4 HR Accession Seore um LM sb(geo) #

4 10 Q61G02

4 Kerafin, hps l cytoske'stal 2 epidermal OS=Ratus nonegicus GN=l an PE=25V=1

4

4 Sequence Inel LM StdEm. Fracton Comelatior Intensity

4 1 2 GFSSGSAVVSGGSR 2451 02319 05799 09925 1229

4

4 HR  Accession Score Mass LM SD(geo)  #

4 11 P00769420 43 10594

4 Gene Symbo=GCN1L1 10 kDa protein ng=87

4

4 z Sequence Inel LM SWEm Fracton Comelatior Intensity
Fracton HR Accession Score Il:ss LM SDgeo)  #

5 1 PD0307259

3
5 Gene_Symbol=DNAJC13 Dnal homolog subfamily C member 13 rq»u-u #SNP[2277 188, TISNP[2297,

z Sequence Incl. UH  StdEm  Fracton comhuor Intensity
1 2 ELNGEFVR x 09775 002854 08545 3023
2 2 DSLLASLLDGVR X 09795 002224 09019 09955 2092
3 2 GQGTEFNLTFR x 09383 002432 0892 08301 5554
4 2 FAQPAVWLR X 102 001183 09286 09931 2875
H 2 VIALTETCLVER X 65 999 06164 08617 2606
6 2 SLQYGEQVNELCR X 1055 003614 09759 08914 4161
7 2 LLEGGLENLDSPAATK x 1045 001807 09779 09927 6118
8 3 LLLEEDENEESGSKR X 1046 002105 08264 099%5 3998

9 3 LGGYLAEEQATPERPTR 2573 02231 03517 08422 9822

5

5

5

5

5

5

5

5

5

5

5

5 10 2 LGGYLAEEQATPERPTR x 1057 001411 09683 09941 1688
5 11 3 GALMLLDMFCNSTHPQVR X 1076 002783 09144 09895 3449
5 12 3 KPVLEVIPGGFDQNPATIR X 1085 001701 05932 09924 62
5 13 4 FNANSYSGVLHAVIODGLFSENGEK X 1134 008572 08248 08626 4576
5 14 3 ESPLLPAATELAFHTVNCSALNAEELRR 07274 01113 0383 07653 8678
5 15 4 ESPLLPAATELAFHTVNCSALNAEELRR. X 1038 005207 0823 0956 a7
5

5 Hit Accession Score Mass LM SDgeo)  #

5 2 POOTATSS 247 323523 08345 1007 3

5 Gena_SyTbol=SGK269 Tyrosina-proten kinase SgK269 Ing=1746 # SNP(1756.k 1071, KISNP{1786,,1071

5

5 z Sequence Incl LM SWEm. Fracton comhuor Inlzmi/
5 1 2 AENALLQDSEK X 0902 002238 08612 0.

5 2 2 LAPEITATQYK X osozs 00107 09176 0sms A%
5 3 2 EGTOESQMVGSSSTR x 08592 001499 09619 0895 3747
5

5 Hit Accession Score Mass LM SD(geo) %

5 3P00T81 211 25078

5 Thpsn0S=Sus srcfa PE=1 SV=1

5

s z Sequence Incl. UH  SWEr Fracton Comelatior Intensity
5 1 1 VATVSLPR e 548 7 09308 3934
s 2 2 VATVSLPR 4107 01211 0905 09648 7062
5 3 2 LSSPATLNSR ssssmsax 7947 09597 09891 3485
5 4 3 LGEMNDVLEGNEQFNAAK 6304 003895 06989 09591 652
5 5 3 ITHPRFNGNTLOND MUK 8467 2729 09442 09346 1297
5

5 Hit Accession Score Mass LM SD(geo)  #

5 4 PDO759560 166 167301 09342 1174 2

5 Gena Sy scfom C gamTa 11ng=1513

5

s z Sequence Incl. UM SWEr. Fracton Comelatior Intensity
5 1 2 EAVGDLLDAFK X 1046 000574 09208 0993 4934
5 2 2 FMLQDVLDLR X 0834 004059 08314 09795 2608
5

5 Hit  Accession Score Mass LM SD(ieo) B

5 5 PD03B4463 166 376153 09342

5 ¥ eukanstc 4 gamma, 1 isoform 2 Ing= |5\z¢swhsum

5

5 z Sequence Incl. UM SWEr Fraction Comelatior Intensity
5 1 2 EAVGOLLDAFK x 1046 000574 09208 0993 4
5 2 2 FMLQDVLDLR X 0834 004059 08314 09795 2608
s

5 Hit  Accession Score Mass LM SD(geo)  #

5 6 P00372808 142 223552 08836 1002 2

5 Gene Sy Pustie 11ng=1931

5

5 z Sequence Incl. UH  SWEm. Fracton Comelatior mumny
5 1 2 YLPTVRDVK x 08851 001665 08995 09956

5 2 2 SFOMFENETTK X 0882 003771 07773 09763 13:.4
5

5 Hit  Accession Score Mass LM SDgeo)

5 7 PD0795990 123 169959 1003 1008 2

5 Gena Symbo=TJP1 Putste uncharadtarized protein DKFZ686A1195 Ing=1692

5

5 z Sequence Inel. UM SWEm Fracton Comelatior Intensity
51 2 NESDVGDSFYR 1002 001663 09248 09334 1916
5 2 3 APVSPSAVEEDEDEDGHTVVATAR x 1013 002454 08497 0991 1973
5

5 Hi ssion Score Mass LM SD(geo)  #

5 8 PMﬂ?JD)E 236097 0937 1023 3

5 Gena Symboi=CAD Putatie uncharadterized protein CAD m 2162

5

5 z Sequence Inet. LM SWEm Frcton Comelatior Intensity
5 1 2 LSLDDLLGR X 09192 001041 07815 09983 1346
5.2 2 TLGVDLVALATR X 09604 001434 06997 0994 1501
5 3 2 VNESSVEVDSODPR X 09313 003757 07688 09328 %07
5

5 Hit  Accession Score Mass LM SD(geo)  #

5 9 P007aT743 60 23208 08178 1

5 Gera_Sy sobm 1 g RCS Ing=2087

5

s z quence Inel UM SWErm Fracton Comelatior Intensity
5 1 2 FSDAVSAATDEER X 08178 002735 08158 09956 9204
5

5 Hi Accession Score Mass LM sSD(geo)  #

5 10 PO2769 49 7244 [

5 Senm sbumin 0S=Bos tauns GN=ALB PE=1 SV=4

5

5 z Sequence Inel LM SWEm Fracton Comelatior Intensity
- 2 YCDNQDTSSK 608 3732 0825 0997 4787
7

7 Hit Accession Score Ihu Lm SD(geo)  #

7 1 PD0003EA3 ]

7 Gene_Symboi=TJP2 koform A1 of Tight juncten. proienloth 1woxswnznumms]swnzm;,u

7

7 z Sequence Incl. LM SWEm Fracton Cormelatior Intensity
71 2 AEQASVONAQR X 0566 004258 08713 09978 1542
T2 2 MOELQEAQMAR X 09641 001643 0953 0992 2535
7 3 2 AFEVMDEFDGR X 09291 003283 07764 09913 04
74 2 AFEVMDEFDGR X 08842 008656 07721 09748 9218
7 s 2 SNPSAVAGNETPGASTK X 1009 0003161 09686 0945 1157
7 (EY ] 3 STGDAGTWPETNKEPR X 09712 00215 08719 09958 4665
17 4 GSYGSDAEEEEYRQQLSEHSK X 08676 005575 06335 09671 5624
7 8 3 GSYGSDAEEEEYRQOLSEHSK X 09358 004665 0903 0993 1725
7

7 Hit  Accession Score Mass LM SD(geo)  #

7 2PooTet 153 25078

7 Trpsin 0S=Sus srofa PE=1 SV=1

7

7 z Sequence Incl. LH  SdEm rmuon ::omhuov hunm,
71 1 VATVSLPR 7112 0937 0% 234
72 2 VATVSLPR measms 2543 u,emz Qassr iz
73 2 LSSPATLNSR #esksssr 8107 09661 09382 3041
74 3 LGEHNDVLEGNEQF NAAK sSEssss 2967 09325 09%7 2380
7

7 Hi ku“lon Score Mass LM SD(geo)  #

7 3 PDOsAST 111 253184 09774  1.058 2

7 Gena s)mwumeAw«wmeu RMA heicase A hg=1270 # SNP[1307,3,1211,GISNP[1356.8.1211,G;

7

z z Sequence Incl. UM  SEr. Fraction Correlatior Intensity
71 3 AAECNVVTQPR 0452 01432 03367 07546 4218
1__:2 2 AAECN x 09334 004354 08722 09319 1373
73 2 ELDALDANDELTPLGR 1017 002387 09606 09949 1694
7

7 Mt Accession Score Mass LM SD(geo)  #

7 4 PoO7A32TT 92 220397 09337

7 Gena SymboRFLRPPRC L PPR prote irg= \:suwasu,aw«

7

7 z Sequence Incl LM SWEr. Fracton Comelatior Intensity
71 2 TVLDQQQTPSR X 09337 002274 08423 0998 2364
7

7 Hit  Accession Score Mass LM SD(geo)  #

7 5 P00026033 64 226223 09022

7 Gene Symbol-SF3B1 Splcing factor 3B subunt 1 ng=1304 # sm[mnq.mn,o;srvmssvmsvprs

7

7 z Sequence Incl. UM SWEm Fracton Coruh\kr hlemky
71 2 VOENCDLVGR X 09022 003329 0807 099

7

7 Hit  Accession Score Mass LM SD(geo)  #

7 6 PDO0STE3NS 57 10393  10:

7 Gena Symbol=MAP4 1104Da proten n=1041

7

T z Sequence Inel LM SWEm Fracton Correlatior Intensity
71 3 TITLSGTAPAAGWPSR 0125 05105 05267 03194 521
72 2 TITLSGTAPAAGWPSR x 1029 003018 08634 09347 7993

Modifications

Modifications

Modificatons

(9) Oxidaton (M)

Modfications

(9) Oxdaton (M)

Modifications

(17) Oxdaton (M)

Modifications

(2) Oxdaton (M)

Modificatons

(2)Oxdaton (M)

Modifications

(4)0xdaton (M)

Modifications

Modifications

Modifications

Modifications.

Modifications

(5) Oxdaton (M)

(3)Prospha (Y)
(3)Prospho (V)

Modificatons

Modifications

Modifications

Modifications

Modifications

19

Gere_Symboi=DDB1 DNA damage binding protein 1 Ing= vmasr.v(mammupmummnRp

z Sequence Incl. LM SWEm Fraction Comelaior Intensity Modifications.

7 Ht  Accession Score Mass LM SD(geo)  #

7 7P3S527 54 62320 °

7 Kerstn type Iy =15v=2

7

7 z Sequence Tnet LM SEm Fraction Comelatior htensity Modifications
h ) 2 TUDDNTR 1662 2519 08503 08414 1088

7

7 Mt Accession Score Mass LM SD(geo)  #

7 8 PRH0SSi623 51 129181 09274

7 Gere_Symbo=TNS3 cDNA FLJ13732 fs, clone PLACE3000145, modsrately simar to TENSMN Ing=1205

7

7 z Sequence et LM SWEm. Fraction Comehatior lntensity Modifications
71 2 VSAQGLTDNGR X 09274 003733 08799 09979 1372

7

7 Mt Accession Score Mass LM SD(geo)  #

7 9 PEO385317 51 144382 09274 1

7 Gere obm 2o rg=1312

7

7 z Sequence Inet LM SWdEm. Fraction Comelatior intensity Modifications
7 2 VSAQGILTDNGR x 09274 003733 08798 09973 1372

8

8 HR  Accession Score Mass uu SD(geo)  #

8 1Prosiass 1214 215760

8 Gene Sy PTK2 ¥irase 2 isofo smmssm 1 rqs\v[mvp.

8

8 z Sequence el LM SIdEm. Fraction Correlatior lntensity Modifications
8 1 2 FLOEALTMR x 1024 003613 08348 052 7407

8 2 2 NLLDVDQAR X 1073 001405 08741 08979 2581

8 3 2 NVLVSSNDCVK X 1048 001119 09853 09365 2416

8 4 2 AQLSTLEEEK X 1023 002238 09104 08951 1052

8 5 2 FFELSPVVR x 1024 00149 098 0993 7416

8 6 2 YWEDSTVK X 1041 002183 0923 09944 1345

8 7 2 LLNSDLGELINK X 1034 0009445 09065 09972 3022

8 8 3 OFANLNREESLK x 09373 00103 08014 0985 1207

8 9 3 LVNGTSQSFIRPQK 107 01033 05454 0559 1552

8 10 3 LVNGTSOSFIRPOK 09816 0138 08553 09953 2009 (3)Deamdsted (\
8 11 2 LAQQWMTSLQQEYKK 2965 03033 052 0381 537

8 12 3 LAQQWMTSLQQEYKK X 1183 007312 07512 09433 1294

8 13 3 AQUSTLEEEKAQQEER X 11001927 09276 09844 3019

8 14 3 GFLNGFTEDKPTLAFFYRQVK X 113 001018 0846 0S8 1923

8 15 4 QATVSWDSGGSDEAFPAPS? x 1027 002362 0783 083 3425

8 16 5 KFPRPGAPGH GSLASLSSPADSYIEGVK X 1101 002365 06645 09682 4385

8 7 4 KPPRPGAPGH.GSLASLSSPADSYIEGYK X 1332 003857 0797 09787 1231

8 18 4 GCNPTHUADFTQVOTIYSNSEDKDR X 1085 001457 08425 09316 9561

8 19 3 UGAPEPLTVTAPSLTUENASDLDGYCR X 1211 001162 09354 0S348 2070

8

8 HR  Accession Score Mass LM SD(geo)  #

8 2 PrO739ss3 1025 100150 1091  1.083 "

8 Gene_Symbo=PTK2 koform 2 of Focal adnesionkinase 1 =79

8

[ z Sequence Incl LM SWEm Fraction Correlatior memw Modifications
8 1 2 NLLDVDGAR x 1073 001405 09741 09973

8 2 2 NVLVSSNDCVK X 1048 001119 09663 09985 2415

8 3 2 AQLSTLEEEK X 1028 002233 09104 09951 1052

8 4 2 FFELSPYVR X 1024 00143 0878 0S8 7416

8 s 2 YWEDSTVWK x 1041 002193 0923 09984 1345 (2) Onidaton (M){
8 5 2 LINSDLGELNG X 1034 0009445 09055 08972 3022

8 7 3 QFANLNREESLK X 09873 00163 08014 0995 1207

8 8 3 LVNGTSQSFIRPOK 107 01089 05454 08559 1552

8 9 3 LVNGTSQSFIRPOX 09316 01359 08553 09953 2009 (3) Deamdated (N
8 10 2 LAQQWMTSLQQEYKK 2966 03083 052 0381 531

8 1 3 LAQQWMTSLQQEYKK x 1183 007312 07512 08433 1284

8 1z 3 AQLSTLEEEKAQQEER X 11001927 09776 088 3018

8 13 4 QATVSWDSCOSDEAPPAFSRFGIFSFR X 1027 002362 0783 083 3425

8 1 5 KFFRFGAPGH.GSLASLSSPADSTIEGVK X 1101 002365 06645 09582 4335

8 15 4 KPPRFGAPGH GSLASLSSPADSTIEGYK X 1332 003%67 0797 09787 1231

8 16 4 GCNPTHLADFTQVOTIYSNSEDKOR | X 1085 001467 09425 09316 9561

8 17 3 MGAFEPLTVTAPSLTUENADLOGYER X 1211 001162 09254 09348 2070

8

8 HA  Accession Score Mass LM SD(geo)

8 3 PL0021267 112476 0s681 1042 5

8 Gene_S)mbo=EPHAZ Eptvin typs-A receptor 2 ing=976 ; smm,«zu]n

8

8 z Sequence et LM SWEm Fraction Dumhﬁor huu:ky Modifications
8 1 2 FADVSLDK X 1005 002853 0855 555.

8 2 2 NLVNSNLVCK X 0% 0oaa 091 ossis  sose

8 3 2 VIBAGEF X 09592 003933 08514 09925 6341

8 4 2 LPSTSGSEGVPFR X 08945 002513 0857 09308 5914

8 5 2 TASVS X 09559 003122 08791 09931 2465

8 6 2 VEDACQACSPGFFK X 09953 002252 0929 09502 4303

8

8 HRt  Accession Score Mass LM SD(geo)  #

8 4P0oTel 78 25078 0

8 Topsin OS=Sus scrofa PE=1 V=1

[}

8 z Sequence et LM SMEm. Fraction Comelatior Intensity Modifications
8 1 1 VATVSLPR sessses 1407 09726

8 2 2 VATVSLPR 4126 003711 08525 09549 5042

8 3 2 LSSPATLASR smssassz 2202 0932 09332 2504

8 4 3 LGEHNDVLEGNEQFNAAK 459 0125 06693 09368 4947

8 5 4 IHPAFNGNTLDNDMLIKLSSPATLNSR 005343 3834 08772 08274 2585 (17) Quidaton(M)
8

8 Hit  Accession Score Mass LM SD(geo)  #

3 5PEOT63 45688 106 1047 3

8 Gene_Sybo=ALDOA cDNA FLIS6850, ghy smilar o ansa-ospmspm: adoase Alng=118

8

8 z Sequence Inet LM SWEm Fraction Enmhl‘hr Intensity Modifications.
8 1 2 GLAADESTGSAK X 1084 001153 09744 9797

8 2 3 LOSIGTENTEENRR X 1093 001858 08738 os-m 3025

8 3 3 YASKQONGNPIEPELPDGOHOLKR 2865 3615 0481 06128 1253

3 4 4 YASCQONGNPNEPELPOGDHDLKR X 1006 004049 08672 09353 4223

8

8 HR  Accession Score Miss LM SD(ges)  #

3 6 P08l 95 23

8 Gene_Symbai=ACLY cDNA FLUS5442, Hghy simiar to ATPcitrate syrthase ing=1145 # SNP{1157.2.1046.F

8

[ z Sequence el LM SWEm. Fraction Comelatior intensity Modifications
8 1 2 SGGMSNELNNISR X 08793 006133 08353 09374 185 (4) Oxidaton (M)
8

8 MR Accession Score Mass LM SD(geo)  #

8 7 Prorezes 50 38279 09203

8 Gene Ing=329

2

8 z Sequence el LM SWdEm Fracton Comelatior kntensity Modifications
& 1 3 EVYDQQQYGSGGR 7763 01565 0479 07519 9449

8 2 2 EVYDOQQYGSGGR x 09209 005271 08742 08952 7481

8

8 HR Accession Score Mass LM SD(geo)  #

8 8 PE001EESS 71 182374 08

8 Gene_Symbo=EPHAT kst 1 of Eptrin type-A receptor 7 ing=993 # SP{1000,0.28,CJSNP(1030), 133 S

8

8 Sequence inct LM StdEm  Fracton Comelatior hu.un, Modifications
L 2 NLVNSNLVCK X 093 003778 0931 0349

8

B MR Accession Score Mass LM SD(geo)  #

8 9 Pp0023233 67 55072 1083

8 Gere ofarm 1 Ing=355  SNP[350,113,

8

8 z Sequence Incl LM SWEm. Fraction Comelatior huun, Modifications
C] 2 FVGGLSPDTPEEK x 1033 003135 09593 09975 725

8

8 HR  Accession Score Mass LM SD(geo) &

8 10 PE000146S 166157 1.035

8 Gene_Symbo=ENL4 Echinodem microtbus-associsted nmbmxu Ing=831 # SNP{g95 ¢ 283 EENP[10

8

8 z Sequence Inct LM StEm Fraction Correlatior muu», Modifications
8 1 3 ASPSPOPSSCPLOHR x 1035 003163 07533 09916 229

8

8 HR  Accession Score Mass LM SD(gea)  #

8 11 PEootiges 65 95566 1007 1

8 Gere 1irg=823

8

8 z Sequence et LM SWEm. Fraction Comelatior Intensity Modifications
8 1 3 GGSGATLEDLDRLVACSR x 1007 00159 07213 038 3135

8

3 Hit  Accession Score Mass LM SD(geo)

8 12 Pr03gs4ea B4 4208 1804

8 Gene_Symbo=ACTB Beta actn variart (Fragment) Ing=375

8

8 z Sequence et LM SWEm Fraction Comelatior intensity Modifications
8 1 2 SYELPDGQVITIGNER x 1504 005113 09448 09966 5936

8

8 HR  Accessin Score. Mass LM SD(geo)  #

8 13 Pro221105

8 Gene_Symbo=SFIB2 spicing tictor 38 subunt 2 ng=395 # SNP36.1111 PISNP(1012.p,111 PSNP(1071

8

8 z Sequence Inct LM StdEm Fraction Comelatior htensity Modifications
8 1 4 LAEIGAPIOGNREELVER 01001 1715 05246 0608 4104

B 3 LAEIGAPIGGNREELVER 04455 06633 03415 0%3% 1792

8

8 HRt  Accession Score Mass LM SD(geo)  #

8 14 PRoss5900 61 42331 1s04

8 Gere_S)mbo=ACTBL3 Kappa-actn rg=375

8

[} z Sequence inct LM SEm Fraction Comelatior nun-m Modifications
8 1 2 SYELPDGQVIMGNER X 1904 005113 09448 0%66 593

8

8 Ht  Accession Score lh:: LM sD(gea)  #

8 15 PR02934sd

8

8

8

8



8 HR  Accession Score Mass LM SD(geo)  #
8 16 QiFZR2 59555 [

8 Keratn, pe I cytoske'stal 6A OS=Ratts nonegicus GN=KSa PE=1SV=1

8

8 z Sequence Incl StdEr. Fraction Comelatior Intensity Modifications
8 1 2 SLDLDSWEVK 6297 6457 07503 03957 1002

8

8 HR Accession Score Mass LM SD(geo)  #

8 17 Po4264 66149

8 Keratn, type I ytoske'etal 1 0S=Homo sapens GN=KRT1 PE*! sv=5

8

8 z Sequence Incl. LM StdEm. Fraction Comelatior Intensity Modifications
8 1 2 SLDLDSWAEVK 6297 6457 07503 09957 1002

8

8 Hit  Accession Score Mass LM SD(geo)  #

& 18 PD0280460 45 66566

8 Gene_Syrbol=EF: 3 (336,3,118 AISNP[387

8

8 z Sequence Inct. LM StdEm. Fraction Comelatior Intensity Modifications
9

9 HR  Accession Score Mass SD(geo) %

9 1P0042E2 451 65979 109

9 Gena_Symbol=NCL cDNA FLI45706 s, cona FEBRA2028457, highly s'mar to Nuciaoin ng=603

9

9 z Sequence Incl. LM SWEm Fracton Comelatior Intensity Modifications
s 1 2 TGSDVFAK X 1013 001205 08 09%3 5198

o 3 2 NDLAVVDVR X 1023 004087 07794 09976 4444

s 3 2 EVFEDAAER X 1008 002712 0815 09835 3159

9 4 2 TEADAEKTFEEK 07461 1388 05485 09518 6402

s 5 3 TEADAEKTFEEK X 0983 002119 07778 09974 7727

s 6 2 GFGFVDFNSEEDAK X 103 001044 0933 09915 1245

s 7 3 VTQDELKEVFEDAAER x 1145 001347 084 09891 7554

9 8 3 GLSEDTTEETLKESFDGSVR 1243 01812 08363 08549 1071

9 9 5 EAMEDGE DGNKVTLDWAKPK 1842 01837 06238  0.1659 794 (3) Oridaton (M)
s 10 4 EAMEDGEDGNKVILDWAKPK X 1435 007985 07416 09751 1859 (3) Oxdaton (M)
9

9 HR  Accesson Score Miss UM SD(geo)  #

9 2 PD00132% 213 32845 1014

9 Gena_Sy Loc 40 g [159,m 44 VISHP[169.v.4

9

9 z Sequence Inct LM StdEm. Fraction Comelatior mumm Modifications.
9 1 2 VLNTNDGR X 09932 002108 09414 0982

9 2 2 AGELTEDEVER X 09976 002398 09725 09166 911 4

s 3 2 YSQULANGLDNK X 1045 004595 05871 09767 4688 (7)Deamdated (
s

9 HR  Accession Score Mass LM SD(geo)  #

9 3 PD0st4224 229 87548 1003 1023 3

9 Gena_Symbol=HNRNPU cDNA FLIS4020, highy simiar Uing=7

9

9 z Sequence Inct UM StdEm. Fraction Comelatior Intensity Modifications
8: .4 2 YNLGTNTMDK x 09771 001853 09415 09945 4404 (10) Oxdaton (M)
9 2 2 NFLDQMNVSAAAGR X 1016 001233 09634 09927 6021

s 3 2 SSGPTSLFAVIVAPPGAR x 1015 001835 09812 09913 1035

9

9 HR  Accession Score Mass LM SD(geo)  #

9 4poo7st 202 25078 0

9 Tpsin 0S=Sus scrofa PE=1 SV=1

9

9 z Sequence Inct LH  SWEm Fracton camwov Inltnihy Modifications
9 1 1 VATVSLPR 2245 09672 09

9 2 2 VATVSLPR 6607 009034 08014 n,ss:s 5575

9 3 2 LSSPATLNSR 576 01952 08936 09812 5015

9 4 3 LGEHNDVLEGNEQF NAAK 5102 0163 06535 09571 6668

9 s 3 IMHPNFNGNTLDND MUK 3059 2718 08467 09931 7687 (8) Deamdated (A
)

9 HR  Accession Score Mass LM SDgeo)  #

9 5 PO0026271 156 139333 1042 103 4

9 Gena_Sy 408 ing=151# SNP[1 (204 .10 KISNP[258 2.1

]

3 z Sequence Inel LH  SWEm Fracton Comelatior lntensity Modificatons
91 2 EDVIPPSDSTR X 1.067 09732 08925 1444

9 2 3 EDVIPPSDSTRR X 09921 001676 08257 09345 4628

9 3 3 ADRDESSPYAAMLAAQDVAGR X 1073 00102 08517 09%0% 2135

9 4 3 ADRDESSPYAAMLAAGDVAGR X 1038 001168 08963 09347 3669 (12)Oxdaton (M)
9

9 Hi  Accession Score Mass LM SD(geo)  #

9 6 PD0477495 139 13936 1056 1

9 Gena_Symbol=HZBFS Hstons H2B tipe F-S ng=126

9

9 z Sequence Inet StdEr. Fraction Comelatior Intensity Modificaions

9 1 2 AMGMNSFVNDFER b3 105 002013 09263 09888 6694 (2) Oxdaton M
9

9 MR Accesson Score Miss LM SD(geo)  #

9 7 PO0354834 133 103483 1091 1012 2

9 Gens_Symbol=EML4 EML4 protein ing=023

il

9 z Sequence IncL LM SWEm Fracton Cormelatior Intensity Modificatons
g 2 ADQFLVGTSR X 1101 003683 0838 09938 2263

s 2 2 LSLPQNETVADTILTK X 1082 003251 09882 09931 221

9

9 Hit  Accession Score Mass LW SD(geo)  #

9 8 PO0550247 125 10809 1053 1049 2

9 Gene Symbol=RPL3S 11 kDa protein ng=96

9

9 z Sequence Inct LH  SWEm. Fracton Comelatior Intensity Madifications
E 2 VLTVRaTOK X 1089 003185 09116  09%6 1184

s 2 3 QLODLKVELSQLR X 1018 001358 08006 0998 6376

9

3 Hit  Accession Score uu- smgeo) #

9 9 P00412607

9 Gera Symbo=RPL3S 60S nbosomal protein L35 Ing= |23:smnzsumnswu:6:mmsmmw

s

9 z Sequence Incl. LM SWEm.  Fracton Comelatior lntensity Modifications
s 1 2 VLTVNATOK X 1059 003185 09116  09% 1194

9 2 3 QLDDLKVELSQLR X 1018 001358 08006 09%8 6376

9

9 HR  Accession Score. Mass UM SD(geo)  #

9 10 PD0B41339 124 95638 1016 1

9 Gena_Symboi=BCART cDNA FLIS5515, highy 1ing

il

9 z Sequence IncL LM StdEm. Fraction Comelatior Inlensky Modifications
CI! 3 GGSGATLEDLDRLVACSR x 1016 002823 06187 09751 332

9

9 HR  Accession Score Mass LM SD(geo)  #

9 11 PD0021267 121 112476 1014 1002 2

9 Gers phrin bp tor2 (978A24 A 2

9

9 z Sequence Inet LM SWEm. Fracton Comelatior Intensity Modifications
9 1 2 VGAGEFGEWYK X 1013 001068 07697  09% 2633

9 2 2 NLVNSNLVCK 04039 02354 09288 09226 4867

9 3 2 TASVSNQTEPPK x 1015 001302 09118 09959 127

9

9 Ht Accession Score Mass LM SD(geo)  #

9 12 POO221089 44567 1018 1084

8 Gena Symboi=RPS13 40S nbosomal protein $131ng=151 # SNP[158 k. 100 KISNP(171.,100 xmnm,x,

s

9 z Sequence Incl. UH  SWEm. Fraction Comelatior Intensity Modifications
9 1 2 GLSQSALPYR x 09742 006841 08971 09958 9984

s 2 2 GLTPSQGVIR X 1064 002568 09003 09916 1339

)

9 Hi Accession Score Mass LM SD(geo)  #

9 13 PD0012750 116 16289

9 Gene_Sy 40 s25Ing 129,212 AISHP{137 k 34 KISNP(145.1,34

]

9 % Sequence Il UH  SWEm Fracton Comelatior Intensity Modifications
9 1 2 DKLNNLVLFDK X 1052 00329 06755 097% 478

9

9 HR  Accession Score Mass LM sn(g-o) #

9 14 P00221092 108 32991 093% 10

9 Gera Sy 16 Ing= 4 [169.9, m G}SIP(\S! ¢

B

B z Sequence Inel LM StdEm. Fracton Comelatior Intensity Modifications
9 1 2 LLEPVLLLGK X 09325 001431 08777 09%3 1417

s 2 2 GPLQSVQVFGR X 09467 0009601 09514 09943 1897

9

9 Hi  Accession Score Mass LW SD(geo)  #

9 15 PD0293434 85 37880 1.

9 Gera_Symboi=SRP14 Sig 14KD: =136 % SNP(143.0.25,S|SNP[157,5,25 8

9

9 z Sequence Incl LM StdEm Fraction Comelatior lmemhy Modifications.
9 1 2 VLLESEQFLTELTR X 1025 004437 0857 09874

]

9 HR  Accession Score uuu LM sD(ges) #

9 16 PD0218605 1.057 1

9 Gena_Symbol=RPS23 40S nbosomal protein 523 Ing= 143*5»?[147:;2001:

9

9 z Sequence Incl LH  SWEr. Fraction Comelatior Intensity Modifications
87 .1 2 VANVSLLALYK x 1057 001335 09306 09951 1346

HRt  Accession

Score

3

HRt  Accession
20 PD0002386

z
1
2

HR  Accession
21 P00215780

HR  Accession
22 PD0384571
Gena_Symbo=MRP

Hi  Accession
23 P00221093
z

Hit  Accession
24 PDOT43317

1

Hi  Accession
25 P00219155

17 P00398135
Sequence
1 2 TGAAPDWR
Hit  Accession Score
18 PD00035E8 2}
Gera_Sy 1E1
Sequence
1 2 ANQQWLEYR
Hit  Accession Score
19 PO0S44408 65

Gene_Symhoi=EPHB2 Ephvin receptor ng=945

Sequence
2 NLVNSNLVCK

Score

Sequence
3 VLATAFDTTLGGR
2 VIATAFDTTLGGR

Score

Sequence
2 VLQALEGLK
Score
55
L43 MRPL43 protsin (Fragmert) ing=145

Sequence
2 LADQSGLDVR

Score

Sequence

Score

Gera_Symbol=- S'mitar ko 60S rbosomal protein L31 tng4a

Sequence
2 SANEWTR

Score

X

X

X

X

x

Ihu

Incl

Mass
22440

Incl

Mass
107031

Incl

Inct
uau
Incl
ss
16236
Incl

Mau

Gene_Symhoi=RPS17 40S rbosomal proten S17 ing= usnswnsz Lnsv;smnsa 126 MSHP(208

Incl

Mass.

5400

Incl.

uhu

W slide)  #

Gera_Symbol=rCG_21078 hypoteteal pm\enloc:\sgaas ing= us # slpuszn 118 PSNP(165,, |33A|

LM SWErm.
1034 001163

Fraction Corelatior Intensity
09004 0.9952 7168

LH  SD(geo)  #

1 epsicn-11ng=174 # SNP[181,v,142V] &

UH  SdEm.
103 002249

Fraction Comelatior Intensity
07607 09757 1838

LM  sD(geo) #

UH  SWEm.
04039 02354

Fraction Correlatior Intensity
09288 09225 4867

LH  sD(geo)  #

Gane_SymboiHSPAA Heat shock 70 kDa proteind ln;-Nu# smxe.n 2,159 AJSNP(EB0.L 153 AJSNP[334.

UH  SWEm. Fracton Comelatior Intensity
05519 01161 04238 06088  71.11
1011 004827 06696 09143 1119

uu sn(gu) #

Gena_Symboi=RPS19 40S nbosomal protein S19 Ing=" 145;5»9[155:‘2‘3}5»&(‘57;«23 L}swuea,u

UH  SWErm.
07814 0009655

Fraction Correlatior Intensity
08121 09985 4685

LM sD(geo)  #
1.028 1

UH  SWEm.
1028 004042

Fraction Correlatior Intensity
08104 09345 157

LM sD(geo)  #

UM SWEm Fracton Comelatior Intensity
UH  sD(geo)  #

07568 1

uH StdErr.  Fraction Comelatior Intensity

07568 009282 0684 09626 1537

LH  sD(geo)  #

Gena_Symbol=RPL27 60S nbosomal protin L 27 Ing= usx srvusuwmrpnss KEOKISNP[173,,681

wmwmmmamwmmwmmuwommmwwww\bwouwm-a-nwwaw\amu\awomwwommwmmm\nmmmwmwmmwwwwm

z Sequence el UM StEm. Fraction Comelatior Intensity
Hi  Accession Seore Mass LM SDlgeo)  #
26 PD0646342 47 93625
Gere pr 9isofom 3 Ing=834
9 z Sequence IncL. UH  StdEr.  Fraction Comelatior Intensity
9
9 Hit  Accession Seore Mass LM SDgeo)  #
9 27 PD0310433 43 100301 o
9 Gena CDNAFLIS574, Fighy do q protent
9
9 z Sequence IlncL  UH  StdEm. Fraction Comelatior Intensity
1"
11 HR  Accession Score SD(geo) ]
1 1 P00384861 179 111718 &
11 Gene Symbo'=GIT1 soform 1 of ARF GTPase-actvatng prote:n GIT1 ing=761 # SNP[768,,104 S|SNP[781,¢
1
1 Sequence IncL  UH  StdEr. Fraction Comelatior Intensity
11 1 2 TGNLETCLR X 1.008 001693 07514 09947 4002
" 2 2 LVECQYELTDR X 1.066 001938 09375 09952 2956
1
11 HR  Accession Score Mass. UH  sD(geo) #
11" 2 P00761 133 25078 3055 1
11 Trpsn 0S=Sus serofa PE=1 SV=1
1
11 z Sequence IlncL  UH  StdEm. Fraction Comelatior Intensity
1" 1 1 VATVSLPR mEzssnzs 413 09483 09871 8447
11 2 2 VATVSLPR 19.07 09671 09902 4292
1" 3 3 LGEHNDVLEGNEQF NAAK X 3055 993 07281 09963 2079
11"
11 HR  Accession Seore Miss LM SD(geo)  #
1 3 P002169%4 107 81899 1.008 1
11 Gene_Symbol=GT2 iseform 5 of ARF GTPase-actvatng protein GIT2 ing=723
1"
" z Sequence lncl H StdErr. Fraction Correlatior Intensity
11 1 2 TGNLETCLR X 1.008 001693 07514 09347 4002
" 2 2 VNNNLSDELR 08642 02037 05026 09472 2298
12 HR  Accession Score Mass LM SD(geo) s
12 1 PO0S41543 944 8032 1036 1042 13
12 Gens S q (GEF)7 Ing=705
12
12 z Sequence el UM StdEm. Fraction Comwer mmuuy
12 1 2 NAFESGSMER X 09744 005197 07813
12 2 2 NAFESGSMER X Jols 0ol 0363 0s%6s 121
12 3 2 STAALEEDAQLK x 09711 001043 09646 09937 889.1
12 4 2 ELELQLTEAR X 1043 001443 09386 09597 9221
12 5 2 GASSPGLVLTTGLSK X 1026 002931 08163 09343 3992
12 6 2 VEEGGWWEGTLNGR X 1024 004702 0885 09769 4272
2 7 3 SLVDTVYALKDEVQELR X 1052 0008163 09024 09928 1551
12 8 3 GASSPGLVLTTGLSKPFMR X 1092 00285 07843 09913 538
12 9 3 GASSPGLVLTTGLSKPFMR X 10% 003675 08452 09895 1348
12 10 3 ELQTVLSTYLRPLQTSEK X 1.078 00231 08301 09949 6586
12 1" 3 LVSCNNQQDLOEWVEHLOK X 1.045 0003091 09658 09918 1949
12 12 4 FNFQQTNEDELSFSKGDVHVTR X 0995 002273 07762 0.988 3818
12 13 4 TLGNVTYMSQVLIQCAGSEEKNER 531 005238 04712 04815 7443
12 14 3 TLGNVTYMSQVLIQCAGSEEKNER X 1.008 002285 08351 09901 5259
12
12 HR  Accession Score Mass LM SD(geo)  #
12 2 PO0ST1391 382 81837 1051 1055 4
12 Gere_Symbol=XRCCS Putitve uncharacerized proten XRCCS ng=719
12
12 z Sequence ncl  UW  StdEm. Fraction Corelatior Intensity
12 1 2 LTGSNLSR X 1004 003349 08724 09958 4929
12 2 2 YGSDNPFSK X 1099 003013 09066 09966 6509
12 3 2 HEFTDLSS! X 1.035 002255 08883 09905 3049
12 4 3 ETVYCLNDDDETEVLKEDIQGFR x 09818 003321 09379 09873 6822
12
12 Hit Accession Score Sb(geo)  #
12 3 PD0007765 202 147213 1.073 1041
12 Gare: SymbobHSPAS Skass70 rown mochond el =870 8 WSS AT AJSKPIT 134,027 rqsmrm
i z Sequence lnel UMW SWEm. Fracton Corelatior Intensity
12 1 2 QAASSLQQASLK 1482 0.1423 06028 0536 3135
12 2 2 VQQTVQDLFGR X 112 001048 08969 09968 4212
12 3 2 AQFEGVTDLR X 1065 001438 07907 09861 3403
12 4 2 TIPSVVAFTADGER X 1.035 00173 08884 09343 3127
12
12 HR kuub» Score [ SD(gtn) #
12 4 PR00033 1.068
12 Gene_Syrbot! HoPAS HSPAS proteining=655 # SP(EST, Ezoz)srpnos azsv;]srppmyzwnswn
12
12 z Sequence Incl LH  StdEr. Fraction Cormelatior lnmuhy
12 1 2 TWNDPSVQADK X 102 001767 0933 09968
12 2 2 MPSYVAFTPEGER X 1033 002014 09247 09959 27! 5
12 3 3 INEPTAAAAYGLDKR X 1,149 003104 08664 09938 5689
12
12 Hi Accession Seore Mass LM SD(geo)  #
12 5 P00761 167 25078 o
12 Trypsn OS=Sus serofa PE=1 SV=1
12
12 z Sequence Inct SWEr. Fraction Conth\hv Inlznlky
12 1 1 VATVSLPR -2551 03835 09577
12 2 2 VATVSLPR 1327 09387 097) 4915
12 3 2 LSSPATLNSR -3479 03256 09709 09924 1978
12 4 3 LGEHNDVLEGNEQF NAAK 8419 1048 07563 09912 4244

20

Modifications

Modificaions

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modificaions

Modifications

Modifications

Modifications

Modifications

Modifications

(9) Qxdaton (M)

(19) Oxidaton (M)

Modifications

Modifications

Modifications

Modifications



12 MR Accession Score Mass LM SD(geo)  #
12 6 POOT34842 140 e4672 09522 1

12 Gane_Symbol=LMD1 63 kDa protsin Ing=601

12

12 z Sequence Inel UH  SWEm. Fraction Comelatior Intensity Modifications
121 2 SSEGSLGGONSGGGR X 09522 001432 0971 0935 217

12

12 Hit  Accession Score ss LM SD(geo) £

12 7 P00031522 127 142762 1046 1.058

12 Gare =763 # MT65,T,37, T]su’[so).t

12

2 z Sequence Inet LM SWEm. Fraction Comehitior Intensity ~Modifications
21 2 SEVSSDEDQFR x 1112 003253 09455 0995 1829

12 2 3 TLOEVTQLSQEAQR b 09344 003268 06847 09502 2201

2 3 2 TLGEVTQLSQEAQR X 1035 0009171 09334 09945 1765

2

12 Hit  Accession Score ss LM sn(gu) #

12 8 PO0019II2 108 200872 09546 2

1z Gere Symboi=HSD17B4 Peroxsomal muthrctoral enzyma type 2 Ina= 1:sssrpn5vmnsn;swnm .

wz z Sequence Inel LUH  StdEm. Fraction Comehtior Intznsity Modifications
2o 2 WLVIGAGAGLGR X 09746 004559 08423 09935 2421

2 2 2 AVANDSVEEGEK X 0935 003288 09071 09982 €962

2

12 Ht  Accession Score Mass LM SD(geo)  #

12 9 PO00B41348 69993

12 0w Symboi=FUBP1 cDNA FLIS3425, nm,swwb?wwshamebmenhmmpmh 119665

I z Sequence Inel UM StdEm. Fraction Comelatior Intensity Modifications
2 1 2 AQGPPOR 1185 01527 06201 07957 2281

2

12 HR  Accession Score Miss LM SD(geo) €

12 10 PDO0084T &7 69295 09701 1

12 Gere Ewng sarcoma 1,iscform CRA hing=662

12

12 z Sequence Inel. UM StdEm. Fraction Comehitior Intensity Modifications
21 3 AAVEWFDGKDFQGSK x 09701 009033 07873 09876 3302

2

12 HR  Accession Score Mass LM SD(geo)  #

12 11 PD0SSST4T 75 69763 09703

12 Gane_Sy sclorm2 binding pr 1rg=631

12

2 z Sequence Inel UM SWdEm. Fraction Comehtior Inensity Modifications
[P 2 GFGFVCFSSPEEATK x 09703 00274 07481 09831

12

12 Hit  Accession Score Mass LW SD(geo)  #

12 12 PD0260020 70 169834 1033

12 Gane_Symhol=ELMO2 cDNA FLJS0834, hghy sim'ar 1o Engufrertand cel motity protein 2 ng=732 & SNI

12

12 z Sequence Inel LM StdEm Fraction Comelatior Intensity Modifications
(PR 2 NGTLOLASPSR X 1033 003921 07633 09846 203

12

12 Hit  Accession Score Mass LM SD(geo)  #

12 13 PDO796345 7 70799 08703 1

12 Gare_Symbol=PABPC1 cDNA FLI3TBT5 fs, 1, highty y proteit

12

2 z Sequence Inct. UM  SWEm Fraction Comehitor Intensity Modifications
21 2 GFGFVCFSSPEEATK x 09703 00274 07481 09331

12

12 Hit  Accession Score Mass LMW SD(geo)  #

12 14 P00012074 58 76266 08636

12 Gare_Sy msnssms&zmusrﬂessr

12

12 z Sequence Inct. UM StdEm  Fraction Comhsor hunw Modifications
21 2 TGYTLDVTTGAR X 08836 002678 08134

12

12 Hit  Accession Score Mass LM SD(geo)  #

12 15 PDO216348 57 68783 109 1

12 Gana S ctom 2C dyrent n2ing=612

12

2 z Sequence Incl. UM SWdEm Fraction Comehatior Intansity Modifications
2o 3 EAVAPVQEESDLEK 193 02902 02933 08066 7389

2 2 2 EAVAPVQEESDLEK X 103 001594 09465 09953 1044

12

12 Ht  Accession Score Mass LM SD(geo)  #

12 16 PO033S634 51 65974

{215m, Sy PXNBofom Bea o PRk rg:e01

|z z Sequence Incl. UM StdEm. Fraction Comehtior Intznsity Modifications
2

12 HR  Accession Score Mass LW SD(geo)  #

12 17 PD03832%6 49 104379

12 Gere Sy 2 ac Ming=691 # SNP[731,.285.0

12

2 z Sequence Incl. UM StdEm Fraction Comehtor Intensity Modifications
2

12 Ht  Accession Score Mass UM SDgeo)  #

12 18 P0O749256 4% 17282

12 Gene Symbo'=PTK2 cDNA FLJS7973, Highy simiar to Focal adhesion kinasa 1 ng=660

12

12 z Sequence Incl. UM SWdEm Fraction Comehitior Intensity ~Modifications
12

12 Hit  Accession Score uau UM SD(geo)  #

12 19 PDO0O: 1495

11 Gere_Symbol=HSPAS cform 1 of Heat shock cograts 71 kﬂamnk\g 546 # SNP{ES4.y,115,YISNPISTE

12 z Sequence Inct. LM SW4Em Fraction Comelatior Intensity Modifications
12

12 Hit  Accession Score Mass  UH  SD(geo)  #

12 20 PDO0S04607 44 63830 09921

12 Gare SyTbol=HSPS0AA1 Hsp89-aipha deta N ing=539

12

12 z Sequence Incl. LM StdEm Fraction Comelatior Intensity Modifications
21 2 GVVDSEDLPLNSR X 09821 004247 08074 0982 1233

13 Hit  Accession Score UH  SD(geo)

13 1 PID0007765 1213 147273 1408 1.047 14

13 Gare_Sy o g X681 AAT AISNP(713,,127 RISNP730

13

13 z Sequence Inct. UM  StdEm. Fraction Comehtior Intensity Modifications.
[ER 2 QAASSLQQASLK 1152 01817 07312 08763 2676

B2 2 DAGOSGLNWVLR X 1073 0005908 09601 09969 6031

JER 2 VQQIVODLFGR X 108 001552 09671 09%7 4335

34 2 VQQIVaDLFGR X 102 003577 07234 09762 1689 (2)Dearidated (N
135 2 AGFEGVTDLR x 1099 0008017 09179 03976 421

FER 2 AGFEGVTDLR 02793 04502 05651 08231 1117 (2) Deamidated (N
37 2 TIPSVVAFTADGER F3 1141 001216 09701 09%7 4457

38 2 LYSPSQGAFVLMK X 1104 003101 08137 09734 1155

JER 2 QAVTNPNNTFYATK X 1174 001613 09674 09938 3047

1310 3 LYSPSQGAFVLIMK X 11 001314 09612 09983 1424 (13)Oxdaton (M)
B 2 LYSPSQGAFVLMK X 1055 001162 09622 099 2314 (13)Oxdaton (M)
1312 2 LLGOFTLIGPPAPR X 114 0009179 09551 0892 1722

1313 2 VNEPTAAALAYGLDK X 1164 001611 0967 09916 1633

13 3 ETGVDLTKDNMALOR 2035 153 08316 08105 1027

1315 3 ETGVDLTKDNMALOR X 104 002225 07672 09974 1052 (11)Oxdaton (M)
1316 3 QAVINPANTFYATKR 02023 01532 06535 08322 146

137 2 STNGDTFLGGEDFDQALLR x 1152 0003636 09305 08922 3540

1318 3 EQQVOSSGGLSKDDENMVK x 1479 001332 08853 09298 1167

13

13 Ht  Accession Score Mass LM SD(geo)  #

13 2 PDO0D3E6S 691 149553 1106 1045 12

13 Gane Syboi=HSPAB scform 1 of Heat shock cograts 71 kDa prote n ing=646 # SNP{B54,y,115,YISNP(67¢
13

13 z Sequence
13 2 LLQDFFNGK

13 2 DAGTAGLNV/LR

13 2 VEIANDQGIR

2 FEELNADLFR

2 NSLESYAFNMK

2 TIPSYVAFTDTER

2 NQVAMNPTNTVFDAK
3 INEPTAAAAYGLDK

13 2 INEPTAAARYGLDK

1310 2 NQVAMNPTNTVFDAK
13N 3 INEPTAAARYGLDKK

1312 3 NQVAMNPTNTVFDAKR
1313 3 GPAVGDLGTTYSCVGVFQHGK

X%

XX XX X X X X X X

Incl.

LH
1118
1.059

09734
1013
1144
1127
1103
1.054
1111
1146
1172
1.079

116

SWEm. Fraction Comektior Intensity Modifications.

003117 0856 09%8 1236
001758 07254 09%7 2723

01058 09447 09463 4466

00195 08938 09593 3083
002052 09485 09343 1251 (10)Oxdaton (M)
001055 09705 09957 3254

00072 09815 0994 4318

00414 07525 09597 2082
002602 09469 09901 510
001275 08%1 09919 1063 (5) Oxidaton (M)
002504 07205 09973 224
001461 08313 0896 7923 (5)Oxdaton (M)
001343 09656 09928 1621

21

13 HR  Accession Seore s LM SD(geo) #
13 3 PDO0033E2 691 120316 1085 1086 10

13 Gena_Sy v o 6S7E 17054257 EISNP[T60.y257 EISNPT

13

13 z Sequence Incl. LM SWEr. Fraction Comelatior Intensity
13 1 2 VEIANDQGIR 09734 0.1058 09447 09463 4466
13 2 2 ELEENQPiSK X 118 006951 088 09831 9804
13 3 2 SDDENLVGGSTR X 1079 002372 09619 09307 8515
13 4 2 TPSYVAFTPEGER X 1.081 00226 0969 09927 1528
13 s 3 TKPYQVDIGGGATK X 05353 002032 05338 09976 6373
136 3 NEPTAAARYGLDK x 1054 00414 07525 09697 2082
37 2 REPTAAAAYGLDK x 1411 002602 09463 09901 610
13 8 3 NOQLTSNPENTVFDAKR 1.087 0.148 0813 09277 7417
39 3 SQFSTASDNQPTVTK 1039 01082 09288 0994 5193
13 10 2 SQFSTASDNQPTVTK x 1.114 001632 09728 09918 1493
13 " 4 EWLESHQDADEDFKAK X 1074 001954 08108 0958 1972
13 12 3 EWLESHQDADEDFKAK X 09313 003737 07578 09505 1429
13 13 4 AVEEKEWLESHQDAD EDFKAK X 1203 001533 07829 0982 3989
13

13 HR  Accession Seore Mass Sbgeo)  #

13 4 PDO0SSST s 1452 1016 6

1:| Gena_Symbol=IGF2BP1 Insuin-ike growth factor 2 nmm: nd g protein 1 1ng=577 # SNP(601,0265 HISNF

1: z Sequence Inel LM StdEm. Fraction Comelatior Intensity
13 2 LLYPTQWGAIGK X 1153 001203 09575 09333 1672
132 2 DQTPDENDQVNK X 1133 0005108 09765 09932 7356
33 3 IGHFYASQMAQR 06756 01458 0953 03807 1006
134 3 ASVHSTPEGCSSACK X 1155 002345 09841 09986 3326
135 2 TVNELQNLTAAEVVVPR X 118 001642 08105 09923 5438
136 3 TVAELQNLTAAEVVVPR X 1153 001376 09456 09%2 6547
37 2 TSSLQDLTLYNPER X 1128 002201 08421 0991 9151
138 2 LYGNLNESVTPADLEK 1204 01345 09746 09792 1056
13

13 Ht  Accession Score [} SD(geﬂ) #

13 5 P00S45339 mzso 1021

325 5
\: Gens Symbol=HSPATBHSPATA cDNA FLIS4392, hnmsmwmmnmmmapmvem Img=641

u 2z Sequence Inel. LM  StdEr. Fraction Comelatior Intensity
131 2 DAGVAGLNVIR x 1005 002225 09145 0986 1052
132 2 VEIANDQGIR 09734 01058 09447 09463 4466
13,3 2 TIPSWAFTDTER x 1.127 001055 09705 09957 3254
13 4 3 INEPTAAAAYGLOR X 1068 009888  0E63 09898 2486
135 2 INEPTAAAWYGLOR X 1012 002516 0859 09925 5051
136 3 NQVALNPONTVFDAKR x 08065 002173 07598 09357 227
13

13 HR  Accession Score sn(g-o) #

13 6 P00304925 325 103663 X
m Gens_Symboi=HSPATB.HSPATA Haat shock 70 kDa proten 11ng=641 # SKP[850.d, 110, E}SIP’E?SA nn

13 z Sequence Incl LH StdErr. Fraction Corvelatior Intensity
13 1 2 DAGVAGLNVLR X 1005 002225 09145 0986 1052
13 2 2 VEIANDQGNR 09734 0.1058 09447 09463 4466
13 3 2 TTPSYVAFTDTER X 1127 001055 09705 09957 3254
134 3 INEPTAAAMYGLDR x 1068 009388 0863 09638 2485
135 2 INEPTAAAAYGLDR x 1012 002516 0959 09925 5051
13 6 3 NQVALNPONTVFDAKR X 09065 002173 07598 09957 2271
13

13 HE . RExeiy Score Mass UM SD(geo)  #

13 7P0076 202 25078 0

13 Trpdn 05 S e Pt SVo1

13 z Sequence Incl H StdErr.  Fraction Cormelatior Intensity
1301 1 VATVSLPR ssssssss 1306 09021 09891 2337
13 2 2 VATVSLPR il 1346 0926 09735 4858
13 3 2 LSSPATLNSR 1383 2407 09415 09933 2423
13 4 3 LGEHNDVLEGNEQF NAAK. 6.997 0.7287 09348 3729
13 5 3 ITHPNFNGNTLDND MLK -1143 0255 08758 09978 8807
13 6 3 ITHPNFNGNTLDND MLK -137 0.125 0.9361 0.9965 1100
13

13 HR kceubu Score e | , S0

13 8 PD0B4471, 168 160165

1.1
e s,rmrxnccs ATP-dapendert DNA helcase 2 subunt 1 g =609 # smm .9.124 GISNP{E29,0. i

1: z Sequence IncL. LM StdEr. Fraction Comelatior Intensity
131 2 NYVLQELDNPGAK x 1145 001363 09548 09931 8696
13

13 HR  Accession Score Mass UM SD(geo)  #

13 9 PDO0SBEOI3 127 135517 1145

13 Gans_Symbol-LOC359901 Mypothetcal LOCIB9901 hg=859 # SNP871,,523, ISNP(B97.v.523,1SNP 823,
13

13 z Sequence Incl UM StdEm.  Fraction Comelatior Inlmllty
FER 2 NYWLKELDNPGAK 1919 4243 05125 09%3 498
132 2 NIYVLQELDNPGAK x 1145 001363 09548 09931 essa
13

13 HR  Accession Score Mass LW SD(geo)  #

13 10 POO410017 117 61370 09634  1.034

13 Gena Sy 1 scform 2 of binding protein 1 Ing=547

13

13 z Sequence IncL LM SWEm. Fraction Comelatior Intensity
131 2 NLDDGDDER x 09409 006139 0695 09598 2018
132 3 VATKPLWALAGR X 09854 003617 0843 %63 5767
13

13 Ht  Accession Score Mass LM SD(geo)  #

13 11 PDO033SE34 111 65974 1046 1045 2

13 Gera_Symbol=PXN kofom Beta of Paxfn ing=591

13

13 z Sequence Incl UH  StdEr.  Fraction Comelatior intensity
131 2 ELDELMASLSDFK 3 1014 001602 08759 09845 2057
132 2 TSSVSNPQDSVGSPCSR x 1079 00123 09885 0991 5348
13

13 HR  Accession Score Mass UM SD(geo)  #

13 12 POO0301ISE 108 09534  1.034 2

13 Gera_Syr 3 31ng=631# SKP[535.1159 NISNP(E48,.210 LISKP[

13

13 z Sequence Incl. UM SWdEm. Fraction Comelatior Intensity
B 2 NLDDGDDER X 09409 006133 0695 09898 2018
32 3 VATKPLWALAGR X 09854 003617 0843 09%3 5767
13

13 HR  Accession Score Mass LM SD(geo)  #

13 13 PDOTA3914 1346 1538 2

13 Gere Symboi=IGF2BP2 isuin-ke growth factor 2 TRNA lxndm protein 21ng=593
13

13 z Sequence incl UM StdEm.  Fraction Comelatior Intensity
13 1 3 IAPAEGPDVSER X 1821 999 03805 08341 5212
13 2 2 APAEGPDVSER 07184 0298 005899 09633 6848
133 3 LYGNUSPAVTADDLR 1075 01259 05192 07372 5603
13 4 2 LYGNLSPAVTADDLR X 09925 00363 08727 0883 1426
13

13 HR  Accession Score Mass. LM SD(geo) #

13 14 PD0004860 90 162428

13 v syrtnetass, clopasTic ng=660 £ SKP(EES, 114

13

13 z Sequence Inet UM SWEr. Fracton Comelatior Intensity
B 2 AYQCWILLQGK 1022 06965 07219 08436 24
13 2 2 WDALDVSLER -1205 05955 0299 05908 261
13

13 Hit  Accession Score Mass un SD(geo)  #

13 15 PD0007203 117465
1:4 Gene_SyTbol=DDX41 Pmoabe;mﬂ«pememmumm« DDX41 Ing= szusw\unmzs;\)sm‘y

u z Sequence Incl LM StdEm.  Fraction Comelatior Intensity
131 3 AGAASLDVOEVEYVKEEAK x 09933 003448 07227 09316 1955
13

13 HR  Accession Score ss LH  sD(geo)  #

13 16 PO0847597 71 32624 09383

13 Gena_Symbol=DDX3Y cDNA FLIS9914, highly sm ar o ATPdepandert RNA hefcase DDX3Yng=291

13 z Sequence Incl. LM SWEm Fracton Comelatior Intensity
131 2 QWPSLVIAPTR X 09883 00708 06935 097 1672
13

13 Hit  Accession Score Mass uu sD(geo)  #

13 17 PO0215637 70 85449 08

13 Gena_Sy 3X ATP- JXh‘\géBZSW‘GSBg10065""554\4100(

13

13 z Sequence Incl LM StdEm. Fracton Comelatior Intensity
131 2 QPSLVLAPTR X 09833 00708 06986 097 1672
13

13 HR  Accession Score Mass LM SD(geo)  #

13 18 PD0021333 €0 205995 1059

13 Gena Symbol=DLAT 4 q g

13

13 z Sequence Inel UM SWEr. Fraction Comeltior Intensity
131 2 GVETANDVVSLATK X 1059 002394 08547 09552 4256
13

13 HR Accession Score Mass UM SDigeo)  #

1319 PO0402182 59 65870 09581

13 Gens Sy solorm2 of =

13

13 z Sequence Inct LM StdEm.  Fraction Comelatior Intensity
131 2 TGYTLOVTTGaR x 09581 008546 08438 09814 7243

Modifications

Modifications

(10) Oxdaton (M)

Modifications

Modifications

Modifications

(17) Oxidation (M)

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications



Gare_Symhol=RPL13 60S nbosomal protein L13 ng=211 # srvpz»; ||2A}5!P[231 e (u}swmg;,

Modifications

(8)Dearridated (N

(8) Deamidated (M

Modifications

(9) Oxdaton (MK(
(9) Oxdaton (MK(

Modifications

Modifications

Modifications
(4) Deamidated (N
(4) Deamidated (N

Modifications

Modifications

Modifications

Modifications

Modifications

(6) Oxdaton (M)

Modifications

Modifications

Modifications

(16) Oxidaten (M)

Modifications

(8) Oxdzton (M)
(8)Oxidaton (M)

Modifications

Modifications

& P00017334 1
Gana_Symbai=PHB Pronb.n ng=272 # SNP[231, l||VG]SDP[317gH\ qsw.)ssa 113 DISKP{3%4 2,

16 Hit  Accession Score Mass LH SD(geo) 2

16 6 o076t 133 25078

\5 Trypsin 08=Sus soofa PE=1 SV=1

i z Sequence IncL. LM SWEm Fraction comheor hu.uky
16 1 1 VATVSLPR 1099 06286 0965

% 2 2 VATVSLPR 5474 02821 07524 o sss 1955
% 3 3 LGEHNDVLEGNEQFNAAK 4565 02109 073% 09621 3187
6 4 2 LGEHNDVLEGNEQF NAAK 2617 1226 09499 08682 4968
16 5 2 MHPNFNGNTLDNDMLK 2955 7.938 07164 08252 2055
16 6 3 MHPNFNGNTLDND MUK 9683 1724 08558 0. 985.1
16

16 HR  Accession Score Mass sD(geo)  #

16 7 P00025447 19 48181 1049 1

16 Gene Symbol=EEF1A1 Elorgaton factor 1-aipha ing=441

16

16 z Sequence Incl. LH SWEm.  Fraction Comelatior: Intensity
16 1 2 IGGGTVPVGR X 1.049 006526 08788 08018 5405
16 2 3 SGDAANDMVPGKPIMCVESF SOYPPLGR 1.055 0.1849 08376 07831 1228
16 3 4 SGDAANDM/PGKPICVESF SOYPPLGR 06139 0.1168 04583 0.9031 1769
6 4 3 SCDAANDMPGPUCVESF SDYPFLGR 07058 02154 07543 08465 1604
16

16 HR Auess!on Score Mass LM SD(geo)  #

16 8 Q3BG: 59932 o

16 Keratn tpe n:wseetansos =Mus musculus GN=Kr75 PE 18V=1

16

16 z Sequence Inel UH  SWdEm. Fraction Comelatior Inknsly
6 1 2 AQVEDANR 1091 05749 08905 08851

16 2 2 SLDLDSFAEVK 566.1 3.132 056 0991 26&3
16

16 Ht  Accession Score Mass  LH  SD(geo)  #

16 9 PD0220856 56 o 1035 1

1

1

16 Sequence Incl. H StdEm.  Fraction Correlatior. Intensity
16 1 2 GDPFSLDSLAK X 1035 002704 08154 049784 3831
16

16 Hit  Accession Score Mass LM SD(geo)  #

16 10 PDO0472610 56 o 0

16

16

16 z Sequence Incl. H SWEm. Fraction Correlatior Intensity
16 1 4 SRWQQGNFSCSWHEALHNHYTAK 6222 1.089 08608 09356 2330
16 2; 5 SRWQQGNVFSCSWHEALHNHYTAK 1072 2398 06738 03488 2865
16

16 HR  Accession Score Mass LM SD(geo)  #

16 11 Q7ZTS4 48601 1024 1

16 Keratn type |oytoskeistal 18 0S=Danio rerio GN=hrt18. PE |sv 2

16

16 Sequence Incl. LH SWEn. Fraction Correlatior Intensity
16 1 2 LVLQDMNAR X 1024 005047 06685 09215 1642
16

16 HU  Accession Score Mass UM SD(geo)  #

16 12 PDOTATAST 52 50326 0985 1

16 Gene_SyTbo=EEF1G 50 kDa protein g =436

16

16 Sequence Inel LM SWEm  Fraction Comehator hhnsky
% 1 2 WFLTCNQPQFR x 0985 004666 08258 09334

16

16 HR  Accession Score Mass UN Sﬂ(gla) 2

16 13 PD0000ETS 130871

16 Gene_Symboi=EEF1G cDNA FLJS6389, high'y sim ar to Elengation factar |-gi'rma Ing=487 # l.ms/uu

16

1 Sequence Incl LM SWEm Fraction Comelatior. Intensity
16 1 2 WFLTCNQPQFR X 0985 004666 08258 09334 8269
16

16 HR  Accession Score Mass LM SD(geo) %

16 14 P00302925 52 60011 07723

16 Gare_Symbol=CCT8 59 kDa proteining=547

16

16 z Sequence Inel. UH  SWEm.  Fraction Comelator Intensity
16 1 2 FAEAFEAPR X 07723 008277 05338 0.9395 3853
2 Hit Accession Score Mass LM SD(geo)  #

2 1 P00011253 377 99665 09444 1.033 5

22 Gere Sy 340 31ng=243 # SNP(257.9,103 EJSNP(276.6, 103 EISNP{286.,11

2

2 z Sequence Inct UM SWEm. Fraction Comelatior Intansity
2 1 2 TERATR X 09439 00176 06688 0993 7158
2 2 2 GLCARQAESLR X 08962 002809 08955 09937 8039
2 3 2 ELAEDGYSGVEVR X 08432 002326 08406 09348 643
2 4 2 FGFPEGSVELYAEK X 09751 001904 09344 09343 6532
2 5 3 FVDGLMHSGDPVNYWDTAVR X 09655 001038 09431 09924 5676
2

22 Ht  Accession Score Mass LM SD(geo)  #

22 2POOT6! 216 25078 0

22 Trypsin OS=Sus scrofa PE=1 SV=1

2

2 z Sequence Incl. SWEn. Fraction Cormrelator. Intensity
2 1 1 VATVSLPR 2946 2787 09586 09397 4494
22 2 2 VATVSLPR 2936 09033 09837 8016
22 3 2 LSSPATLNSR 1226 02293 09646 09916 3738
2 4 3 LGEHNDVLEGREQF NAAK 1703 5594 06983 09393 4615
2 s 2 LGEHNDVLEGNEQF NAAK 5559 4757 09785 099 3254
2

22 Hit  Accession Score Mass LM SD(geo)  #

2 3 Po04T21T1 174 30476 1038 1 5

22 Gana Symbo=RPLT 30 kDa protening=259

2

2 z Sequence Incl. LH  SWEm Fraction Corehtior. Intensity
2 1 1 VLQUR 07354 0.181 03601 0.9602 2077
2 2 2 VIQUR X 09073 003438 04947 09%5 1012
2 3 2 EVPAVPETLK x 1147 001166 08814 09966 6961
2 4 2 ALTDNALAR X 1074 001526 09577 09971 1598
2 5 3 TTHFVEGGDAGNREDQNR X 0934 002638 07384 09312 7085
2 s 4 TTHFVEGGDAGNREDQNR X 1084 001213 07645 09975 2387
2

22 Ht  Accession Score Mass UM SD(geo)  #

2 4 PDOITBL0 166 90228 1433 1.034 3

22 Gana Syboi=EEF1B2 Elongaton factor 1-bata ng=225 # SNP[248.c,161.CISNP(277.187, TISNPB20.A67,"

2

2 z Sequence Inct UH  SWEm Fraction Comelator Intensity
2 1 2 SIOADGLVW/GSSK X 1.118 001825 07993 09814 9103
2 2 2 SPAGLQVLNDYLADK X 1.106 002136 09063 0987 588
2 3 3 SSLLDVKPWDDETDMAK X 1177 003723 07286 09824 1935
22

22 Hit  Accession Score Mass uH SD(geo) s

2 5.P00217030 150 89468 107 1.061

22 Gere_Sy X form Ing=: #SNP2751,105,TISNP[290.2,119 A]St

2

2 z Sequence Incl. UH  SWEn. Fraction Comelatior hhmhy
2 1 2 LSNFVGK X 09932 002068 09195 09936

2 2 3 FDTGNLCMVTGGAMLGR X 1058 004698 05848 09286 MJ
2 3 2 FDTGNLCMVTGGANLGR 2 1091 001283 09862 09922 7237
2 4 3 VNDTIQDLETGKITDFK X 1144 005653 0825 09947 5071
2

22 Hit Accession Score Ihu ] SD(gm) 2

2 6 PD0465361

2

2

2

2

2

2

2

2

2

2

2

2

2

22

22

2

2

2

2

2

22 z Sequence IncL LH StdEm.  Fraction Comelatior.

2 1 2 QVSDDLTER 7657 245 0.7808 0.7387

2 2 2 FISGEDYDER X 1002 002559 08886 09954

2

22 Hit  Accession Score Mass LM sD(geo) #

2 9 P00002821 72 23389 1.063 1

22 Gera_Symboi=RPL14 60S nbosomal pretein L14 1ng=213

2

2 z Sequence Inel. UM SWEm Fracton Comelatior

2 1 2 LVANDVDQRR x 10683 002415 08268 09348

z Sequence Incl. UH  SWEm. Fraction Comelatior. Intensity
1 2 GFSLEELR X 08766 002705  07% 09972
2 2 STESLQAMVGR X 1031 008128 097 0997 400§
Hit  Accession Score Mass SD(geo)  #
7 PD0878470 91 8402 1074
Gene_Symbei=-8 kDa proten ng=78 i
z Sequence Incl. LW SWEm. Fraction Comelatior. Intensity
1 3 FNTGNLCMVTGGAMLGR X 1058 004698 05848  0.9286
2 2 FNTGNLC| GR X 1091 001283 09862 09922
3 3 FNTGNLCMVTGGANLGR X 1058 004698 05848 09286
4 2 FNTGNLCMVTGGAMLGR X 1031 001283 09862 09922
Hi  Accession Score Maﬂ UH SD(geo)  #

218.1 (5)Deamdated (M
7287 (5)Deamdated (N
2181 (2) Deamdated (N
7287 (2)Deamdated (A

Intensity  Modifications
1358
2528

Inknt?ly Modifications

13 Hit  Accession Score Mass LM SD(geo)  #

13 20 PDO141318 52 88080 1475

13 Gare soform 1 protein 4 ng= soznsw‘sﬂunuswesm

13

1 z Sequence Incl. UM SWEm Fraction Comelator Intensity Modifications
[ER 4 VOEQVHTLLSQDOAQAAR 03477 03841 05033 051039 6493

w2 3 VOEQUHTLLSQDOAQAAR x 1175 005778 08626 09806 7881

13

13 HR  Accession Score Mass LM SD(geo) #

13 21 PDO480103

13 Gare_Symboi=FAMSID hypothetcal protsin LOCB1610 ig=815 # SNP[524 164 HISNP{E48.1,164 HISHP(

13

13 Sequence Inct. UH  SWEm Fraction Comelatior Intensity Modifications
ER| 2 TTGNIVYAR 2004 04504 0783 09161 1723

13

13 HR  Accession Score Miss LM SD(geo)  #

13 22 PO0045219 47 134218 1315

13 Gere Symboi=SNX18 scform 1 of Sertng nexn-18 ing=628 # SNP(539,9.204,G|SNP(585,4.262 msrrksm

13

1 Sequence Incl LH  SWEm Fraction Comelatior Intensity Modifications
ER | 2 APEPGPA( AR X 1315 0034 09083 09971 8276

13

13 Hi Accession Score Mass LM SD(geo)  #

13 23 P00221354 46 53551

13 Gsre Symboi=FUS kcform Shor of RNA-bndng protein FUS Ing=525

13

13 z Sequence Inel. LM  SWEm Fraction Comelatior Intensity Modifications.
14 Hit  Accession Score Mass UM SD(geo)  #

14 1P00761 165 25078

14 Trypsin 0S=Sus scrofa PE=1 SV=1

14

14 Sequence Incl. UM SWEm Fraction Comelator Intensity Modifications
1“1 2 VATVSLPR 964 1101 09787 09987 2622

1“2 2 LSSPATLNSR sebEeszr 0388 09693 09936 1123

14

14 HR  Accession Score Miss LM SD(geo)  #

14 2 PDO01B14D 58 82259 102

14 Gare_Sy soform 1 a sz:ssw.uzuz&ei

14

14 Sequence Incl LM SWEm Fraction Comelatior Intensity Modifications
"o 2 TGYTLDVTTGAR X 102 004521 07653 09972 6564

15 HR  Accession Score LM sD(geo)  #

15 1 PD0230770 197 93045 09753 1015

15 Gere Symboi=CCTS3 chaperonn cortsining TCP1, subunt 3 iscform b ng= suassu?[ssuunmsw\s.u

\s z Sequence Inel. UM SWEm Fraction Comelatior Intensity Modifications
51 2 ACTLLR 01157 09249 05086 09923 1793

52 2 AVAQALEVPR x 09643 004937 08593 09979 2685

503 2 TAVETAVLLLR X 09853 00134 08531 09881 2277

54 2 TLIONCGASTR 1069 01455 09272 09104 201

15

15 HR Accession Score Mass UM SD(geo)  #

15 2 POO761 125 25078 4728 1

15 Trypsin 0S=Sts scrofa PE=1 SV=1

15

15 z Sequence Incl. LH  SWEm. Fraction Comehaton Inkmlly Modifications
51 1 VATVSLPR siszasze 2542 09682 09874

52 2 VATVSLPR seszsszs 1536 09325 09735 5150

153 2 LSSPATLNSR ssssse 2382 09736 09978 3128

54 3 LGEHNDVLEGNEQF NAAK X 4126 999 08518 09984 3312

15

15 HR Accession Score Mass UM SD(geo)  #

15 3 PD0230565 88423 09774 1083 2

15 Gere Symbo=TCP1 Tcomplex protsin 1 suburit aipha Ig=556 # SNP{ST4,,143 LISNP[534 £194,SISKP/B 1

15

15 Sequence Incl. UM SWEm Fraction Comelatior Intensity Modificaions
51 2 FATEAATLR x 09237 00451 05741 08594 1741

52 3 LGVQVVITDPEKLDQR X 1034 003592 06852 0993 1622

15

15 HR  Accession Score Mass UM SD(geo)  #

15 4 ASAGMS 63621 [

\s Keratn, hps loske’stal 1 0S=Pan toglodytes G- mn PE 25V=1

= z Sequence Incl. UM SWEm Fraction Comelatior Intensity Modifications
51 2 THAENEFVTKK 8187 1722 04329 07668 88719

52 3 THAENEFVTKK 421 1974 03105 09568 1861

16 H Ac:enhn Score s LM SD(geo) #

16 1POST 53671 1215 1.031 6

16 Kermr,u|quskehwaosmonpeme~ Kma PE~1 sv=1

16

16 z Sequence Inel. LM SWEm Fraction Comehatior Intensity Modifications
B 1 2 AQUEDANR 1091 05749 08305 09851 8855

B2 2 LSELEAALOR 141 03486 05621 07504 4712

B 3 2 SLOMDSIAEVK X 1182 001991 0883 09913 1832

64 2 ASLEAAADAEQR 08328 0134 05608 09505 2066

6 5 2 LEGLTDERFLR x 1165 0008562 0931 09858 1664

6 6 2 TEMENEFVLKK 005718 1625 04408 01763 9216

6 7 3 TEMENEFVLKK x 1265 003743 06441 09769 9516

B8 3 ASLEAAADAEQRGELAK X 1222 001119 08134 09769 1091

5.9 2 SNMDNVFESYNNLRR 2235 0182 0284 0506 3113

610 3 SNMDNAFESYNMLRR 1203 01068 07286 09605 1034

B 11 3 ASLEAAADAEQRGELAKDANAK X 1217 003425 05733 09686 2702

16 12 4 ASLEAAADAECRGELAKDANAK X 1233 004546 08035 09672 5676

16

16 Hit  Accession Score Mass LM sSD(geo)  #

16 2 PDO00TIESS 181001 1247

16 Gere_Symbol=TUBB Tubuin bata chaining=444 # SNPI468 4,144 GISNP(504.0,144,GISNP[535.120 FISKP

16

1 z Sequence Inel. UM SWEm  Fraction Comhuon Intensity  Modification:
® 1 2 LAVIMVPFPR x 1307 002727 07058 0.9 LT
% 2 2 SVYYNEATGGK oomo 0izss  0et  Dorer

B 3 2 MNTFSVWPSPK it ozzse Obiea 0ass a0z

6 4 3 EVDEQMLNVANK x 5354 29 04721 09379 144 () Oxdaton (M)
6 5 2 EVDEQMLNVONK X 09531 0009934 08421 09924 3041 (6) Oxdaton(M)
6 6 2 ALVDLEPGTMDSVR X 105 001885 0896 09657

6 7 3 ALTVPELTQQVFDAK X 09603 0024 06835 08851 4378

6 8 2 ALTVPELTQQVFDAK X 09142 00332 05248 09603 1225

B 9 2 NSSYFVEWPNNVK x 09656 001674 09414 08673 1111

B 10 3 GHYTEGAELVDSVLDVVR X 09542 00535 09557 09752 7706

181 3 GHYTEGAELVDSVLDVVRK 09024 01522 07695 0908 8649

612 4 MREVHQAGQCGNQGAK 0763 0165 02845 09147 3899

16

16 HR  Accession Score Ilzsl UH  sD(ges) %

16 3 POS783 5029 1474 1089 6

16 Keratn bpe | foske'stal 18 0S=Hamo supmmﬂmmps 1sv 2

16

1 z Sequence Inel UM SWEm Fraction Conehtion Intensity Modifications
% 1 2 MLQDNAR x 1024 005047 06685 09215 1642

6 2 2 SLGSVQAPSYGAR X 1113 00342 08911 08853 1503

6 3 2 AQFANTVDNAR X 1239 004301 0931 09673 1440

6 4 2 TVQSLEDLDSMR X 1154 000744 05763 09871 1003

6 5 2 PVSSAASVYAGAGGSGSR x 128 001253 09485 09914 4768

% 6 3 LOLETEEALKEELLFMKK 1627 03391 05304 08364 2265 (17)Oxdaten(M)
® 7 4 LOLETEEALKEELLFMKK x 1255 001631 07899 09769 5104 (17)Oxdaton(M)
16

16 Hit  Accession Score Ilass uu SD(geo)  #

16 4 P0O000TIS2 43417

) Symbol=TUBB2C Tubuin bata 2C uranm«t(s#st&[ﬂ‘ mmrgsm[s:n 2,108 EJSNP[584,

I z Sequence Inel. UH  SWEm Fraction Comelatior lntensity Modifications
61 2 LAVNMVPFPR X 1307 002727 07059 09855 1296 (5)Oxdaton (M)
B 2 2 MNTFSVVPSPK 1308 02266 08499 09843 8002

% 3 2 NVYYNEATGGK x 09512 003728 04918 09886 4779

5 4 3 EVDEQMLNVONK X 939 01721 09379 144 (5) Oxidation (M)
65 2 EVDEQMLNVONK X 09531 0009934 08421 09924 3041 (5)Oxdaton (M)
6 6 2 NSSYFVEWPRNVK X 09555 001874 09414 09579 1111

® 7 3 GHYTEGAELVDSVLDWWR X 0942 00535 09557 09752 7706

6 8 3 GHYTEGAELVDSVLDVVRK 09024 01522 07695 0908 6649

% 9 4 MRENHLOAGQCGNQGAK 07635 0165 02845 09147 3899

16

16 Hit  Accession Score Mass UM SD(geo)

16 5 PDO3TIAY 230 224266 09717

16 Gana_Symbol=TUBA1B Tubuinalpha-1B chaining=451 # SNP{4553,126 AISNP(496., musw[smu

16

1 z equence Inel. UH  SWEm.  Fraction Comrelatior Intensity Modifications
%1 2 LSQVSSITASLR X 09795 001482 09322 09797 8631

2 2 SOFVDWCPTGFK X 09526 002246 09393 09803 1706

% 3 2 TOFVDVWCPTGFK x 0997 00206 08301 0978 8842

4 2 AVFVDLEPTVDEVR X 0995¢ 001832 09208 09634 1663

% 5 3 NLDERPTYINLAR X 1031 002635 07539 09906 1493

% 6 3 TGGGDDSFNTFFSETGAGK 06932 03214 0344 09397 1799

6 7 2 TGGGDDSFNTFFSETGAGK X 08815 003733 09713 09503 3996

22



22 Hit  Accession Score Mass LM
22 10 PDOSSST44 1.063
22 Gere Symbo=RPL14 Rbosomal potinL 14 mamm-zzo:smm ,192KISNPR51 1, |92,K1su’.2r
2

SD(geo)

22 z Sequence Inet UH  SWEm Fraction Comelator Intensity Modifications
T 2 LVANDVDORR X 1053 002415 08268 09948  630.1

22

22 Hit  Accession Score Mass LM SD(geo)  #

22 11 PO0S43830 63 29635 08834 1

22 Gene_Syrboi=RPSA4Y1 Rbosomal protein S4, YArked 11ng=263

22

22 z Sequence Inel LH  SWEm Fraction Comelatior Intensity Modifications.
2 1 2 VNDTVQOLGTGK X 08894 002336 08981 09912 3258

2

22 Hit  Accession Score Mass  UH  SD(geo)  #

22 12 PD0021924 24545 08662 1

u Gsre Symboi=HIFX Hstone Hixing=213 # SNPR17,3 uu)snp(mp 148A1%

zz z Sequence Incl. UM  SWEm. Fraction Cormelatior Intensity Modifications
2 1 2 ALVONDTLLGVK x 08562 003024 08834 09917 2314

22

22 Hit  Accession Score Mass  UH  SD(geo)  #

22 13 PD0294159 62 53535 08954

22 Gare_Symbol=SLC25A1 Tricarbaryats Fansport protsin, mischondrial ng=311 # SKP{328.0.117,GISNP[34

22

22 z Sequence Incl LM StdEm. Fraction Comelatior Intensity Modifications.
2% 2 GTYQGLTATVLK x 08954 002311 07362 09336 6424

22

22 Mt Accession Score Mass LM SDgeo)  #

22 14 PD0733240 36987 0

22 Gere Symbo'=MRPL4E 32 kDa proteining =276 # md.u\ulkla

22

2 z Sequence Incl. LH  SWEm Fraction Conelatior Intensity Modifications
22

22 Mt Accession Score Mass  LH  SD(geo)  #

22 15 PD000SSTO 56 65438 08783 1

22 Gere Sy 1332.0,103, SISNP[348.4,112

2

2 z Sequence Incl. UH  SWEm Fraction Comh!kv hlmsky Modifications.
2 1 4 ESEDSTDFNDKLNEPLK 02446 1350 04019 04092 248

2 2 3 ESEDSTDFNDKLNEPLK k3 08783 008138 06477 u,sne ssss

22

22 Mt Accession Score Mass  LH  SD(geo)  #

22 16 PDO70115 56 40353 0

22 Gene_Syboi=SLC25A3 cDNA FLIS0278 s, cone 3 Phosp! prot

2

2 z Sequence Incl. LH  SWEm Fraction Comelatior Intensity Modifications
2

22 Hit  Accession Score Mass LM sD(geo)  #

22 17 PDO219729 48 3211 14 1

22 Gere Symboi=SLC28AT1
22

2 z Sequence Inel. LH  SWEm Fraction Cormelatior m.nx\ry Madifications
229 3 LGMVLFER 1216 01816 0444 05003 3284

2 2 2 LGNIVLFER X 1148 005983 06076 09465  77.18

22

22 Hit  Accession Score Mass  UH  SDgeo)  #

22 18 PD0021265 47 40883 0.9

22 Gene_Syrbo=RPL2IAFCG_16001 60S rbosomal proteinl 233 Ing=156 # SKP{174.x 106 KISKP(197 1,12
22

22 z Sequence Incl. LM SWEm. Fracton Comelatior muuny Modifications
2 1 2 LAPDYDALDVARK X 0948 005899 07392 09776 915

23 Ht Accession Score Mass UM SD(geo)  #

23 1 PD0411680 462 45713 1456 1043 4

23 Gere Sy 1 kofm 1 of Protein 10g=227 # SKP}

23

2 z Sequence Incl. UM StdEm. Fraction Comelatior Intensity ~Modifications
23 1 2 VOLWGDGR 3507 09383 0892 07502 1128

23 2 2 DDPTLLSSGR 1453 009358 05484 07354 3199

23 3 2 ELVDDSVRNVR X 1187 001674 09647 09954 6924

23 4 2 ALDVGSGSGLTACFAR X 118 002039 07368 093 2112

23 5 4 VIGDHKELVDDSVNNVR X 1036 001267 07612 09341 222

23 8 3 VGDHKELVDDSVKNVR X 1172 0005414 08234 09868 6442

23 7 3 LLPVGPAGGNOM EQVDKLQDGSK X 1292 003297 08439 09176 1463

23 8 4 AT IDAM S AP AP O DOUPCER 0000632 2315 07691 05883 1895

23

23 HR  Accession Score Mass  LH  SD(geo)  #

23 2 PoOB4S201 217 22084 1048 1041 3

23 Gas_Symboi=RPS8 Rbosomal prote'n S8 Ing=188

23 z Sequence Inel LM SWEn. Frction Comelatior h!enxiy Modifications.
23 1 2 NCNLDSTPR X 1094 005336 0767 09724

2 2 2 SSLLEEQFOQGK b3 101 o03ss osesm Ooias  6ris

2 3 2 ADGYVLEGKELEFVIR 1988 08939 03111 09741 2227

23 4 3 ADGYVLEGKELEFVIR X 104 001171 065 09934 3051

23

23 Hit  Accession Score Mass UM SD(gea)  #

23 3PoOT61 183 25078

23 Trypsin 0S=Sts scrofa PE=1 SV=1
23

23 z Sequence Incl LH  StdEm. Fraction Comelatior Inhmlly Modifications
23 1 1 VATVSLPR 186 1791 09524 09346

2 2 2 VATVSLPR 3052 5965 08535 09382 w:

2 3 2 LSSPATLNSR sessssss 1385 09468 09958 1384

2 4 3 LGEFNDVLEGNEQF NAAK 459 07763 0592 0889 2923

2 s 3 THPRFRGNTLDND ALK 9456 1342 09007 09766 1261 (17) Oxidaton (M)
23

23 Ht  Accession Score Ihu LH  sSD(geo)  #

23 4 POO215T19 70773

23 Gere_Symboi=RPL18 60S rbosomal protein L18 ing= ﬂBeesthsn\uLR]sr P‘ZDS},!VZNS"PIZIEH

2

23 z Sequence tnel. LM SWEm Fraction Cormelatior Intensity Modifications
23 1 2 LTFDOLALDSPK X 1047 0024 08019 09927 3115

23

23 Hit Accession Score Mass UM SD(geo)  #

23 5 PO03ETINE 83 10836 [

23 Game Symboi=- &y kappa chain V-1l region NG (Fragmr) ng=100
23

23 2 Sequence Incl. LM SWEm. Fraction Comelatior Intensity Modifications.
24 2 LLIVGATSR 422 1924 06356 09711

23 2 3 FSGSASGTDFTLTSR 2465 9817 03401 07287 4816

23 3 2 FSGSASGIDFTLTSR 4282 1247 07554 09327 6049

23

23 Hit Azf.:uhn Score Mass LM SD(geo)  #

23 6 PD03439: 81 14422 1093

23 Gane, s,,mborsrksa CDNA FLJ52832, highty smar to Spicing factor, arg rina‘serine-rich 3 Ing=124

za z nce Incl. LM SWEm Fraction Comelator Intensity Modifications
23 1 3 hPPG‘AFVEFEDPRDMDAVR X 1093 002297 07592 09744 3195 (1)Deamidated (A
23
23 Hit  Accession Score Mass LM SD(geo)  #
23 7 PD0383603 53 10482
23 Gare Symbol= 2
23
2 z Sequence Incl. LH  SWEm Fraction Comelatior lnlnm\ty Modifications.
23 1 2 VTSCSGSSSNGK 1925 3549 08579 0998 19
23
23 Hit  Accession Score Mass LM SD(geo)  #
23 8 PD0478203 48 32558 1.035
23 Gare Sy X | protein L17-ike ng=184 [205,m,151,TSKP[242. 151, TISKP
23
23 z Sequence Inel. LM SWEm Fraction Comelator Intensity Modifications
23 1 2 GLDVDSLVEHQVNK 07692 02436 05547 07385 2041
28 2 3 GLDVDSLVEHQVNK X 1035 003066 08923 0993 621
23
23 Hit  Accession Score Mass UM SD(geo)  #
23 9 POO440577 45 319%
23 Gene Sy 241GKV2-24 241,021D]#
23
23 z Sequence Inel LM SWdEm. Fraction Cormelatior Intensity Modifications
28 .4 2 LLWKSKR 1299 999 06052 08612 3616
24 Hit  Accession Score Mass UM SD(geo) %
24 1 PD0024333 244 208% 1085 1025 3
L121ng=165 # SKP] Sish 1,120, S|

24 Gere Symbo=RPL12 scform 1 of 60S
24

2 z Sequence Incl. LM SWEnm Fraction Comelatior hlen:ly Modifications.
22 1 2 IGPLGLSPK X 1056 002302 08971 09976 560

24 2 2 CTGGEVGATSALAPK X 1093 001526 09765 09956 u:s

2 3 2 ELGTAQSVGCNVDGR b3 1108 0007577 09318 08933 1312

24

24 Hit  Accession Score Mass  LH  SD(geo)  #

24 2 PDOO41625 158 0 1059 1

24

24

2 z Sequence Incl. LM SWEm  Fraction Comelatior Intensity Modifications
24 1 2 LAPNYNALDVARK x 1053 001038 09297 09966 5813 (4)Deamidated (A
24

24 Hit  Accession Score Mass LM SD(geo)  #

24 3 P00T61 135 25078

24 Trypsin0S=Sus scrofa PE=1 SV=1

24

24 z Sequence Incl. LM StdEm.  Fraction Comrelatior Intensity Modifications
24 1 1 VATVSLPR 4471 1783 09521 093 1138

2 2 2 VATVSLPR sesaets 2007 09748 09933 439

2 3 2 LSSPATLNSR #estssre 5363 09788 09933 1662

2% 4 3 LGEFNDVLEGNEQF NAAK 500 01357 09205 09971 1581

23

24 HR  Accession Score Mass LM SD(geo)  #

24 4 P0O0025091 134 62729 1011 1.047 4

24 Gena_Syr 1408 protsinS11 Ing [163.0.101,RISNP(172.,101 RISNP(181 5,

2

24 z Sequence Inct LM StEm  Fracbon Comelatior Intensity Modifications
24 1 2 EAEGTVDK x 09754 004398 0821 09743 1031
24 2 2 CPFTGNVSR X 09684 001545 09303 09974 417
24 3 2 EAEGTYDKK X 105 004244 06432 09964 4277
24 4 3 DVQGDNTVGECRPLSK X 1055 001763 08858 09%65 3125
24

24 HR  Accession Score SD(geo)

24 5 PD000E433 111 50363 07949

1.045
24 Gene_Symbol=RPS5 40S nbosomal prote n S5 Ing=204 # SNP(236,5,125,S|SNP{273.,125, s}swxzn.nu

5 z Sequence Inel. LW StdEm. Fracton Comelatior Intensity Modifications
24 1 2 QAVDVSPLR X 07843 002304 08019 09881 2384

24 2 2 VNOAMWLLCTGAR X 07668 005388 09377 09782 2022

2 3 2 TAECLADELMAAK x 08352 0008121 09755 09951 654

2

24 HR Accession Seore Mass LM sD(gto) 2

24 6 POOB4EI 108 50832
24 Gera_Symbot=PP B Peptdy-projf cis-rans isomarase B qu-21snsP(z|w,u u§w1235 una r;sm[z

u z Sequence Ik UM SWEr. Fracton Comelatior Intensity Modificaions
24 1 2 TVDNFVALATGEK X 1095 001054 09559 09977 5108

2 2 2 DTNGSQFFITTVK X 105 001685 09492 0991 2411

24

2. h Aecsinks Seore Mass LM SD(geo)  #

24 7 P00B407: a1 19135 1018 1073 2

zasene Syn—bc:PRDx« 19kDa proten =171

24 z Sequence Incl LH  StdEr. Fraction Comelatior hlmily Modifications
24 1 2 LVQAFQFTDK X 09887 002509 08302 09957 144

22 2 2 QTVNDLPVGR x 107 005151 09258 0935 20&2

24

24 HR  Accession Score Mass UH  SD(geo)  #

24 8 PO000TI44 72 19470 1.03 1

24 Gene_Symbol=RPL2EL1 60S ribosomal proteinL26-ika 1ng=145 # SNP{1550 95 H #
24

2 z Sequence Incl. UH  SWEm.  Fracton Comelatior lntensity Modificaons
24 1 2 FNPFVTSDR X 103 001899 09023 09388 3027

24

24 HR  Accession Score Mass  LH  SD(geo)  #

24 9 POOT4B438 € 20340 1043 1

24 Gene Symbol=RPL11 koform 2 0f60S ribosomal proten L11 ing=177
24

24 z Sequence IncL  UH  SWEm  Fracton Comelatior vmmny Modifications
24 1 2 VLEQLTGQTPVFSK X 1043 001317 09731 09957

24

24 HR  Accession Seore Ihu LM sDlgeo)  #

24 10 P0000B438 21952 07142 1

24 Cans Syrbon-RES OIS oaralpelan 10 o~ xssxsmuesugmmzzmsm

P z Sequence Il UM StdEm. Fracton Comelatior Intensity Modifications
24 1 2 AEAGAGSATEFGFR X 07142 00473 0913 09972 1013

24

24 HR  Accession Score Ihu LM sDgeo) #

24 11 P00215719 023,
zt Gena_Symboi=RPL18 60S ribosomal protsin L 18 Ing= muesvﬂm K112 RISNP{205,7,112RISNP(216,,1

% z Sequence IncL. UH  StdEm Fracton comhmr hlenlly Modifications,
24 1 2 LTFDGLALDSPK X 09885 005462 07008 0.

24

24 HR  Accession Score Mass LM sSD(geo)  #

24 12 P0OT314268 s 13077

24 Gena_Symbol=RPL24 13 kDa proteining=110

24

24 z Sequence Inct LM SWdEm Fraction Comelatior Intensity Modificaions.
24

24 Hit  Accession Score um LM sblgeo)  #

24 13 PDOO13415
2A Gena_Symbol=RPST 40S nbosomal prote’n S7 Ing= masm[zn: uos RISNP[215,7,106,RISNP[238 9,

24 z Sequence Incl UH  StdErr. Fraction Comelatior Intensity Modifications
25 Ht Accession Score Mass LH  SD(geo)  #
25 1 PD00132% 174 32845 09663 1047

25 Gene Symbol=RPS18,LOC 100130553 40S ribosomal pretein 18 Ing=152 # SNP[159,m 44 VISNP{169,v.4.
25

25 z Sequence Incl LM SWEm. Fracton Corelatior humly Modifications
25 1 2 VLNTNDGR X 0937 002661 0B5€8 0938

25 2 2 AGELTEDEVER X 1018 002585 09293 09859 zam

25 3 2 YSQULANGLDNK X 09458 001774 08974 09985 1903

25

25 MR Accession Score Mass LM SD(geo)  #

25 2 PD039BI3S 108 19314 1.046

25 Gere_Sy 2 P 0C389435 Ing= WP[153p,118PISNP[165.3,133 A]

25

25 z Sequence Incl. LM SWEm.  Fracton Comelatior hlensly Modifications
25 1 2 TGAAPIDWR X 1046 002363 09276 09952

25

25 Ht  Accession Score Mz:x LH  sD(geo)  #

25 3 PD0026271
25 Gena Syrbol=RPS 14 40S rbosomal protein S14 ing=151 k st[vss e m:qsrﬂzmx.m KISNP[258,2.1°

25 z Sequence Incl. UH  StdEr. Fraction Comelatior Intensity Modifications.
25 1 2 EDVIPPSDSTR X 1052 001746 09527 09976 4363

25

25 Ht  Accession Score Mass LW SD(geo)  #

25 4 Po0761 o7 25078

25 Trypsin 0S=Sus scrofa PE=1 SV=1
25

25 z Sequence Incl UH  StdEr. Fraction Corelatior Intensity Modifications
5 1 2 VATVSLPR #sEeEE 1249 09719 09992 2682

25 2 3 LGEHNDVLEGNEQF NAAK 4131 01577 09918 09974 1803

25

25 HR  Accession Score Mass UM sD(geo)  #

25 5 PD0221089 85 44567  1.036

25 Gens Symbol-RPS13 40S rbosomal protein S131ng=151 2 SNP{158 ) 100 KISNP[171 L 100 KISKP[ 181k,
25

25 z Sequence ncl UM StWEm. Fraction Comelatior Intensity Modifications.
25 1 2 GLTPSQGVLR X 1036 001336 09357 0993

25

25 H Ammm Seore Ihsl un Sﬂ(gln) #

25 6 PDOO1ZT:

25 Gena Sywbc!:RFSZS 40S ribosomal prote 0 $25 =125 # swuze uu;smnsuy KISNP[145, r34

b z Sequence il UM StdEm. Fracton Comelatior Intensity Modifications
25 1 2 LTPAVVSER X 1032 001435 09241 09%2 7568

25

25 Ht  Accession Score Mass LM SD(geo)  #

25 7 P00221092 32991
zs Gena_Symboi=RPS 16 40S nbosomal protsin S16 ing= 14stsvsl1s| 4,123 DJSNP{169.9.134,G]SNP[191 ¢

25 z Sequence Inet UM SWEr. Fraction Cormelatior Intensity Modifications
5 1 2 GPLQSVQVFGR x 08865 001426 09218 09981 6117

25

25 HR  Accession Score Mass LM SD[guo) #

25 8 P00215780 82 37232 0.756:

25 Gera_Sy P 19 Ing=' [156,r,121 R}sep(vsuvzauswpeu‘

25

25 z Sequence Incl H StdErr.  Fraction Correlatior hllnﬂt] Modifications
25 1 2 DVNQQEFVR X 07562 001759 09344 09993

25

25 HR  Accession Score Mass LM SDlgeo)  #

25 9 PD0794734 46 13062 o

25 Gena Symbol=RPLA2 13 kDa protein ing=109
25

25 z Sequence Incl UM StdEm.  Fracton Comelatior Intensity Modifications
5 1 2 ELEVLLMCNK 1666 01437 08468 09953 7376 (7)Oxdaton (M)
25 Hi  Accession Score Mass UM SD(geo) #

26 1 ASAEMS 65621

25 Keratn, tpe I cytoske'etal 1 0S=Pan troglodytes GN=| KRH PE=2SV=1

zs z Sequence Inel UM SWdEr. Fraction Corelatior Intensity Modifications
% 1 2 YEELQTAGR 6823 3571 08708 09981 4213

% 2 2 TNAENEFVTK 6092 1399 09065 09974 5933

26 3 2 LALDLEATYR 4288 5562 0.7787 09829 3258

2% 4 2 SLDLDSMAEVK 7978 5036 0897 09381 22

26 5 2 FLEQQNQVLQTK 8155 7.7 09659 09963 8192

26 6 3 SLNNQFASFDKVR 1074 6693 08142 09961 2404

% 7 3 LNDLEDALQOAKEDLAR 6842 4633 08361 09345 2314

% 8 3 QSNLOQS SDAEQRGENALK 1698 2125 06121 09457 1811

2

26 HR  Accession Score ss LM SD(geo)  #

26 2 PO0§T2940 233 13056 1433 1.008 2

26 Gere_Symbol=RPLI0 Putatie uncharaderized protein RPL30 (Fragment) ng=115
2

26 z Sequence IncL UH  StdEr. Fraction Corelatior Intensity Modifications
% 1 2 LVLANNCPALR X 1127 001769 09625 09964 2692
% 2 2 VCTLA'DPGDSDIR X 1139 0009092 09658 09953 3202
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Score Mass.
42038

Hit  Accession
3 PO0894498 229
Gens Sy Beta £l g

z Sequence Incl.
2 AGFAGDDAPR

2 GYSFTTTAER

2 AVFPSNGRPR

3 AVFPSNGRPR

2 SYELPDGQVITGNER

2 DLYANTVLSGGTTMYPGADR
3 DLYANTVLSGGTTMYPGADR x

oo seN -
XX X X %

Hit  Accession Score Ihn
4 P13845
Keratn, type | oskeistal 10 0S=Homo sapiens GN=} Kk'no PE=1 sv4
z Sequence Incl.
3 QSVEADNGLRR

2 QSVEADNGLRR

M‘HNA
.
m
:
3

2 GSLGGGFSSGGFSGGSFSR

Hit  Accession Score Mass

P35908
Keratn, type Il Gloske'stal 2 ep/demmal 0S=Homo sapiens GN=KRT2 PE=1 SV=1

Sequence Incl.
1 2 GFSSGSAVVSGGSR
2 2 NVODAADAEGR
3 2 FLEGGNQVLATK

Hit  Accession Score Mass

UM  sD(geo)  #

84.56 212 &

UM SWEm Fraction comhuor Inltruky
1256 283 0427 308
€879 1171 08695 09991 \3&
1093 1576 06006 09517 2831
4677 1669 03963 06979 123
1349 1117 091% 09184 3624

7578 01753 09634 09318 8714
6135 8282 0824 09921 5088

LH  SD(geo)  #

o
StEn. Fraction Comelation intensity
9186 217 07839 0.9%69 2528
3897 11.05 07401 0.9958 1699
5084 1185 09146 0.9267 308.1
2987 2424 08807 09343 19%9
4837 09178 09053 0996 2708

LH  sD(geo)  #

LM SWEm. Fracton Comehtior Intensity
1942 04048 09559 09333 475
2015 3195 07677 0951 1283
8155 771 09659 09%3 8192

w Sﬂ(geo) )
09953

UH  SWEm  Fraction Comelatior Intensity

105 005691 09651 0988 3815
1114 0007773 09605 09344 4036
002018 25 023% 09058 163
08436 002602 02785 09827 1503

LM sD(geo) #
109 1057 2

UH  SWEm Fraction Comelator lnumky
1054 001522 09209 09919 843

1139 001552 09567 09921 3357

LW sD(geo)  #

LM SWEm Fraction Comelatior Intensity
4131 07891 09648 0933 4117
1061 01379 08037 09557 6200

3891 0.£803 0.9835 3284
2488 9297 05191 09895 2218

<4019 04324 06315 09445 6610

7833 05745 08567 09954 1869

w su(nro) s
1.073 071 2

UM StdEm Fraction Comelation Intensity
0754 0.9352 1225
0.9685 0933 1436

1022 002936
1125 001204

LH  sD(geo)  #

6 P00219153 26456 1.15
Gane SyTbo=RPL22 60S rbosomal protein L2 ng= \zs x swmn PAPISKP(172, .Amﬁwms K48 x
z Sequence Inel.
1 2 MVTSEVPFSK X
2 2 AGNLGGGWWTER X
3 2 IVISEVPFSKR
4 3 MVTSEVPFSKR X
Hit  Accession Score Mass
7 PD0795408 192 15111
Gene Symboi=RPL23 Simarta ribosomal protain L23 ng=140
z uence Incl.
1 3 SLGLPVGAVNCADNTGAK X
2 2 SLGLPVGAVNCADNTGAK x
Hit  Accession Score Mass.
761 180 25078
Trypsin 0S=Sts scrofa PE=1SV=1
z Sequence Incl.
1 1 VATVSLPR
2 2 VATVSLPR
3 2 LSSPATLNSR
4 2 LSSPATLNSR
5 3 LGEHNDVLEGNEQF HAAK
B 3 MHPNFNGNTLDNDMLK
Hit  Accession Score
9 P00026271 139333
Gera Symbol=RPS14 40S nbosomal protein S14 Ing= m & SNP(155,2, 10 KISNP{204 uo)qsrp[zsa a1
z Sequence Incl.
1 2 TPGPGAQSALR x
2 2 EDVIPPSDSTR X
Accession Score Ihss
10 P00479743

Gene_SyTboi=POTEE kcform 1 of ANKRD26-1ks fam yc marmber |A h; 1075 # SNP(1083 p 275, PISNP

z Sequence Incl UH  SWEm Fraction Comelator Intensity
1 2 AGFAGDDAPR 1256 2836 0427 09604 3081
2 2 AVFPSNGRPR 1093 1576 06005 09517 2841
3 3 AVFPSNGRPR 4677 1669 03953 06979 123
4 2 SYELPDGQVITGHER 1349 1117 091% 09184 3624
Hit  Accession Score Mass UM SD(geo)  #
11 P00025415 148 78131
Gere ing= 118 EJSNP[445,,152,15H
z Sequence Incl. LM SWEm Fraction Comelation Intensity
1 2 AGFAGDDAPR 1256 2836 0427 09604 3081
2 2 AVFPSNGRPR 1003 1576 06006 09517 2881
3 3 AVFPSNGRPR 4677 1669 03363 06979 123
4 2 SYELPDGAVTGNER 1339 1117 091%5 09184 3624
Hit  Accession Score Mass UM SD(geo)  #
12 PDO794659 116 16167 09533 1036 3
Gens_Symboi=RPS20 cDNA FLIS8953, Highy simi'ar b 40S ribosomal protsin S20 ng=142
Sequence Incl. LH  SWEm Fraction Comehator Intensity
1 2 VCADLR X 08984 002017 08052 09%9 9526
2 3 TPVEPEVAHR X 09988 001143 07778 0997 1286
3 2 TPVEPEVAHR X 09655 00531 06497 08695 495
Hit  Accession Score Mass UM SD(geo)  #

13 PI00026302 113
5 Gere_Symbol=RPL31 60S nbosomal protein L31 Ing=125 # SNP[131,17,]SNP[153 0,19 ESNP[1739.19F
z Sequence Inel. LH  SWEm Fraction Comelator mumny
1 2 LYILVIWPVTTFK X 143 00183 08533 09921
Hit  Accession Score Mass  UH  SD(geo)  #
14 P3s527 62320 [
Keratn tipe | gtoskelstal 9 0S=Homo sapiens Ghi=) mrs PE 15vV=2
z Sequence Incl. LH  SEm. Fraction Comelatior hunsny
1 2 TLLDDNTR 4194 1981 07447 09351 243
2 2 QGVDADNGLR 1786 6342 07138 09929 351
3 2 QGVDADNGLR 307 4767 06724 09563 9732
Hit  Accession Score Mass LM SD(geo)  #
15 P00179330 104 26798 0
Gene Syr i d precursorng=156 # SNP(162,d,10¢
z equence Inel LH  SWEm Fraction Comehtor Intensity
1 3 CCLTYCFNKPEDK 09346 0239 07876 09891 5512
Hit  Accession Score Mass UH  sD(geo)  #
16 PDO550247 88 10809 1053
Gere_Syrbol=RPL3S 11 kDa protein ing=06
z Sequence Incl. UH  SWEm Fraction Comelator lntensity
1 2 VLTVNQTOK 3 1053 00283 0817 09959 5314
Hit  Accession Score Ihss LH  sD(geo)  #
17 P00008S29
Gene, smormtpzs«smacrmsmmnpzm nsasw(vwsuu;svpuu_umsmusz\
z Sequence Incl. LM SWEm Fraction Comelator Intensity
1 3 LDSVGEADDDRLNK X 09893 003453 06123 09937 2814
Hit  Accession Score Miss  LH  SD(geo)  #
18 PD0440493 85 283786 1770  3.169
Gere Sy ATP sy urit aiph: g 1(555,0,44,QjSNP[589,,107.L
z Sequence Incl. LH  SWEm Fraction Correlatior lntensity
1 2 VLSIGDGAR X 7829 4398 04594 0999 1565
2 2 TGANDVPVGEELLGR x 4000  B497 09011 09%7 5292
Hit  Accession Score uns LM sD(geo)  #

19 P00028670

3
Gere_Symbol=TCEB2 Transcripton elongaton fackar B pcjpey\ﬂe z 1ng=118 s SNP(122.412TSNP(151,1%

z Sequence
1 4 TLGECGFTSQTARPOAPATVGLAFR
2 3 TLGECGFTSQTARPQAPATVGLAFR X

Incl.

LM SWEm. Fraction Comelator mensny
1602 02979 05019 06144
1037 002061 08834 09837 2235

Modifications

(14) Oxdaten (M)
(14) Oxdaton (M)

Modifications

Modifications

Modifications

Modifications

Modifications

(8)Deamidated (M

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

(8) Dearidated (N

Modifications.

Modifications

Modifications

Modifications

Modifications

24

26 Hit  Accession Score Mass UM SD(geo)  #

25 20 PD000SS27 82 48976 1219 00:

26 Gene SyTbol=RPLP1 60S acde nbosomal prote'n P1 ng=114 £ SNP{124,10, ;swusauu]sw‘za

2

2 z Sequence Inet LM SWEm Fraction Comelator Intensity
% 1 crsrascasraccr s X 1222 001651 09384 0935 6726
s 2 s ian X 1216 004469 08992 09675 9952
2

26 HR  Accession Score Mass LM  SD(geo)  #

25 21 PD0008E22 78 14708 0 1

25 Gare_Sy p =132

2

2 z Sequence Incl. UH  SWEn  Fracton Comehtor Intensity
% 1 2 MVGDVTGAQAYASTAK X 0909 002048 09564 09937 273
2%

26 HR  Accession Score Mass LM SD(geo) %

26 22 P00303476 77 141119 [

26 Gene_Sy ATP sy b 1 A4TAISHP[S64.4,108VIS

2

2 z Sequence IncL. LM SWEn. Fraction Comelator lntensity
% 1 2 FTQAGSEVSALLGR 03084 %29 09252 08275 1009
2

25 Hit  Accession Score Mass  UH  SD(geo)  #

2 23 POO1ESTI2 76 13278 1008 1

26 Gane Sy 2% g=115

2

2 z Sequence Inel LM SWEm  Fraction Comelator Intensity
% 1 2 DSEASVFDAYVLPK X 1008 002295 07631 08777 2582
2

26 Hit  Accession Score Mass  LH  SD(geo)  #

25 24 PO0017963 72 28510 09135

26 Gere Sy D2ing=118 # SNP[123,8 22 EISNP[160, 48N

2

2% z Sequence Incl. UH  SEm. Fraction Comelatior: Intensity
% 1 2 NNTQVLINCR X 09135 004693 08509 093¢ 3781
%

26 Hit  Accession Score Mass LM SD(geo)  #

26 25 PO001764 67 15209 1138 1

26 Gene Sy Srmal ruclear D31ng=126# SNP[131.2.101 A]#

2%

2 z Sequence Incl. LM SWEm Fraction Comelator Intensity
% 1 2 VAGLEQVYR x 1198 002155 09393 09959 8806
2

26 Hit  Accession Score Mass LM SD(geo)  #

2 26 P0O0DII077 66 43564 1126

26 Gene 32395 32, precursor rg=203 # SNP{2114,161,GISNT

2

2 z Sequence Inel UM SWEm.  Fraction Comehtor lntensity
% 1 3 APTETVVLYTGETPSEQDQGKR X 1126 003434 07673 09709 2862
2

26 Hi  Accession Score Mass LM SD(geo)  #

2 27 017727 48740 0

26 Keratn, typs | ytoskeletal 15 0S=Owis aries GN=KRT15 PE=2 SV=1

2%

2 z Sequence Incl LM SWEm Fraction Comelator Intensity
% 1 3 QSVEADNGLRR 9186 2717 07839 09%9 2528
% 2 2 QSVEADNGLRR 3697 1105 07401 09958 1699
2%

25 HR  Accession Score Mass LM SD(geo)  #

25 28 PDO0O1753 60 340483

26 Gere Sy Myosind Ing [19: [1979),1108 MISNP(2004,m.1106 MJS

2

% z Sequence Incl UM SWEn. Fraction Comehatior Intensity
% 1 3 LEEAGGATSAQELNK 1866 02282 04122 06703 8477
% 2 2 LEEAGGATSAQELNK 2883 1381 08828 0997 1317
2

25 Hi  Accession Score Mass LM SD(geo)  #

25 29 P00025363 57 281967

26 Gera Sy scform 1 of Gi y 14416115 VSNPI459,,115,VI¢

2

2 z Sequence Inel LM SWEm Fraction Comelatior Intensity
% 1 2 LALDEATR 4288 5562 07787 09529 3258
2%

26 HR  Accession Score Mus LM sD(geo)  #

2

30 PD0293665

By

z Sequence
1 2 VEELQTAGR

Hit  Accession Score

%
2%

2%

2%

26 31 P00032827

2%

2%

2 z Sequence
2

25 Ht Accession Score
2 32 P00453473

2

2

2 z Sequence
% 1 2 SGLVEETR

2%

26 Hit  Accession Score
2

33 PO0216237

s Gere Syrho=KRTEB Keratn pe Il oytoskeleta! 68 ing= sst # ).(556 s 19 SJSNP{664,2,155 AJSNP756,L 1

Incl. SWEn. Fraction Comelatior Intensity
saza 3571 08708 09381 4213
Ilzn LH  sD(geo)  #

256!
Gene_Symbol=SF3B14 Pre-mRNA branch sts proteinp14 llq 125% slpu:z;\suqswnsaaso,nsw

Incl. UH  SWEm. Fraction Comeltior. Intensity

lhss LM SD(geo)  #

Gene_Symbo=HSTIHIAHSTIH{FHSTIHCHST! mmsnmt Hsm-un,nsrzms,usnmsnsr

Inel. UH  SWEm Fraction Comehtor Intensity
1554 01971 07592 09783 1232
Mass UH  SD(geo)  #

26 Gere_Symboi=RPLIS 60S rbosomal protein L35 1ng=105 # SNP(1 11,6 .,57x]srp(mxs1x;s|v{1ws4

z Sequence

27 Mt Accession
27 1 P00008529

Score

lnel.  UH  SWEm Fraction Corehtor Intensity

Mass w SD(gm) [

27 Gere_Symbol=RPLP2 605 acd.c rboscmal protein P2 ing= 115.-:sl.P(naJ.!u}swusuzu)swnszl

27 z Sequence Il UM SWEm. Fraction Comelator Intensity
7 1 2 NEDVAQGGK X 1013 001563 09431 09354 1283
7 2 3 LDSVGEADDDRLNK X 1037 00365¢ 06633 08344 2152
7 3 4 VSELNGKNEDVAQGGK 1384 05181 03993 05543 2933
27 4 3 VSELNGKNEDVAQGGK x 09749 002992 07227 08736 1228
27
27 Hit  Accession Score Mass LM SD(geo) %

61 191 25078 0
27 Trypsin 0S=Sts srcha PE=1 SV=1
27
27 z Sequence Incl. UM SWEn. Fraction Comelatior: Intensity
7 1 1 VATVSLPR shszazss 2693 09713 09302
7 2 2 VATVSLPR sisessst 3109 09354 09716 9589
7 3 2 LSSPATLNSR 1715 09746 09378 4597
7 4 3 LGEHNDVLEGNEQF NAAK 8512 1372 0978 09373 9469
27 s 3 THPNFNGNTLDNDMLK 1054 2474 09374 09951 7964
27
27 MR Accession Score Mass  LH  SD(geo)  #
27 3 PoO0426051 171 55879 0
27 Gere Symbot=L Pustve 3ing=464 # SP466.E.20
2
2 z Sequence Inel LM SWEm Fraction Comelator Intensity
7 1 2 TIPPMLDSDGSFFLYSK €074 4784 09574 09983 2450
27 2 3 TIPPMLDSDGSFFLYSK 145 0223 0862 09979 3155
7 3 2 TIPPMLDSDGSFFLYSK 1007 04173 09562 09348 4115
27
27 Hit  Accession Score Mass LM SD(geo)  #
27 4 P0000S922 121 14708 0876  1.056 2
27 Gene Sy rterfsronind prot=n2 ng=132
2
27 z Sequence Incl. UH  SWEm Fraction Comehtior Intensity
27 1 2 MVGDVTGAQAYASTAK x 09104 002595 08291 08957 2292
27 2 2 MVGDVIGAQAYASTAK X 08423 001136 09642 09939 7178
2
27 Hit  Accession Score Ihu V] SD(qea) #
27 5 Pooe47sIe 08708 1.4
27 Gere_SyTbo=RPS12 ibosomal proten $121ng=132# sw(m,v,m vgm(xsenny]srmse.sve
27
27 z Sequence Inel UM SWEn Fraction Comelatior mnsuy
27 1 2 TALHDGLAR x 07476 004597 07792 09859 1149
7 2 3 TALHDGLAR X 08762 00372 04588 09333 b 8
7 3 3 LVEALCAEHQNLK X 1008 0007754 09337 0938 1285
2
27 Mt Accession Score Mass LM SD(geo)  #
21 6 PO00GIS3T 88 16103

27 Gere Symbol=MRPLS3 39S ribosomal proten LS3, mitechondnial ng=112 # M{114,K 41 KISNP{122,3,100 4
27

21 z
27 1

Sequence
2 STMNCSVADVR

Incl w
X 08972

SWEm Fraction Corelator Intensity
003455 06722 09331 8472

Modifications.

(1) Oxdaton (M)

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

(6) Deamidated (N
(6)Deamdated (

Modifications

(8) Deamdated (N

Modifications

(5) Oxdaton (M)

Modifications

(1) Oxdaton (M)

Modifications

Modifications



27 Wi Accession Score Mass e
27 7 PO0179330 82 26798 09671
27 Gere SymboEUBC,RPS27AUBB biqutnand nibosomal protein $273 precursor Ing =156 # SNP[162,d,10¢
27

SD(geo)  #

27 z Sequence Incl. LM StdEr. Fracton Comelatior Intensity
a7 1 3 CCLTYCFNKPEDK X 09671 002443 08433 0995¢ 2053
27

27 Hit  Accession Score Mass LH  sD(geo)  #

27 8 P00453473 50980 08589

27 Gers swborusnmANsannsnmc_wsﬂmmsnmu'snm»msm«aﬂsnws HST

17 z Sequence Inel LM SWEm  Fracbon Comelatior Intensity
a7 2 SGLVEETR x 08589 003238 07475 09924 1106
27

21 Mt Accession Score Mass LM SD(geo)  #

27 9 PO0472510 57404

27 Gena_Symboi=GHM IGHM proten ng=478 # SP480.€.20 E|«

27 z Sequence Incl H Std.Err.  Fraction Correlatior Intensity
2z

27 Ht  Accession Score Mass LM sD(geo) #

27 10 PD0017964 58 15299 1023 |

27 Gena ¢ 3ing=126 £ SNP[131,2,101 Al #

2

27 z Sequence Inel UM SWEm  Fracton Comelatior Intensity
27 1 2 VAQLEQVYR X 1023 004646 07541 09791 1288
27

27 Hit  Accession Score Mass LM SD(geo)

27 11 PooaT4 . 54 11352 0

27 Parcreate inpsin inhbitor 0S=Bos taunus PE=1 SV=2

27

2 z Sequence Inel UM SWEm  Fraction Comelatior Intensity
7 1 2 AGLCQTFVYGGCR 2355 5902 09062 0¢978 2751
27

27 Hi  Accession Score Mass UM SD(geo)  #

27 12 POO221091 27703 09733

27 Gera SyTboRPS15A 40S rbosomal protein $153 Ing=130 # SNP{139,(79 FISNP(157 5,79, F;swms
2

27 z Sequence tnel. UH  SWEr. Fraction Comelatior mmsh,
27 1 2 MVMLTGR X 09733 00139 09425 09888

27

27 Hit  Accession Score Mass LH  sD(geo)  #

27 13 PDO00SS11 51 13133 06632 1

27 Gene Sy PHD fike d q Alrg=110

27

27 z Sequence IncL. UM SWdEr. Fracton Comelatior Intensity
7 1 3 TDLAER 3208 2043 05128 06852 2231
a7 2 2 TDLAER b3 06632 007701 0518 08707 6929
27

27 Hit  Accession Score Ih;x LH  sD(geo)  #

27 14 P00216237

27 Gene_Symbol=RPL36 60S nbosomal protein L36 Ing=' IDESSDF[HI -57)(5??[121 KE7)<}S!P(V34,LB-|
- z Sequence lnel UMW SWEw. Fracton Comelatior Intensity
27

27 HR Accession Score Mass LM SD(geo)  #

27 15 P00332157 42 33026 09126 1

27 Gene_Symbo=MRPLS4 39S rbosomal protein LS4, Ing=138 # SNP{145.1, 129 HISNP(157.p,

F2d

27 z Sequence Incl. LH  SWEm. Fraction Comelatior Intensity
27 1 2 TLEELDPESR X 09126 005022 06341 02845 9807
23 HRt  Accession Score Mass LM sD(geo)  #

28 1ASASMS 192 6621

28 Keratn, pe I cytoske'stal 1 OS=Pan troglodytes GN=KRT1 PE=2 SV=1

28

2 z Sequence Inel. H \d.Err. Fraction Correlatior I\(ensky
8 1 2 LALDLEATR 4141 1613 07759 08672

28 2 2 SLDLDS'AEVK #epsEes 3200 07766 09931 25:5
28 3 2 FLEQQNQVLATK 1111 1576 09227 09981 2189
% 4 3 SLNNQFASFDKVR 6242 5984 07777 09828 1069
2

28 HR  Accession Score Iﬂus LW sD(geo)  #

28 2 P00220327
2a Gena_SymboRKRT1 Kerstn, type I cytoskestal 1 rgsu:su: snsg 133,GISNP[314 9,155 VISNP{910,v

za z Sequence Inel UM SWEm Fracton Comelatior Intensity
28 1 2 LALDLEATR 4141 1613 07759 08672

8 2 2 SLDLDS'AEVK 3209 07766 09931 2535
2 3 2 FLEQONKVLATK 3687 07163 08311 09982 2208
8 4 3 SLNNQFASFDKVR 6242 5984 07777 08328 1069
2

28 Hit  Accession Score Mass LM sSD(geo)  #

25 3 POOT6! 12 25078

28 Trypsin OS=Sus scrofa PE=1SV=1

28

2 z Sequence Inel UM SWEm  Fracton Comelatior Intensity
8 1 1 VATVSLPR Eepssess 06769 09669 09914 7062
8 2 2 VATVSLPR FesEEss 6531 06799 00662 sesRmEas
2 3 2 LSSPATLNSR 4730 03192 09724 09923 4020
8 4 3 LGEHNDVLEGNEQF NAAK 1515 06824 09826 4349
2

28 HR  Accession Score lh“ LM sD(geo)

28 4 P13645

zs Kerstn, hpe |cytoskeletal 10 0S=Homo sapiens GN-= KRVW PE=1 SV-!

2a z Sequence Incl. UH  SWEr. Fraction Comelatior Intensity
28 1 2 VIMQNLNDR 4104 8895 05735 09951 5367
8 2 2 ALEESNYELEGK 4125 1708 07177 09976 1234
2

28 HR  Accession Score Mass LM sD(geo)  #

28 5P3s908 99 66111 [

28 Keratn, type I cytoskeietal 2 epidemmal 0S=Hamo sap ens GN=KRT2 PE=1 SV=1

2

2 z Sequence Inel UM SWEm Fracton Comelatior Inlanlhy
28 1 2 GFSSGSAVVSGGSR 506 2306 07092 08wt

2 2 2 FLEQONQVLOTK 111 1576 09227 09931 2159
28

28 MR Accession Score Mass LM sSD(geo)  #

28 6 P00215790 93 61055 09518

28 Gene Symboi=RPL33 60S L38 ing=1 NP(77.d. 81,y 10,DISNP(105£11,FIS

2

2 z Sequence Incl. LM SWEr.  Fraction Comelatior Intensity
2 1 3 EEKDFLLTAR X 09518 002413 06781 09932 2727
28

28 HR  Accession Score Mass LW  SD(geo)  #

28 7 PSS 93 62320 2839 1

28 Keratn, bpe |yt sapers 15V=2

2

2 z Sequence Incl UM SWEm Fracton Comelstior Intensity
8 1 2 TLLDDNTR x 2839 99 052 09951 1836
28 2 2 QGVDADNGLR 1593 2236 0511 09901 1308
2

28 MR Accession Score Mass LM SD(geo)  #

28 8 00542816 76 58214 09369 1

28 Gens Sy HCG_1781082 partcs 9 kDa protein ing 2,36,GISNP[

2

28 z Sequence Incl UM SWEm  Fracton Comelatior Intensity
28 1 2 VIDDLVCLVYK x 09869 001485 091 09972 4523
2

28 HR  Accession Score Ihn LH  SD(geo)  #

28 9QeEZ!

zs Keratn, e I cytosteletal 2 epidermal 0S=Canis famms G&KRH PE 25v=1

zs z Sequence Inel LM  SWEm Fracton Comelatior Intensity
8 1 2 FLEQONAVLATK 1111 1576 09227 09981 2189
2

28 HRt  Accession Score Mass LM SD(geo)  #

28 10 6FV1 53 529% 0

23 Keratn, tpe | cytoske’stal 14 OS=Rats noneqcus GN=K14 PE=2 SV=1

2

2 z Sequence Incl UM SWEm Fracton Comelatior Intensity
2 1 2 VIMQNLNDR 4104 8695 05735 09953 5387
2

28 MR Accession Score Mass LM SD(geo)  #

28 11 Pos7ar 51 5371 [

28 Keratn, type 80s: H=KRT8 PE=1 SV=7

28

2 z Sequence Inel. LM SWEm Fraction Corelatior Intensity
2 1 2 LALDEADR 4141 1613 07759 09672 108
2

28 Mt Accession Score Miss LM SD(geo)  #

28 12 PD0029286 49 10854 09 1

28 Gens ¢ Smalr Ing=92

28

28 z Sequence Incl LM SWEm. Fraction Comelatior Intensity
2 1 2 VMVOPNLFR b3 0986 001752 09272 09846 2488
2

28 MR Accession Score Mass LM SD(geo)  #

28 13 Po0STA 45 12 )

28 Pancreatc typsn inhbtor 0S=Bos tauus PE=1 SV=2

2

28 z Sequence Incl. LM SWEm Fraction Comelatior Intensity
2 1 2 AGLCQTFVYGGCR 2074 5409 08767 09283 3233

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Madifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

Modifications

(2) Oxidaton (M)

Modifications

25

28 HR  Accession Score Mass.
28 14 PD0397093

28 Gena_Symbol=FAU 40S ribosomal prote'n S30 Ing=59

28

28 Sequence Inct
2 1 2 FVNVVPTFGK X

29 HR  Accession Score Mass
29 1P0076 280 25078
29 Trypsin 0S=Sus scrofa PE=1 SV=1

29

29 z Sequence Inct
29 1 1 VATVSLPR

23 2 2 VATVSLPR

29 3 2 LSSPATLNSR

23 4 3 LGEHNDVLEGNEQFMNAAK

23 5 3 ITHPNFNGNTLDND MUK

23 6 4 IMPNFNGNTLDNDRLKLSSPATLISR

29

29 Hit  Accession Score Mass
29 2 PDOSSESEY 110 4086
29 Gene Symboi=4 kDa prokeining=35

29

29 Sequence Inel
29 1 2 EGDVLTLLESER X

29

29 HR  Accession Score Mass
29 3 POOT19622 7893
zg Gena_Symol=RPS28 40S nbosomsl prote'n S28 ing= 59

29 Sequence Incl.
29 1 2 EGDVLTLLESER X

29

29 HR  Accession Score Mass,
29 4 ASAEMS 85621
19 Keratn, e I cyloskeletal 1 OS=Pantroglodysss an»mm PE 2 5V=1
29 z Sequence Incl.
23 1 2 TLLEGEESR

29 2 2 SLDLDSIAEVK

29

29 Hit  Accession Score Mass
29 5P00374 82 11352
29 Pancreatc bypsninhbior 0S=Bos Buns PE=1 SV=2

29

29 z Sequence Incl
29 1 2 AGLCQTFVYGGCR

29 2 3 AGLCQTFVYGGCR

29 3 2 AGLCQTFVYGGCR

23

29 HR  Accession Score lhu
29 6Pass27 2320
29 Keratn, tpe | cytoskalets! 9 0S=Homo sapers GN=KRTS PE 1 sv 2
29

29 z Sequence Incl
23 1 2 TLLDDNTR

2 .2 2 QGVDADNGLR

)
1045

wH
1.045

2178

0244

08131

08131

wH
08131

W
08131

1959
3599

8727
1074
3268

4523
3208

SD(geo)

StdErr.
001679

SD(geo)

2502
03983

SD(geo)

StdErr.
002518

S0(geo)

StdErr.
002518

SD(geo)

StdErr.
4447
1325

SD(geo)

StdEr.
2673
04707
1486

SD(geo)

StdErr.
863
3384

Fraction Correlatior Intensity Maodifications
09553 09965 8803

Fraction Coprelatior Intensity Modifications

09649 09391 2548
09269 09378 6937

0973 09934 3158
09683 09966 3120
09503 09964 8275 (17) Oxdaton (M)
08841 08941 7184 (17) Oxdaton (M)
[}

Fraction Coelatior Intensity Modifications
09134 09973 3511

Fraction Corelatior ln(uuk’ Modifications
09134 09973

Fraction Comrelatior Intensity Modifications

02501 09997 1109
07226 09941 2152
#

0

Fraction Corelatior Intensity Modifications
4521

09168 09972
04837 08511 59.1 (5) Deamidated (N
07538 09927 1161 (5)Deamdated (M
#

0

Fraction Comelatior Intensity Modifications
0615 09735 1934
05764 09422 151



# 3

Fraction Hit Accession Score Mass LH  SD(geo) s
1 1 POO789134 237 28024 1281 1084 3
1 Gene 3 Inq=260
'
' z Sequence Inc. LM StdEm. Fraction Cormelation
1 1 2 VPTANVSVVDLTCR X 1246 002847 09805 09955
1 2 2 ISNASCTTNCLAPLAK X 1375 0009136 09872 09938
1 3 3 VPTANVSVVDLTCRLEK x 1227 002916 08302 0837
'
1 HR  Accession Scora Mass LM SD(geo)  #
1 2 PI00B47969 207 50436 1348
'

Gene Symbol=PKM2 cDNA FLIS3368, highly s/mi'ar o Pyruiate kinase isozymes M1M2 Ing=457

1
1 z Sequence Inck. LH StdEr. Fraction Cormelation
1 1 2 CCSGANLTK X 139 004611 08697 09953
"2 2 NTGCTIGPASR X 1351 002477 09672 09946
1 3 2 CDENLWLDYK X 1306 001493 08629 0998
'

1 Hit  Accession Scors Mass UM SD(geo)  #

1 3 PO0387184 183 224266 1217 1034

1 Gene_Syr =451 # SNP|455,a, wzsA;swysswzs,A)srp[ssa:

'

1 z Sequence Incl. H StdEm. Fraction Correlation
[ 2 SQFVDWCPTGFK X 1264 002616 0946 09568
vo2 2 RSIGFVDWCPTGFK 05581 03836 06284 08213
1 3 3 RSIQFVDWCPTGFK X 1173 001546 08029 09949
14 3 AVCMLSNTTAREAWAR X 1187 005816 06917 03828
1 5 2 AVCMLSNTTAREAWAR X 1237 00317 09014 09956
1

1t HR Accession Score Mass LM  SD(geo)  #

1 4 PI00759806 169 0 1349 1

1

'

1 z Sequence Incl. LH StdEr. Fraction Corelation
v 2 VNQGSVTESLOACK X 1349 001138 09351 09933
'

 Hit  Accession Score Mass LM SD(geo)  #

1 5 P00031420 150 84517 1193 1033

'

Gene_Symbo!=UGDH UDP-glxcose 6-demdrogenase ing=434 # SNP[504.0.133 PISNP(538, g\WG}SN

z Sequence Inc. LM SWEm Fraction Corelation
1 2 ASVGFGGSCFOK X 1221 002826 0933 09964
2 3 AVQALCAVYEHWVPR X 1167 003008 08923 09974
Hit  Accession Score SD(geo)  #
6 P0472718 142 18337 1285 1055 2
Gene Symbol=Peptdyproyl cis-rans isomerase Ing=164
z Sequence Inc.  UH  StdEm. Fraction Comelation
1 2 KITADCGOLE x 1237 001071 09512 09961
2 2 IPGFMCQGGDFTR X 1335 0009716 09827 0934
Hit  Accession Score ass LM n(gn) 8
7 P00186250 136 185233 1473
Gene_Symboi=EEF2 Elongation factor 2 ing=858 # SNP(B77./ MOSH}SDP;&#;JSBR}SW."GE r162, R
z Sequence el LM  StdEn. Fraction Comelation
1 2 STLTDSLVCK X 1155 001037 094 09949
2 2 EGALCEENVR X 1152 002338 0BB36 09984
3 2 CLYASVLTAQPR b3 1212 00181 08853 09974
HRt  Accession Score Mass LW SD(geo)  #
8 P0OT96633 135 22711 1208 1.105 2
Gene Symbol=TPI1 22 kDa proten =210
z Sequence Inc.  UH  StdEm. Fraction Comelation
1 2 AVAAGNCYK X 1208 001803 09479 09963
2 2 IYGGSVTGATCK X 1391 01182 09341 0994
Hit  Accession Scors um LM sD(geo)  #
9 P0148061
Gene_Symboi=LDHALBA L-actate nenpmgemseA-uaAmdazlswpun 122 PISNP[16K22;
z Sequence Inck UM StdEm. Fraction Correlation
1 2 VIGSGCNLDSAR X 1284 001271 09562 09362
Hit  Accession Score Mass LM SD(geo)  #
10 P100220301 120 49676 1264 1.002 2
Gene_Symbol=PRDX6 Peroxredorin 6 Ing=224 # SKP[2303,111 AISNP[250.v,111 AISNP[269.0 203 P
z Sequence lnc. LM StdEm. Fraction Comelation
1 2 DFTPVCTTELGR X 1263 001445 0831 0991
2 2 DNAYNCEEPTEK X 1266 004843 09436 0997
Hit  Accession Score Mass LM SD(geo)  #
11 P0641950 116 3837
Gene 1 b beta 2-ike 1 Im=347
z Sequence Inc. UM StdEm Fraction Comelation
Hit  Accession Score Mass LM SD(geo)  #
12 PI0001€610 116 119651 1331 1.02 2
Gene_Symboi=PCBP1 Poy{iC}binding protein 1 ng=356 # SNP[378.5,142,TISNP[4 18 L 142, TISNP{468
z Sequence nc. UM StdEm Fraction Comelation
1 2 NSEGNCPER X 1313 001368 08435 09973
2 2 ATAGVPQSVTECVK X 1343 0013 09339 09887
Hit Accession Score Mass LM SD(geo)  #

13 P00026781 1221 1071
Gena Symboi=FASN Fattyacd syrtrase ing=2511 :swrzm 1062 HISKP{2542. 1!0591\5»&1257
z Sequence IncL LM  StdEm. Fraction Comelation
1 2 LGNLSPEGTCK X 1164 002683 08262 0998
2 2 SFYGSTLFLCR X 1282 002156 0885 09983
Hit  Accession Score Mass un SD(geo)  #
14 PIO0040897
Gena_Symboi=LOC 119356 smilar 1o HCG2040270 Ing=! nusrw[m p]ﬂP}SM‘HS&qz& PISNP[18
z Sequence Incl. LM SWEm. Fracon Comelation
1 2 NNTQULICR x 1324 002665 08704 09648
Hit  Accession Score Mass LM SD(geo)  #
15 P00012066 102 98555 1313
Gene_Symboi=PCBP2 poh((C) bireding protein 2 isoform b Ing=362 # SNP[369 k121 KISNP(393, ruzu
z Sequance Incl. StdEr. Fraction Corelation
1 2 NSEGNCPER X 1313 001368 09435 09973
HR  Accession Score Mass LM SD(geo)  #
16 P00556485 98 27589 1148 1
Gene_Symbo=RPLPO 60S acidic nbosomal protein PO Ing=255
z Sequence lncl. LM StdEm. Fraction Comelation
1 2 CFNGADNVGSK X 1148 002292 0944 09967
Ht  Accession Score Mass sD(geo)  #
17 P02694%3 97 102411 uu 1016
Gena_Symboi=ATC b te #SNP(6125.116; T;smass
z Sequence lncl. LM SEm. Fracion Comelation
1 2 VEMVYDLYK X 1199 002637 07916 09976
2 2 YTQSNSVCYAK X 1226 001641 08527 0995
Hit  Accession Score Mass LM  SD(geo)  #
18 PO0156659 95 117109 1184
Gene_Symbol=VAT1 Synaptc ves cie membrane protein VAT-1 homaiog Ing=393 # SKP(403.0,105, p;s»
z Sequence lncl UM SWEm. Fraction Comelation
1 2 ACGLNFADLMAR x 1184 00412 08822 09965
Hit  Accession Score Mass LM SD(geo)  #
19 PI00414676 93 150842
Gene Symol=HSPEOAB1 Heal shock prolein HSP S0 beta =724 # SNP(739,2,156 AISKPIT75.1,156
z Sequence Incl UM SWEm.  Fracion Comelation
1 2 CLELFSELAEDK X 1301 0019 09778 09949

Intensity
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Intensity
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1 HR  Accession Score Mass LM SD(geo) #
1 20 PI00169383 92 89145 1176 1.005
1 Gene_Symboi=PGK1 Phosphogycerate kinase 1ing=417 # SNP[440.119 LISNP{476,6,129 E)SNF[504

Gene Symboi=HSPAX Heal shock 70 kDa protein 4 Ing=840 # SNP[E47,3, 159Aysn=[aau ussAlshPr'

z Sequence incl. UM StdEm.
1 2 GCALQCALSPAFK X 1168 004781 08669
HR  Accession Score Mass LM SD(geo)  #
22 PI0031804 86 51133 1258
Genz_Sy 3 oform 1 of Votage L protein 3 ing= zasasw[
z Sequence Incl UM SHEm
1 2 VCNYGLTFTQK X 1258 002269 09105
Hit  Accession Score Mass LW  SD(geo)  #
23 PI00310755 71%60 1268 1123 2

85
Gene_Symboi= cDNA FLIS1707, highly smar lo Heat shack protein 105 kDa ing=633

26 PI00007752 143417 1254 2
Gene_Symbol=TUBB2C Tubuin beta-2C chaning=445 # SNP484,0100 NISNP[537 ¢, 108 EJSNP[584,

Gene Symbol=MDH1 Massle dehydrogenase, cylbp'asmic ng=334 # SKP[246,3, 133 AJSNP[383 ¢, 142K

70
Gene_Symboi=RPLI0 Puative uncharactenized protein RPLI0 (Fragment) Ing=115

26

z Sequence Incl LW  StdEm. Fraction Comelation
1 3 ACANPAAGSVLLENLR X 1.18 00396 07759 09804
2 2 ACANPAAGSVLLENIR X 1172 002233 0937 0949
Hit Accession Score Mass un SD(geo)  #
21 P00002966 150108

Fraction Comelation

09915

Fraction Correlation

09978

z Sequence Inc. LM StdEm. Fraction Comelation
1 2 CTPSVSFGSK x 1377 007481 07351 08448
2 2 GCALQCALSPAFK X 1168 004781 08669 09915
Hit  Accession Score Mass  UH SD(geo)  #
24 PI0855820 82 14314 128 1
Gene Symbol=-RPS3 protein (Fragment) ing=133
z Sequence lncl UM StdEm.  Fraction Comelation
1 2 GLCAWQAESLR x 128 002784 08871 LEE]
Hit_ Accession Score Mass LM  SD(geo)  #
25 PD0018953 80 173006 1251
Gene_Syr Ing=7€6 # SPITES.N: 793,266 VISNP[851,v.266,
z Sequence Inc. UMW SWEm Fraction Corelation
1 3 VICLSCELNPER 03314 02442 03B 0646
2 2 VTCLSCELNPER x 1251 003011 07983 LEEY
Hit  Accession Score Mass LM SDgec)  #

z Sequence Incl. H StdEm. Fraction Comelation
1 2 TAVCDPPR X 1149 008815 08518 09944
2 2 NMMAACDPR x 1368 001329 0894 09864
Ht  Accession Score Mass LM SD(geo)  #
27 POO784154 79 163883 1243 1
Gene Symbol=HSPD1 60 4Da heal shock prolen, =573 # M{575 A.27 AISNP[S69.k, 142
z Sequence Incl. ™ StdEm. Fraction Comelation
1 2 CEFQDAYVLLSEK x 1243 001195 09296 09342
HR  Accession Score Mass LM SD(geo)  #
28 PI00280770 23046
Gene_Symbo!=CCT3 chaperonin cortaning TCP1, Smuﬂ! isoform b ing=544 # SNP[S84.h 117 HISNP|
z Sequence Il UH  StdEm Fraction Comelation
1 2 TLGNCGASTR 2508 04223 05998 09742
HR  Accession Score Mass SD(geo) #
29 PI00294360 77 79138 1132 1
Gene_Syn [GTPL #CONES1.C 12
z Sequence Incl. StdEm.  Fraction Comrelation
1 2 VECVGDDAWMR X 1132 002148 0838 0997
Hit Accession Score Mass SD(geo) #
30 PI00645201 76 22094 1287 1
Gene Symbo=RPSE Ribosomal protein SB ing=188
z Sequence Incl. H StdEm. Fraction Correlation
1 2 NCNLDSTPYR X 1287 003246 09247 09346
Hit Accession Score Mass uu SD(geo) il
31 PI00385646
Gene Symbo“l')(mcsrnoredundmnmﬁsmgSASdomz\ng’JaS'SliPIAi!; |sov}su>[‘us
z Sequance Ik LM StdEm. Fraction Comelation
1 2 AEVDCTAER X 1264 001996 0914 08984
Hit Accession Score Mass  LH  SD(geo) #
32 PO0854634 75 103463 1105 1
Gene_Symbol=EML4 EMLS protein ng=023
z Sequence ncl. LM StdEm. Fraction Comelation
1 2 VAVADDFCK X 1105 004749 08192 0%
HR  Accession Score Mass LM SD(gso)  #
33 P00291005 73 83735 136

Sequence Inc. UM StdEm. Fraction Comelation
1 2 ENFSCLTR 1667 01166 07705 09561
2 2 VNVGNPANTNCLTASK X 136 001972 09147 09853
Hit Accession Score Mass  LH SD(geo)  #
34 P000EES0S 72 3017 12 1
Gene_Symbo=LOC440917 Sim'sr o 14-3-3 proten eps onng=263
z Sequence lnc. LW SKEm. Fraction Comelation
1 2 LICCDLDVLDK x 12 001348 09579 09973
Hit Accession Score LH  SD(geo)  #
35 P00872940 13056 1.163 1

z Sequence Inc. LM StdEm. Fraction Comelation
1 2 VCTLA'DPGDSDR X 1163 003259 09204 0893
HR  Accession Score Mass  LH SD(geo)  #
36 P00003865 69 149553 1258 1
Gene_Sy Iscform 1 cograte 71 kDa pr =646 # SNP[554,y,115,Y]SNP}
z Sequence Inc. UM StdEm. Fraction Comelation
1 2 CNENWLDK X 1258 002254 09625 096
Hit  Accession Score Mass  LH SD(geo)  #
37 PI00293276 48630
Gene Symboi=MF LOC284869 Macrophage migraton inhbiiory factor =115 # SNP{133,v.15.VISNP[Z
z Sequence Inc. UM StdEm. Fraction Comelation
1 2 LLCGLLAER X 122 003163 09269 09953
Hit  Accession Score Mass LM  SD(geo)  #
38 PI00022774 €6 104186
Gene_Symbo=VCP Transtonal endopastic retcubum ATPase Ing=E06 # SNP[820 p, 106 PSNP[B40.r,
z Sequence lncl. LW StdEm Fraction Comelation
Hit  Accession Score Mass  LH SD(geo)  #
39 P02769 67 71244 [
Senum abumin 0S=Bos Laurus GN=ALB PE=1 SV=4
z Sequence lnc. LM StdEm. Fraction Comelation
1 2 CCTESLVNR 4871 169 07783 09337
2 2 YCDNQDTSSK 4303 2471 09498 0997
Hit  Accession Score Mass LM  SD(geo)  #
40 PI00620929 10465 1375 1
Gene Symboi=RPS6 Ribosomal protein S6 Ing=1
z Sequence Incl. UM SWEm Fraction Comelation
1 2 LNSFPATGCOK x 1375 002209 09609 09951
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t Hit Accession Score Mass LM SD(geo)  #
1 41 PO0C0B433 65 50363 1155

1 Gene_Symboi=RPS5 40S nbosomal protein S5 Ing=204 # SNP(236 5,125 SSNP[273,y,125, sﬁwlzaw

'

1 z Sequence Incl. LH StdEr.  Fraction Correlation
[ 2 VNGAMLLCTGAR X 1155 004136 09485 09963
'

t Hit Accession Scora Mass LM SD(geo)  #

1 42 PO0217952 63 79555 1055 1

1 Gene Syn 1 lsoform 1 ql1

'

1 z Sequence Incl. LH StdErr.  Fraction Correlation
1 1 2 CGNALQQVVAR X 1055 004059 08766 09814
1

' Hit  Accession Scor um uH SD(geo)  #

143 P00024833

1 Gene_Symbol=RPL12 isoform 1 of 60S ribosomal pm!anL!Z Ing= msa swnss; 120, S}:NP[!ABUZ‘

'

1 z Sequence Incl UM StdEm.  Fraction Corrslaton
1 1 2 CTGGEVGATSALAFK X 1203 002163 095 09972
'

1 HR  Accession Score Mass LM SD(geo)  #

1 44 P00290566

1 Gene_Symbol=TCP1 l'wro!:prmamismmla‘amw stsssmsu uuusw.ssums;su

'

1 z Sequence ncl. LM StdEm. Fraction Correlaton
1 1 2 ACLDFSLOK X 1333 006852 08031 08976
1

1 Hit  Accession Score Mass LM SD(geo)  #

1 45 PO0642816 61 58214 1399

1 Gene Symooi=SRPOKCG 1781062 Signal recognton part ce 8 kDa protein =86 # SNP[93.2,36 GIS

'

' z Sequence Ilncl. UM StdEm. Fraction Correlaion
1 1 2 VIDDLVCLVYK X 1389 003489 07584 0978
'

1 Hit  Accession Score nuu LM SD(geo)  #

1 46 PL02892334 61

1 Gene_Symbol=FLNB soform 1 of Filamn8 I?ZM‘SPP[ZHSMIMBV}SHF[’ZSSGVHZH!V'}SW[’I

'

1 z Sequance Inc. LM StdEm Fraction Corrslaon
1

1 HR  Accession Score Mass LM SDlgeo) #

1 47 P0OSS6259 60 126352 1184 1

1Gen2_Syr b 1-ike ng=614 # SNP[641,2 212, S|SNP§77,5.2

1

1 x equence Incl. H StdErr.  Fraction Correlation
1 1 2 GFGFVCFSSPEEATK X 1.184 002553 08879 09846
'

1 MRt Accession Score Mass UM SD(geo)  #

1 48 P00T89370 €0 60434 1146

1 Gene a Ms0sQ27.01#

1

1 z Sequence Incl LM StdEr. Fraction Correlation
Al 1 2 AALEALGSCLNNK X 1146 004623 07%04 08942
'

t Hit  Accession Scor Mass LM SD(geo)  #

1 49 PO0B04607 €0 63839 1397 1

1 Gene_Symbal=HSPI0AA1 Hsp89-aipha-deta-N ing=533

'

' z Sequence Incl. LM StdEm. Fraction Corrslaton
[ 2 TKFENLCK 1765 008454 05459 09512
1 2 2 CLELFTELAEDK X 1397 00494 oge48 09831
'

1 HR  Accession Score Mass LM SD(geo)  #

150 P00306332 59 30710 1234 1

1 Gene Symbol=RPL24 €0S nbosomal protein L24 57 # SNP[167,a,150 A]SNP[183d,150 A|SNP[1E

1

1 z Sequence Incl. LM  StdEr. Fraction Corrslaton
1 1 2 VELCSFSGYK X 1234 00365 o8sse 089988
'

1 Hit Accession Scora Mass LM  SD(geo)  #

151 Poo7eE0st 59 12284 1144 1

1 Gene_Symbol=MGST1 12 4Da protein ng=106

1

1 Sequence lncl. LM StdEm. Fraction Correlaton
1 1 2 VFANPEDCVAFGK X 1144 003137 09159 09937
1

1 HR Accession Score Mass LM SD(geo) #

152 P00021223 58 100473 1227 1

1 Gene Sy soctat #SNP[427,9,105 GISKP/46¢

'

' z Sequence Incl LM  StEm. Fraction Correlaton
1 1 2 SEGGFMWACK X 1227 001875 09155 09976
'

' Hit  Accession Score Mass UM SD(geo)  #

1 53 Pr0216308 57 34885 1267

1 Gena_Sy 1 Votage-depende 2 proten 1 Ing: ON291 225y

'

' z Sequance lncl LM StdEm.  Fraction Corrslaton
1 1 2 YQDPDACFSAK X 1267 002028 09345 09985
'

1 Hit Accession Score ass LH  SD(geo) 3

1 54 Pr0792538 55 17122 1084 1

1 Genz_Symbal=APEX1 Protein Ing=150

1

1 z Sequence lncL UM StdEm. Fraction Corrslaton
1 1 2 CSWNVDGLR X 1084 005311 08288 09949
1

1 HR  Accession Score Mass UM SD(geo)  #

155 Po0164838 54 24970

1 Gene Symboi=25 kDa proteining=224

1

1 z Sequence ncl LM StdEm. Fraction Correlaon
'

1 Hit  Accession Score Mas: SD(geo)  #

156 P00002821 54 23389 1167 1

1 Gene_Symbol=RPL14 €0S ribosomal profein L14 Ing=213

'

1 z Sequence Incl. LH StdErr.  Fraction Correlation
il 1 2 ALVDGPCTQVR X 1.167 001207 08937 09958
'

1 HR Accession Score Mass UM SD(geo)  #

157 Pocar4 51 11352 (]

1 Pancreatc typsin inhibilor OS=Bos tauns PE=1 SV=2

1

1 z Sequence Incl LM StdEr. Fraction Correlaton
1 1 2 AGLCQTFVYGGCR 6801 6047 09139 09355
1

1 Hit Accession Score Mass LM SD(geo)  #

158 PO00T2044 51 42451

1 Gene_Symbol=C11054 soform 1 of Ester lydro'ase C110rf54 ng=315# CON[323 L.184 FICON{366 ¢ G

1

1 z Sequence lncl. LM SWdEm.  Fraction Correlation
il 1 2 TGPLNFVTCMR 07532 01685 07145 08663
1

1 Hit  Accession Score Mass UM SD(geo)  #

1 59 PL0030730 50 34871 1.195

1 Gene_Symbol=SULTIA3 SULTIA4 Prerml 1A5*1A possble atemative spicing form ing

1

1 z Sequence Incl StdErr. Fraction Correlation
1 1 2 MAGCSLSFR X 1.185 003707 08166 0989
'

1 Hit Accession Score Mass LM  SD(geo) 2

1 €0 PDO796333 48 45688

1 Gene Symbol=ALDOA cDNA FLISE890, hahy toF 1ng=418

'

1 z Sequence Incl. LM StdEm. Fraction Correlaton
1 1 3 PRAMVTPGHACTOK 1757 01102 05465 08433
'

1 Hit  Accession Score Mass LM SD(geo)  #

1 61 PO0B4TTT4 48 18383 1276

1 Gene_Symbai=RPL1BA cDNA FLJ51501, highly sim'ar 1o 60S ribosomal protein L18a Ing=154

1

1 z Sequence lncl LM StdEr. Fraction Correlation
T 2 DLTTAGAVTQCYR X 1276 00382 08263 09924
'

1 Hit Accession Score Mass LM SD(geo)  #

162 PL0SSLATS 48 [} 0

'

1

' z Sequence Incl UM StdEr. Fraction Correlaton
1 1 2 LLKDSLGGNCR 5946 2077 04813 09712
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71 PO0844578 o
Gere sma}msAwmemmmmmqu mosswn:muzuG}swn:ssgm

t HRt Accession Seore Mass LM SDigeo)  #

1 63 P00915384 47 33313 o

1 Gene_Symboi= cDNA FLIS2880, =256 2 I

1 z Sequence Incl. H StdErr. Fraction Correlation
1

1 Hit  Accession Score Mass SD(geo)  #

1 B4 PDO514561 47 47756 1274 1

1 Gene ing=428

'

1 z Sequence IncL. LM SWEm Fraction Correlaon
1 1 2 GSDFDCELR X 1274 00456 07979 09991
'

1 HR Accession Score Mass LM SD(geo)  #

1 65 PO0B40037 48 13870 1216 1

1 Gena Symbol=RPL5 Ribosomal protein LS Ing=126

1

1 z Sequence Incl. H StdErr. Fraction Correlation
1 1 3 VINRDICQAYAR X 1216 003501 08214 08974
'

1 Hit  Accession Score Mm LH  sDigeo) #

1 €6 PD03B4280 46

1 Gene_Symbol=PCYOX1 Prenycyste ne oxdase 1 WSDSKSP[SO7A_2EA}SIF[§ZSI 148, S}SPF|545 £

'

1 ¥ Sequance Incl. LH StdErr.  Fraction Correlation
1 1 2 LVCSGLLOASK 1521 01776 08471 09404
'

1 Hit Accession Score Mass LM SDgeo)  #

1 67 PO0010896 45 46420

1 Gena Symboi=CLIC1 Chicride intraceiiar channel profein 1 =241 # SNP[253,c 24, CISNPI286 L48, T}

1

1 z Sequence ncL UM  StdErm. Fraction Correlation
'

1 Hit  Accession Score um LH  sDgeo) #

1 €8 PDO16B1B4

1 Gene_Symbol=PPP2ZR1A cDNA FLJ34068 fs, MFCBBFJW‘NB hgh\/smaihSER?mOﬂ

'

' z Sequence IncL LM SWEm Fraction Correlaion
1 1 2 NLCSDDTPMVR 02373 1105 01788 05055
'

1 Hit  Accession Scora Mass LM sDigeo)  #

1 69 PD0026154 44 242113

1 Gene_Sy FLISS211, gy 3 2 subunit beta Ing=535 & SP(537

1

1 z Sequence lncl. LH StdErr.  Fraction Correlation
'

1 HR  Accession Scors Ilul LH  SD(geo) 2

170 P00792207 4

1 Gene Symbol=ALDH2 cDNA FLJ50888, huh‘ysmhlhl\den,dzdemdwemse mkx?avma”?a-ﬂ

'

1 z Sequence IncL LM StdEm. Fraction Correlaion
1 1 2 LLCGGGAADR 1221 02294 06262 09687
1

1 Hit Accession Score Mars | LM S0Geo)

1

1

'

1 z Sequence IncL LM SWEm. Fraction Correlaon
1 1 2 LAAQSCALSLVR 08258 03538 08159 09167
'

1 Hit  Accession Score Mass LM SD(geo)  #

'

72 P00220219
| Gena_Symbo!=COPB2 Coatomer subunl beta' Ing=006 & S»P?w A462EISNP(941.0,462, EﬁNﬂEEZI

2 Hit Accession Score Mass SD(geo)  #

2 1 P0O78E737 221 39108 1212 1067 3

2 Gene Symbol=GAPDH 39 kDa protein ing=362

2

2 z Sequence IncL LM StdEm. Fraction Corrslation
2 1 2 VPTANVSVVDLTCR x 1223 004402 09701 09958
T 2 2 ISNASCTINCLAPLAK X 137 001423 0967 09932
3 3 3 VPTANVSVVDLTCRLEK x 1228 001841 08843 0895
2

2 HR  Accession Score Mass LM SD(geo)  #

2 2 PrO79Es33 193 22711 1242 1067 3

2 Gene Symboi=TPI1 22 kDa protein Ing=210

2

2 z Sequence ncl LM StdEr. rucson Correlation
2 1 2 AVAAGNCYK X 1257 001285 09549 09975
2 2 2 IYGGSVIGATCK 1535 01365 0945| 09911
i3 2 VPADTEVVCAPPTAYDFAR X 1316 00485 08835 0996
2 4 3 VPADTEVVCAPPTAYDFAR x 1153 009254 07034 08732
2

2 HR Accession Score Mass LM SDlgeo)  #

2 3 PO0T84154 153 163983 1274 2

2 Gene Symbal=HSPD1 60 kDa heal shock protein, milochondrial ng=573 # M{S75. A 27 AISNP|S89 k. 142

2

2 z Sequence Incl LM StdEm. Fraction Correlation
2 1 2 CEFQDAWLLSEK x 1275 0004732 09131 0934

i 2 2 CPALDSLTPANEDCK X 1274 001476 09723 08951
2

2 Hit  Accession Score Mass LM SD(geo)  #

2 4 P0O75%806 142 o 1273 1

2

2

2 z Sequence Incl LM StdEw. Fraction Correlaton
[ 2 VNQGSVTESLOACK X 1213 001837 09799 09926
2

2 Hit  Accession Score Mass LM SD(geo)  #

2 5 PDOsS4498

2 Gene Symboi=LDHC Liactate dehdrogenase C char mm =332 # SNP[369,L213, TISNP[397 | ussusrs

2

2 z Sequence incl LM StdEm Fraction Correlaton
PR 2 VIGSGCNLDSAR 3 127 001449 08209  0%9se
2

2 Ht  Accession Score Mass SD(ges)  #

2 6 PO08B47989 133 50436 1349 1084

2 Gena_Symbol=PKN2 cDNA FLIS3368, highly similar fo Pynuvate kinase isozymes MIM2 ing=457

2

2 Sequence Incl LM StdEr. Fraction Corrslaion
2 1 2 GFPVLCK x 1229 002137 09336  09%87
2 2 2 NTGICTGPASR X 1416 001711 09778 09241
2 3 2 CDENLWLDYK X 141 002885 08873  09%8
2

2 Hit Acculbn Score Mass SD(geo) %

2 7 PoocEs: 127 30277 1252 1

2 Gene swwaocuusn Simtarto 14-3-3 protein epsion g=263

2

2 z Sequence Incl LM StdEr. Fraction Correlaton
2 1 2 LICCDLDVLDK X 1252 001352 08532 0997
2

2 Hit Accession Score Mass LM SD(geo)  #

2 8 Pr0169383 123 99145 1236 1052 3

2 Gene Symbal=PGK1 Phosphoghcersts kinase 1 =417 # SNP[440,118 LISNP[476,d, 129 EISNP{S04

2

2 z Sequence Incl LM StdErm. Fraction Correlaton
2 2 GCMGGGDTATCCAK X 1284 002794 09779 08351
2 2 3 ACANPAAGSVLLENLR X 1167 00197 085S 09954
2 3 2 ACANPAAGSVLLENLR X 1261 002561 08476 09956
2

2 HR  Accession Score Mass LM SDlgeo)  #

2 9 PI0026781 118 772353 1215 1007

2 Gene Symbol=FASN Falty acd syrtrase =251 # SNP[2531.01062 HISNP{2542.3, mau)smrzsr

2

2 z Sequence Il LM StdEm. Fraction Corralaton
2 1 2 SFYGSTLFLCR X 1209 002407 09125 09985
22 2 LSPTYGLQCTR X 1221 003233 08785 09974
2

2 HR  Accession Score Mass LM SD(geo)  #

2 10 POO186250 113 185233 1.159 103 3

2 Gene_Symbol=EEF2 Elongaton factor 2ng=858 # SNP{8T7.108 HISNP{G44.,150 RISNP[369,, 162 R

2

2 z Sequence IncL LM StdErm. Fraction Correlaion
2 2 EGALCEENMR x 1164 003797 08617 0997
2 2 2 CLYASVLTAQPR X 113 001947 09116 09974
2 3 2 TFCQLLDPFK X 1123 002561 08122 09976
2

2 Hit  Accession Score Mass LM SDgeo)  #

2 11 P02769 100 71244

2 Serun abumin OS=Bos launs GN=ALB PE=1SV=4

2

2 z Sequence Incl LM StdEm. Fraction Correlaion
FR] 2 CCTESLVIR 4334 2391 07423 09677
2 2 2 YCDNQDTISSK 8505 06586 05682 09955
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Modifications

Modifications
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Modifications

Nodifications

Nodifications

Modifications

Modifications

Modifications

Modifications

Maodifications

Modifications

Modifications



2 Hit Accession Score Mass UM SDgeo)  #

2 12 PD0291006 S0 76708 1245 1017 2

2 Gene_ 's #M340A25, [3694.112D)

2

2 z Sequence lncl UM StdEm. Fracton Comelation
Z..0 2 GCDVVVPAGVPR X 126 002341 08515 08961
2 2 2 TIPLSQCTPK X 1231 00156 09633 08843
2

2 Hit Accession Score Mass UMW SD(geo)  #

2 13 PO0795288 83 21959 1325

2 Gene_Symbo=PEBP1 22 kDa proteining=186

2

2 z Sequence lncl UM StdEm. Fraction Comelation
2 1 2 COEPLSNR X 1325 00133 08818 08974
2

2 Hit Accession Score Mass L/H SD(geo)  #

2 14 PO001S023 83

2Gene Symbo=PTGES3 Prostagiandn E syrtrase 3 ing= (Eaasrmms,s.u: s}srp[z:u d23DISNPZ

2

2 z Sequence Inc. LM StdEm. Fraction Corehation
& 2 LTFSCLGGSDNFK X 1241 001421 0971  08%3
z

2 Hit Accession Score Mass LM  SD(geo)  #

2 15 PD039SE46 82 84411 1408

2 Gene_Symbol=TXNDCS trioredoxn domain containng § iscform 2 ing=389 # SNP[438,i,160, V[SM’[SBS

2

2 z Sequence incL UM StdEm. Fraction Comelation
A 2 AEVDCTAER X 1406 008532 06741 08916
2

2 HR  Accession Score Mass LM sD(geo)  #

z 16 P00374732 1 27469 134
2 Gene Symbo=PPAP19 sm 'ar lo peptdyproyf isomerase Aclke Ing=227 # !.'mgp 66 P1#

2

2 z Sequence lncl. UM StdEm. Fraction Comelation
2 1 2 IPGFMCQGGOFTR b3 1349 00142 09792 0884
2

2 Hit Accession Score Mass LM sD(geo)  #

2 17 PR0031420 74 84517

2 Gens_Symbo=UGDH UDP-gucose 6-dehdogenase ng=484 # SNP[S04.p, mpxsup[s:s 9.166.GISK

2

2 z Sequence lnck UM StdEm. Fracton Comelation
2 1 2 ASVGFGGSCFQK X 1231 002522 09383 09963
2

2 Hit  Accession Score Mass LM SD(geo)  #

2 18 PD0514561 74 4775 133 1

2 Gene Sy ng=428

2

2 z Sequence Inc. UM  StdEm. Fracbon Comelation
2 1 2 GSDFDCELR X 1336 006599 07414 08972
2

Z Hit  Accession Score lhu LM SD(geo)  #

z 19 PO0CO7752
2 Gene_Symbo'=TUBBZC Tubuinbeta-2C craning=445# smyu I\\DD,N’}SPP[S:W 2,108 E]SNP[584.

Hit  Accession Score Mass LW SD(geo)  #
32 PDO387144 59 224286
Gene_Symboi=TUBA1B Tubuinapha-1B chaning=451 ”SWBSia 126 AJSNP[496,v,126 AJSNP[549,

z Sequence Inc. UM SWdEm. Fraction Comelation
Hit  Accession Score Mass LM SD(geo)  #

33 PD0855830 59 14914 1215
2 Gene Syrbo=RPS3 proten (Fragment) ing=133
2

2

2 z Sequence lncl UM StdEm. Fracton Comelation
2

2 Ht  Accession Score Mass UM SD(geo)  #

2 20 PD0011200 70 121015 123

2 Gene_Syn D3 1ng=533 # SNP[545.9,157.CJSNP[582),1€

2

2 z Sequence lncl. UM StdEm. Fracton Comelation
A 2 NAGNCLSPAVNGLLK X 123 003319 08843 0963
2

2 Hit Accession Score Mass LM SD(geo)  #

z 21 POO215T19 70 70773 1451 1091

2Gene Symboi=RPL18 60S nbosomal protein L18 ing=188 # SNP[193 1,1 12.RISNP[205 1,112 RISNPI21¢

2

2 z Sequence Incl. UM StdEm.  Fraction Corelation
2 1 2 GCGIVLLSGPR X 1224 003912 08828 09977
2 2 2 GCGIVLLSGPRK 01742 005701 03933 02061
2 3 3 GCGIVLLSGPRK X 1083 004847 0596 09756
2

2 Hit Accession Score Mass  LH SDgeo)  #

2 22 PD0Z20301 69 40676 1313

2 Gene_Symboi=PRDXE Persiredoxn6 ing= ZZUSW[ZJOA\HA}SNP[Z&'JVHLAISM’[ZGS\:ZOS_P

2

2 z Sequence Inc. UM StdEm. Fraction Comelation
z 1 2 DFTPVCTTELGR X 1313 002473 09465 099358
2

2 HRt  Accession Score Mass LM SD(geo)  #

2 23 POO51S119 67 19120 1285 1

2 Gens Symboi=HSPS0AB1 Heal shock protein 80kDa aipa (Cylosoic), cass B member 1 =162

2

2 z Sequence Inc. UM SWdEm. Fraction Comelation
z 1 2 CLELFSELAEDK b3 1295 001427 09845 08348
2

2 Hit Accession Score Mass LM  SD(geo)  #

2 24 POO289334 65 488211 1355

2 Gene_Symboi=FLNB oform 1 of Fiamin B Ing=2602 # SNP(2516.m 1018 VJSNP[2656,v,1018VJSNP[Z

2

2 z Sequence Incl. UM StdEm. Fracton Corelation
2 1 2 CLATGPGASTVK X 1355 003233 08621 08928
2

2 Hit Accession Score Mass UM SD(geo)  #

2 25 PDO031EOS 64 51139 127

2Gene Sy 3 soform 1 of s 31nq=283 # SNP[

F:

2 z Sequence Incl. UM SWdEm.  Fracton Comelation
2 1 2 VCNYGLTFTQK X 127 003328 08733 08981
2

2 Hit Accession Score Mass UH SD(geo)  #

2 26 PDO414676 &4 190042

2 Gene_Symboi=HSP30AB | Heat shock prote/n HSP 80-beta Ing= 72uswn:9a|senswmswss

2

2 z Sequence nc. UM StdEm. Fracton Comelation
2 1 2 CLELFSELAEDK X 1295 001427 09845 09948
2

Z Hit  Accession Score Mass UM SD(geo)  #

2 27 POOB43041 63 48224 1286

2 Gene Sy -tind ng nuclear [226.w,104 WISNP[240.v 63V S NP

2

2 = Sequence nc. UM StdEm. Fraction Comelation
2 1 2 VCENPNLCGNK 3 1286 001785 09727 09343
2

2 HRt  Accession Score Mass UM SD(geo)  #

2 28 PO0280TT0 63 93046

2 Gene SyTEoi=CCT3 craperonin containing TCP1, subunl 3isoform b Ing=544 # SNP[584. 1,117 HISKP(

2

2 z Sequence IncL UM  StdEm. Fracton Comelation
z 1 2 TLGNCGASTR 1854 03668 06176 09707
2

2 Hit Accession Score Masl LM SD(geo)  #

2 29 PO0G41950 62 38378 o

2 Gene_SyTbol=GNB2L1 Guanine nucieotde-binding prolein subunit beta 2-ike 11ng=347

2

2 z Sequence Inc. UM StdEm. Fraction Comelation
2

2 Hit Accession Score Mass UM SD(geo)  #

2 30 POOT97038 61 176589  1.105 1

2 Gene_Symbo-PCK2 2isoform 1 precursor g

2

2 z Sequence Incl. UM StdEm.  Fracton Comelation
. 2 VECVGDDAWNR X 1105 003118 08221 09954
2

2 HR  Accession Score Mass UM SD(geo)  #

Z 31 PO00108SE 61 46420 1285

2 Gens_SyTbot=CLIC1 Chioride intraceuiar channel protein 1 ng=241# SNP[253.c,24 CISNP(286.L48,T)¢

2

2 z Sequence inc. UM StdEm. Fracton Comelation
2 1 2 IGNCPFSQR X 1285 001499 0887 0998
2

z

2

2

2

2

2

z

2

2 z Sequence Inc. UM SWdEm. Fracton Cormelation
£_A 2 GLCAMQAESLR X 1215 001731 08581 09984
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2 Hit Accession Score Mass LM SD(geo)  #
2 34 PO05SSTEY 58 11851 o
2 Gena_Sybol=HSPSOAAGP Heal shack proten S0AfIng=101

2

2 z Sequence nck LM StdEm. Fraction Comelation
R 2 CLELFTELAEDK 1674 03058 07942 09102
2

2 Hit Accession Score Mass UM SD(geo)

2 35 P00291005 58 83735 1332 1

2 Gene Malat < cytopiasmic Ing=334 # SNP{346.3,133 AJSNP[383 e, 142 K

2

2 z Seguence lncl. LM StdEm. Fracbon Comelation
2 1 2 VIVVGNPANTNCLTASK X 1332 001881 0927 0988t
2

2 Hit Accession Score Mass LM SD(geo)  #

2 36 POO783271 57 228397 1237

2 Gena_Symbo=LRPPRC Leusine-rich PPR motf-containing protein, milochond+al ng=1384 # M[1326 A€

2

2 z Sequence inck LM StdEm. Fracton Comelation
2 1 2 LASYCNVGDEGASK X 1237 004477 098 09974
2

Z HR  Accession Score Mass LM SD(geo)  #

2 37 PO0217952 57 79555 1077 1

2 Gene Sy 1 iscform 1 [ 11

2

2 z Sequence Inc. LM StdEm Fraction Comelation
2 1 2 CQNALQQWAR X 1077 003441 08713 09802
2

2 Hit Accession Score Mass LM SD(geo)  #

2 38 PO0B40929 57 1085 1375 1

2Gene Symboi=RPSE Ribosomal protein S6 Ing=91

2

2 z Sequence Inc. LM StdEm. Fracton Comelation
2 1 2 LNSFPATGCOK X 1375 00225 09731 089851
2

2 MR Accession Scors Mass LM SD(geo)  #

2 39 PO0E04EOT 57 63839 o

2 Gene_Symbo=HSPS0AA1 Hsp8G-aipha-dtaN ing=539

2

2 z Sequence Incl  UH  StdEm Fracton Comelation
2 1 2 CLELFTELAEDK 1674 03058 07942 09102
2

2 Hit Accession Score Mass LM SD(geo)  #

2 40 P00027223 56 109473 1152

2Gene sootate f #SNP[427.9,105 aswpsf

2

2 z Sequence lnck LM SWEm Fraction Comelation
2 1 2 SEGGFMWACK X 1152 00285 09242 08972
2

Z HR  Accession Score uns LM  SD(geo)  #

2 41 PDOC40BS7

2 Gene_Symboi=LOC 118358 s'm'ar b hCG2040270 ing=1 \7 # ShF[iZl .28 PISNP(158.q 28 PISNP18
2

2 z Sequence Inc. LM StdEm Fraction Comelation
2

2 Hit  Accession Score Mass un SD(geo)  #

2 42 PDO0022T74 54 104186 1.16:

2 Gene_Symbol=VCP Transitonal endop'asmic retcubm ATPase Ig=806 # sNP[aan 106 PISNP[840.r,

2

2 z Sequence Incl LM StdEm Fracton Comelation
2 1 2 AWNECQANFSK X 1163 002276 09543  09%
2

2 Hit Accession Score Mass LM SD(geo)  #

2 43 P00008752 54 7217 145 1

2 Gene Symbo=MT1G Soform 1 of Metalotrionsn-1G Ing=62

2

2 z Sequence Incl LW StdEm Fraction Comelation
z 1 2 SCCSCCPVGCAK X 145 002263 08012 09939
z

2 HR  Accession Score Mass LM SD(geo)  #

2 44 POOSS4TIN 54 152860 o

2 Gene_Symbol=JUP SNP766.d.1 (6081 142 RISNP(855.r, 142 F

2

2 z Sequence Incl LM StdEn. Fracton Comelation
2 1 2 LVGNCLWILR 091ss 02393 07133 069
2

2 HR  Accession Scora Ihu LM SD(geo)  #

2

45 P00003918
z Gene Symbo!=RPL4 60S ribosomal protein L4 ing=427 # swmz c,! |3,msyw4«m 13RISNPI4ST L

: z Sequence lncl. UM StdEm. Fracton Correlation
2

2 Hit Accession Score Man LM sD(geo) %

2 46 P00218993 53 970

s Symtoi=HSPH1 ksobﬂnBeho(Hea\s'nd(pm\enlnSkDalm«!N

: z Sequence IncL LW StdEm Fraction Comelation
2

2 Hit Accession Score Ihu UM SD(geo)  #

2 47 PD0012066 555
2 Gene_Symbo=PCBP2 pay(1C) binding protein2 Asdoﬂnh h; 362 #SNP369 121 KISNP[339.n 121 ¢

2 z Sequence Incl. LM StdEm. Fracton Comelation
2

2 HRt  Accession Score Mass UM SD(geo)  #

2 48 PO001O4N4 53 51781 1385

2 Gene_Syrboi=PDLM1 PDZand LM domain profein 1 Ing= azsnswiaamwsmsmpzas115:qu

2

2 z Sequence Inc. LM SWdEn. Fraction Comelation
2 1 2 GCTDNLTLTVAR b3 1385 004754 08452 09943
:

2 HR  Accession Score Mass LM SD(geo)  #

2 49 PO0027493 52 163512 1041

2Gene Symbo=SLCIAZLOC442497 4F2 cet surface anfgen heavy chain ng=529 # SNP[5339,157 515

2

2 z Sequence Inc. LM SdEm Fracton Comelation
2 1 2 WCSWSLSQAR X 1041 004167 08320 09978
2

2 HR  Accession Score Mass UM SD(geo)  #

2 50 PD0413986 52 25020

2 Gene_Symbo'=Ribosomal prote n L1 ing=217

2

2 z Sequence lnc. LM StdEm. Fracton Comelation
2 1 3 FSVCVLGDQOHCDEAK 1335 01322 07357 09423
2

2 Hit Accession Score Mass LM SD(geo)  #

2 51 PL0219005 50  8sess 1247 1

2 Gene Sy FK506-5nd 4ing 14651157 RISNP[495.1,157 RISNP(528.4

2

2 z Sequence inck. LM StdEm Fraction Comelation
2 1 2 TOLAVCQOR x 1247 004747 08786 0984
2

2 HR  Accession Score Mass LM SD(geo)  #

2 52 PO0030730 50 34871 1208 1

2 Gene_Symbol=SULTIA3 SULTIAS Phenol 1AS"1A q

2

2 z Sequence lnc. LM SWdEnm Fracton Comelation
P 2 MAGCSLSFR X 1208 00634 07938 09788
2

2 HR Accession Score Mass UM SD(geo)  #

2 53 PO0011416 50 135178 1143

2 Gene_Symbo=ECH1 Deta(35)Deta(2.4) d enoy-CoA isomerase, miiochendnial ng=328 # M330,734,

2

2 z Sequence lnc. LM StdEm. Fracton Comelation
z 1 2 YCAGDAFFQVK x 1143 009345 07753 0976
2

2 HR  Accession Score Mass UM SD(geo)  #

2 54 PD0010BIO 49 80455 [}

2 Gene_Symbot=ETFA apha, =333 # SNP[341,171,

2

2 z Sequence lncl UM StdEm. Fracton Cormelation
2

2 Hit  Accession Score um LM sD(geo)  #

2 55 PD03%6321 49 [

2 Gene_Sybol-LRRCS3 Leucine-fich repeatconta nng pm»enss m 3n7ns|p[3|swu Pl#

2

2 z Sequence lnck. LM StdEm Frackon Correlation
2 1 2 ATLDLSCNK 1122 02051 08431 05677
2

2 HR  Accession Score Mass UM SD(geo)  #

2 56 PD0BISEA3 48 14716 122 1

2Gene Symboi=-RPL14 protein (Fragment) Ig=124
2

z z Sequence Incl. UM StdEm. Fraction Comelation
e I 2 ALVDGPCTQVR x 122 001583 09106 09853
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2 Hit  Accession Score Mass LM SD(geo)  #
2 57 PooTAgE 48 12210 0
2 Gena_Symbol=RHOA 12 4Da proteining=109

2

2 z Sequance lnck UM StdErm. Fraction Correlation
2 1 2 LVNGDGACGK 09187 03058 07521 09316
2

2 Hit  Accession Score Mass LM SD(geo)  #

2 53 PDO0ITIZE 48 9271

2 Gene Symbol=HSD17B10 soform 1 of 3-nydrosyacy-CoA dehydrogerase type-2 Ing=261 # SNPI279),1

2

2 z Sequance lncl UM StdEm. Fraction Correlation
2

2 HR  Accession Score Mass LM SD(geo)  #

2 59 P005S6259 47 126352 1212

2 Gene Symbol=PABPC1L Poyadanyate bird g protein 1-Ike hg=614 # SNP[641 uizs}smaﬂsg

2

2 z Sequance lncl UM StdEm.  Fraction Correlaion
2 1 2 GFGFVCFSSPEEATK X 1212 002693 09248 09961
2

2 Hit  Accession Score Mass  LH SD(gec)  #

2 €0 PDO8T1391 47 81837 1285 1

2 Gene_Symbol=XRCCS Pustve uncharacienzed protein XRCCS ing=719

2

2 z Sequence lncl UM SWdEm. Fraction Correlaion
2 1 2 CFSVLGFCK X 1295 002354 09673 09974
2

2 HRt  Accession Score Mass LM SD(geo) %

2 61 PO0IT4 47 11352 [

2 Pancreatic bypsin inhbitor OS =Bos aunss PE=1 SV=2

2

2 z Sequance lnck UM StdEm. Fraction Corrslaion
2 1 2 AGLCQTFVYGGCR 6357 993 08327 09775
2

2 Hit  Accession Score Mass LM SD(geo)  #

2 62 PD0293276 46 48830

2 Gene_Symbol=MF LOC284889 Macrophage mgraton iribilory factor ing=" HSﬂSIP[‘!!v?SV}SHP(‘

2

2 z Sequence Ilnck UM StdEm. Fraction Correlation
2 2 LLCGLLAER X 1293 002625 09109 09975
2

2 Hit Accession Score Mass LM SD(geo)  #

2 63 PDOBTBATO 46 o 0

2

2

2 z Sequence Incl LM StdEm. Fraction Correlation
2

2 Hit  Accession Score um Lm SD(geo)  #

2 64 PD0002459

2 Gene_Symbol=ANXAB amexnVliscform 2 Ing=667 # SbP‘EWy 185 V}sNPfISu 9223 GISNP[TES u:u

2

2 z Sequence Incl LM  StdEm.  Fraction Correlaion
2 1 2 CLELASR x 1106 002951 08059 09988
2

2 Hr m.uhn Scora Mass LM SD(geo)  #

2 65 PDOCO: 45 150108 o

2Gene Synbo*LSPAt Heal shock 70 kDa protein 4 g =840 # SNP[B47.a, 159 AISNP(8E0.L 159 AJSKP [t

2

2 z Sequence lncl LM StdEm. Fraction Correlaion
2

2 HR  Accession Score n" LM SD(geo)  #

2 66 PRO1B4441

2 Gena Symboi=UNC13A un=-13 homalog A ng=1791 asmmw 11122 L|SNP(1819.0,1122 L|SKP(185

2

2 z Sequance Inck LM StdEm. Fraction Correlaion
2 1 2 TVGLAVLQLR x 1252 002%5 07576 09953
2

2 HR  Accession Score Mass UM SD(geo)  #

2 67 POO792207 44 54786 )

2 Gene_Symbol=ALDH2 cDNA FLIS0888, highy s miar to Ademde dehydrogenase, milochondrial Ing=47

2

2 z Sequence Incl LM StdEm. Fraction Correlaton
2 1 2 LLCGGGAADR 1227 01085 07064 098
2

2 HR  Accession Score Ih.“ LM SD(geo)  #

2 68 PO0184402 5456 o

2 Gene_Symbol=VAT1 Chromosome 17g21 rrmmssum =242

2

2 z Sequence Incl LM StdEm. Fraction Correlaton
2

2 HR  Accession Score Mass LM SD(geo)  #

2 69 PO0012433 42 24645 1191

2 Gene Symbol=RPS20 40S ribosomal protein S20 Ing=118 # SNP[134,1 18, H]SNPHEZ:I!H}SII’[‘HJ

2

2 z Sequence IncL LM StdEr. Fraction Correlaton
2 1 2 VCADLR X 1191 001676 08602 0999
2

2 HR  Accession Score Mass LM  sSD(geo)  #

2 70 PO0BISTI2 42 83435 1265 1

2 Gene_Syn s sueor

2

2 z Sequance IncL LM StdEm. Fraction Correlaton
2 1 2 SWLPQNCTLVDMK x 1265 002975 0913 09984
2

2 HR  Accession Score m; un SD(ges)  #

2 71 POO30E332
2 Gene Symbol=RPL24 €0S ribosomal protein 124 Ing= 151 !SPI’IVELa |5amswnusa 15“;5'4’“:

2
2 z Sequence Incl. LM StdEm. Fraction Correlaton
2 1 2 VELCSFSGYK X 128 003961 08711 0997
2

2 Hit Accession Score Mass LM  SD(geo)  #

2 72 POO01384T 42 111608 1268

z Gene_Symbol=UQCRC1 Cylochome bl complexsubunt 1, manamg—aaun.':dazAss,Ayle

1 z Sequence lncl. LM StdErm. Fraction Correlation
z 1 2 LCTSATESEVAR X 1268 005741 07674 09836
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