAR 3 221 1257.643 2 629325  -004 2275 0
Medium FGNMSGQMR m‘;&%ﬁg‘gﬁy; 197 1059.436 2 530222 154 7.38 0
Medium LASVFﬁf/TS;’%%(Z%%%‘EJS;F[\éVJ\I;AHHG 1 170 5148595 3 1716870 414  43.67 0
High TQTAPVATPQELADYDAIIFGTPTR 1 530  2676.357 2 1338.682 199  35.80 0
High AVAEGASKVDGAEVVVK 8 512 1628.888 2 814.948 161 2245 1
High RVPETMPPQLFEK 7 412 1571.828 2 786.417 164  27.98 1
High GGTPYGATTIAGGDGSR 8 3.93 1837.727 2 769.367 180 2216 0
High  AGGKTQTAPVATPQELADYDAIIFGTPTR 2 3.76 2989.530 3 997.181 099 3450 1
High YQGEYVAGLAVKLNG 1 361 1581.830 2 791.418 155  29.71 1
High YQGEYVAGLAVK 3 351 1297.681 2 649.344 144 2635 0
High VPETMPPQLFEK M5(Oxidation) 2 3.23 1431721 2 716.364 154  26.78 0
- High FGNMSGQMR 4 3.05 1027.446 2 514.227 096  21.66 0
pace® A High VDGAEVVVKR 1 291 1071.619 2 536.313 309  19.73 1
High VPETMPPQLFEK 10 2.90 1415.728 2 708.368 271 2881 0
High TFLDQTGGLWASGALYGK 2 2.82 1884.957 2 942.982 416 3431 0
High VDGAEVVVK 4 2.70 915.517 2 458.262 240 2049 0
High RVPETMPPQLFEK M6(Oxidation) 11 2.64 1587.824 3 520.946 247 2566 1
High  GGTPYGATTIAGGDGSRQPSQEELSIAR 5 254 2776.356 3 926.123 206 26.22 1
High FGNmMSGQMR “,a‘é((%iii%?tiﬁ;); 3 204 1059437 2 530.222 200 729 0
High FGNMSGQMR M4(Oxidation) 5 1.87 1043.443 2 522.225 278 1745 0
High QPSQEELSIAR 3 1.86 1257.646 2 629.327 219 23.25 0

%) alphanumeric unique protein sequence identifier provided by UniProtkB/Swiss-Prot protein knowledgebase;

b) electrophoresis used to isolate protein;
©) competitor used in the elution step;

% confidence level associated with the peptide sequence; high confidence is associated to FDR < 0.01, medium confidence to

FDR < 0.05;
%) the identified amino acidic peptide sequence;

" peptides modification at the reported amino acids position;

9) total number of identified peptide sequences (peptide spectrum matches);

f‘) cross-correlation score for all candidate peptides queried from the database;
") calculated protonated monoisotopic peptide mass, in Daltons;

!y precursor ion charge state;

k) mass-to-charge ratio of the precursor ion;

Y calculated peptide mass error in parts per million;
™ retention time of the precursor ion, in minutes;
™ number of missed cleavages;

°) spot excised from 2D-PAGE of the fraction collected during competition elution step.



