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Figure S1. A scatter plot of the housekeeping genes’ quantitative values. A scatter plot showing the
correlation (R? = 0.8941) between the quantitative value of the CDM hADSCs and DMEM hADSCs:
TFRC, YWHAZ, RPLPO, RPLP1, RPLP2, B2M, RPS18, PGK1, PPIA, and GAPDH (n = 10). The dotted
line is the regression line. Each dot shows the abbreviated name of the protein. n=1.
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Figure S2. The evaluation of the cell growth ability, gene expression characteristics, and early
adipocyte differentiation potential of hADSCs cultured in CDM or DMEM. Cell proliferation assays.
hADSCs were counted after 2 and 4 days of culture in the CDM or DMEM (10% FBS). n = 4. Data are
represented as the mean + S.D (A). MTT cell count assays. hADSCs were analyzed after 4 days of
culture in CDM or DMEM (10% FBS). Each measurement was obtained using a microplate reader. n
=4. Data are represented as the mean + S.D. ** p <0.01 (B). The expression rate of various gene mRNAs
expressed in ADSCs cultured in CDM was compared with that of ADSCs cultured in DMEM (10%
FBS). cDNA was synthesized using ADSCs that had been cultured in both CDM and DMEM (10%
FBS) for 48 h. The expression was calculated using the AACt method. The expression of the target
gene was corrected by the expression of the housekeeping gene ((-actin). Real time PCR was
performed to detect factors related to the cell cycle, cell surface markers, and cell proliferation. The
expression of various factors expressed by hADSCs cultured in DMEM (10% FBS) medium was
defined as 1. The vertical axis shows the expression ratio of various factors expressed by hADSCs
cultured in CDM. n = 4. Data are represented as the mean + S.D. (C). The expression of adipocyte
differentiation marker gene mRNA on days 0 and 4 was shown by inducing the differentiation of
ADSCs cultured in CDM or DMEM (10% FBS) into adipocytes. The expression was calculated using
the AACt method. When determining the expression of the target gene, the expression of the
housekeeping gene (f3-actin) was taken as 1. n = 4. Data are represented as the mean + S.D. ** p <0.01
(D).



Table S1. Identification of endogenous proteins contained in hADSC cultured in medium,
Chemically Defined.

Table $1. endogenous proteins contained in hADSC cultured in medium, C!
UniProt/SWISs- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence
D Description mass (kDa) _ pI°  matches® matches” sequences® sequences' sequences® emPAl
GTBMHUMAN _ Putative bota-actin-ike proten 3 14 41989 591 200 84 5 5 T 018 054
ALBUHUMAN  Serum sk 9054 69321 592 1087 544 a 3 a 076 1079
VIMEHUMAN — Vimentin 8750 53610 506 1038 21 u 30 @ 019 2141
MYHOHUMAN  Myosin-9 7160 226392 55 438 231 81 50 75 054 198
ENOAHUMAN  Apha-cnolase 5608 47139 701 410 21 20 15 12 087 435
GIPHUMAN  Gyceradehyde-3-phosphate dehycogenase 5249 36030 857 189 202 15 1 ] 071 150
KPYMHUMAN  Pyruvate kinase PKM 4800 57900 796 385 21 as 2 7 07 831
TBEZAHUMAN  Tubuln beta-2A chain 3170 40875 418 a1 188 2 I 3 015 418
TBBGHUMAN  Tubuln beta-6 chain 2182 49825 an 283 151 20 1 10 07 132
10AGHUMAN  Protein S100-A 1230 10173 533 145 108 7 4 7 039 625
FLNAHUMAN  Fiamin-A 3550 280564 51 359 190 7 a 75 052 1
FLNBHUMAN  Fimin-8 796 277990 547 [ 29 a0 7 2 025 029
FLNCHUMAN  Fiamin-C 478 290841 565 a 19 25 13 2 018 021
HSIOAHUMAN  Heat shock protein HSP 80-apha 3130 84607 454 343 197 35 25 21 065 319
ENPLHUMAN  Endoplasmin 1890 92411 476 150 ” as 21 33 053 158
TRAPIHUMAN  Heat shock protein 75 kDa, mitochondrial 265 80060 83 32 2 5 2 5 011 011
TLNGHUMAN  Taln- 3355 269599 577 116 127 68 a 6 047 101
FASHUMAN  Fatty acid synthase 314 273254 601 188 120 6 45 ) 04 112
EFZHUMAN  Elongation factor 2 3005 95277 641 203 152 3s 2 35 065 257
RPTS HUMAN 78 kDa glucose-regulated protein 3083 72288 507 182 131 2 i 2 056 278
GRPTS HUMAN  Stress~70 protein, mitochondrial 1019 73635 587 a7 2 16 n 16 036 087
HSTIAHUMAN  Heat shack 70 kDa protein 1A 267 70000 548 25 15 7 6 5 022 043
LEGI HUMAN  Galectin~1 3041 14706 534 23 s 7 5 7 056 434
AMPNHUMAN  Aminopeptidase N 3035 109471 sa1 129 9% 30 2 0 042 16
COBAS HUMAN  Golsgen abha-3(VD) chain 2032 343457 626 164 122 55 30 55 035 063
GAPIHUMAN  Adenyb cyclase-associsted protein | 2626 51869 824 148 92 18 i 4 049 142
1QGAT HUMAN  Ras GTPase-activating- ke protein IQGAP T 2624 189134 608 181 97 a3 35 3 044 127
POIATHUMAN  Protein dulfde-isomerase 2584 57081 476 27 9% 2 1 2 061 178
ALDOAHUMAN  Fructose-bisphosphate aldolase A 2578 39305 83 178 8 20 i 2 018 642
DYHCT HUMA emic dynein 1 hoavy chain 1 2533 532072 601 153 92 o 2 & 029 04
AHU Transitional endoplasmic retioulim ATPase 2460 89266 514 1 86 31 2 31 055 254
UBATHUMAN  Ubiautin-Tke modfier-activating enayme 1 2362 17778 549 154 % a 21 is 065 201
CANZHUMAN  Calpain-2 catalytc subunic 2081 79945 487 95 7 2 21 2 059 251
AGTNI HUMAN  Apha-sctinin-1 2032 102093 525 156 % 3 34 2 068 349
HU Apha-actinin-4 1417 104788 527 1a 70 as 21 19 052 141
GOGAT HUMAN  ollagen aloha1(V1) chin 2024 108462 526 108 67 25 I 25 045 118
SERPHHUMAN  Serpin 1995 5411 875 187 g 2 20 2 065 62
GELSHUMAN  Gelsolin 1950 85644 59 110 ” 2 1 15 06 178
1 HUI Signaltransducer and activator of transrption 1-aoha/bota 1909 87280 574 s 55 2 1 2 039 161
GHBOHUMAN 60 kDa hest shock protein, mtochondial 1873 61016 57 103 7 2 20 1 05 32
14IIFHUMAN  14-3-3 protein cta 175 28201 476 30 9 4 3 2 015 055
ANKAZ HUMAN  Annexin A2 1776 38580 757 152 102 19 i 19 052 523
THOHUMAN  Thioredosin 1685 11730 482 o1 51 7 4 7 074 463
LDHAHUMAN  L-lactate dehycrogenase A chain 1670 36665 844 156 82 2 1 15 079 448
LDHB HUMAN  L-lsctate dehydrogensse B chain 1369 36615 571 142 64 13 10 12 055 248
HUM Transketolase 1662 67835 758 [ o 2 20 2 064 287
PLECHUMAN  Plectin 1634 531466 574 126 i & 34 6 022 031
FING HU» Fbronetin 1631 262460 546 is1 81 a7 5 a 036 078
ACLY HUMAN ~citrate synthase 1597 120762 695 99 61 2 19 2 045 053
GSTPIHUMAN  Gutathione S-transferase P 1561 23341 543 75 51 12 10 ) 086 602
COFLHUMAN  Gofin-1 1554 18491 822 183 i 10 9 7 08 637
PROFI HUMAN  Profin-1 1514 15045 844 72 5 10 7 10 058 775
SIOABHUMAN  Protein S100-A11 1465 1783 656 0 8 5 5 5 065 2141
IMB1 HUM Importin subunit beta-1 1416 97108 468 81 57 24 2 2 054 181
PDIAS HUMAN  Protein dsulfide 1376 56747 598 134 el 21 is 5 057 224
TSP1_HUM Thrombospondn 1301 129300 a7 131 6 27 19 2 032 097
ATPBHUM, ATP synthase subunit beta, mtochondrial 1272 56525 526 116 62 2 2 [ 018 533
TPISHUMAN  Triosephosphate isomerase 1247 30772 565 101 63 1 i i2 072 04
ANKALHUMAN  Annexin A1 1240 38690 657 8 52 18 1 18 081 349
TAGLZHUMAN  Transgelin-2 1233 22977 841 51 61 15 i 15 074 81
ECHAHUMAN  Trifunctionsl enzyme subunit aha, mitochondial 1215 82047 916 54 39 " 1 1 045 113
PGKIHUMAN  Phosphoghycerate kinsse | 192 44586 83 o 5 18 i 18 06 236
7 tein kinase cataytic subi 1130 468788 615 b 4 4 2 4 021 025
MVPHUMAN  Majr vaultprotein 1145 99266 534 61 5 21 1 21 05 s
PUNSHUMAN  Periipin-3 868 47016 53 i 38 18 15 2 081 27
TOPBHUMAN  T-compiex protein 1 subunit beta 110 57452 601 5 30 15 10 15 048 107
GOTATHUMAN  Collagen aoha~10) chain 1106 138857 56 99 55 2 ) 1 039 1
HYOUI HUMAN  Hyposia up-rogulated protein 1 1077 111266 516 o 3 12 [ 7 026 046
MARGS HUMAN  Myristoyiated aanine-rich C-kinase substrate. 1071 31536 a7 103 80 5 4 5 03 093
DPYL2 HUI Divydropyrimidinase-related protein 2 108 62255 595 54 35 18 12 is 049 139
536 61924 604 29 18 12 6 10 045 05
1086 66152 617 59 39 18 12 18 059 127
1030 50631 611 6 37 1 1 ) 043 147
GDIAHUMAN  Rab GDP dsociation ihibitor alpha 565 50550 5 5 2 i 5 6 037 054
FSCNIHUMAN  Fascin 1025 54495 684 55 3 16 13 1 052 192
RPNZ HUM pr subunit 2 1016 69241 544 5 35 15 12 is 051 108
BGHIHUMAN  Transforming growth factor-beta-induced protein ig-hd 1000 74634 762 52 35 1 7 i 045 057
MLIZB HUMAN  Myosin regulatory light chain 128 995 19767 an 9 2 1" 8 ) 083 3
MYLOHUMAN  Myosin regulatory light polypeptide 9 350 19814 48 a1 12 7 4 2 048 129
GATB HUMAN epsin B 977 37797 588 68 34 o s o 042 2
GARSHUMAN  Givcine——tRNA ligase 72 83113 661 59 3 16 " 10 04 083
TOPZHUMAN  T-complex protein 1 subunit zeta 965 57988 623 a5 34 i3 i is 047 121
ANXAS HUMAN  Annexin AS 954 35914 44 12 51 18 1 i 059 04
ATPAHUMAN AT synthase subunit asha, mitochondrial 947 59714 916 a0 5 16 n 3 044 131
PROX6 HUMAN  Perostedoxin- 028 25018 6 7 o 1 10 1 %) 423
LPPRCHUMAN  Leuicine-rich PPR motif-containing potein, mitochandrial 925 157805 581 51 a1 2 i 2 03 034
GATK HUM Gathepsin K 916 36942 872 a 28 7 6 7 053 175
ARFUHUMAN  ADP-ribosyation factor 4 575 20498 659 39 2 s 5 4 066 233
RINUHUMAN  Rianuclese inhitor 808 49041 i 6 31 19 is 19 013 249
GOPGI HUMAN  Coatomer subunit gammar 885 97655 552 51 35 2 15 2 045 107
PLSTHUMAN  Plastin-3 856 70766 541 52 ks 19 15 19 057 142
PGAMIHUMAN  Phosphoghcerate mutase | 84 28786 667 102 5 12 7 i2 056 217
PABP4 HUMAN  Polyadenyato-bindng protain 4 831 70738 931 27 " ] 4 ] 021 034
GSPLHUMAN  Glugose-6-phosphate somerase 825 63107 843 54 31 16 7 1 055 081
ESTD HUM S~formylgutathione h 817 31442 654 3 2 12 7 12 013 152
PSMD2 HUMAN 265 protessome non- reguiatory subunit 2 809 100136 508 a2 2 21 16 21 045 095
GANABHUMAN  Neutral ha-gucosidase AB 794 106807 574 70 o 2 1 2 057 095
NNMTHUMAN  Nicotinamide N-methytransferase 792 29555 556 41 34 10 9 i 056 358
CATDHUMAN  Cathepsin D 92 44524 61 64 Bl 13 9 18 054 155
CKAPA HUMAN 4 188 65083 563 50 2 16 n 16 036 101

“Protein score s calculated from the score of the peptide atributed to the protein.

“plis (Predicted)

isoelectric point.

“Number of matches is spectrum number matched to protein”’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein®.
[ d

is

INumber of unique sequences is a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (http:/iwww matrixscience.comhelp/quant_empai_help.himi)

criteria matched to proteins.



Table $1. Cont 1

UniProtSWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence
PROT ID Description ® mass(kDa)  pl° _ matches' matches* sequences® sequences’ sequences! coverage” _emPAl'
SAPHUMAN  Prosaposin I 58074 506 59 36 0 0 2 04
EFIGHUMAN  Elongation factor I-gamma m 50087 625 61 a8 7 12 i 081 171
P4HAZ HUMAN  Proil 4-hydroxylase subunit alpha-2 70 60864 549 il 2 1 10 1 036 099
LRPIHUMAN  Prolow-density ipoprotein raceptor-related protein | 763 504276 516 7 o 37 2 a7 o1 02
TOPEHUMAN  T-complex protein 1 subunit epsiion 762 59633 545 . 30 13 ) 13 049 088
GPNS1 HUMAN  Calpain smallsuburit 1 755 28298 505 36 2 i 7 s 078 179
MOES HUMAN  Moesin 1 671778 608 6 a0 2 1 17 053 097
IDHGHUMAN  Isocitrate dehydrogenase [NADP] cytoplasmio 78 46630 653 66 3 13 o 12 055 123
FPPS HUMAN  Farnesy pyrophosphate synthase 75 48245 583 2 2 ) 8 ) 047 17
HNRPK HUMAN  Heterogeneous nuclear ribonucleoprotein K 731 50944 53 35 21 12 o 12 042 127
VINCHUMAN  Vincuiin 728 123722 55 72 a0 2 16 2 034 o072
PDOSLHUMAN  Programmed cel death 6-interaoting protein 21 95963 613 38 a0 12 10 12 024 061
PPIBHUMAN  Pepticyi-prob cis-trans isomerase B 715 23728 942 7 w0 12 ) 12 056 238
NOKE HUMAN  Nucleaside dphosphate kinase B 714 17287 852 65 2 7 s 3 059 227
NOKAHUMAN  Nucleoside dphosphate kinase A 306 17138 583 86 23 ) 7 5 078 583
NEPHUMAN  Neprivsin 706 85460 554 4 2 21 12 21 043 089
SYIGHUMAN  Isoleucine~—tRNA ligase, oytopiasmio 700 144406 582 69 8 2 14 2 037 05
UGDHHUMAN  UDP-ghicose 6-dehycrogenase 696 54989 673 0 2 19 1 1 061 189
GPGDHUMAN  6-phosphogluconate dehydrogenase, decarboxylating 692 53106 68 41 a2 14 12 13 04 178
PDIAGHUMAN  Protein diulfide-isomerase A8 692 43001 495 50 3 13 12 1" 056 208
GONTHUMAN  elF-2-alha kinse activator GON1 689 202572 729 a0 20 1 8 1 015 o012
OST48 HUMAN 48 KD subunit 588 50769 508 0 18 6 6 6 033 054
DGIIZ HUMAN  Cytoplasic dynein 1 intermediste chain 2 687 71412 508 30 2 4 4 4 02 034
2AAAHUMAN protein phosphatase 2A 65 subunit A alpha isoform 684 65267 5 o 30 13 10 13 036 102
ANXAGHUMAN  Annexin A6 679 75826 542 o 25 1 12 1 043 094
XPOZHUMAN  Exgortin-2 667 110346 551 32 20 14 10 1 02 052
TCPAHUMAN  T-complex protein 1 subunit apha 663 60306 58 B 19 18 i 18 056 114
GBBA HUMAN  Guanine nucleotide-bindng protein subunit bota—4 a1 37543 56 1" 3 7 2 ) 032 025
TOPHHUMAN  T-complex protein 1 subunit sta 643 59329 755 3 2 1 " 16 048 17
X Bifunctionsl ghutamate/ proline~—tRNA ligase 643 170483 102 60 2 2 i 2 oat 031
SNDI HUMAN  Staphylococsl nuclease domain-containing protein 1 631 101934 674 a9 a7 16 13 18 036 085
ALIAIHUMAN  d~trimethylaminobutyrakdehyde dehycrogenase 602 53767 569 20 12 7 5 s 027 059
COTAZHUMAN  Colsgen alpha~2() chain 627 126235 908 50 25 1 10 1 024 038
HSPT4HUMAN  Heat shock 70 kDa protein 4 616 94271 511 53 2 23 is 2 0.8 035
RREP1 HUMAN  Ribosome-binding protein | 614 152381 869 a 2 15 ) 15 018 028
GLICI HUMAN  Chloride ntracelllar channe protein 1 612 26906 508 68 as 12 9 1 063 s
IPOSHUMAN  Importin-5 610 123550 483 4 27 2 13 2 042 o061
PYGBHUMAN  Givcogen phasphorylase, brain form 609 96635 64 a1 16 18 ) 13 029 048
TRFEHUMAN  Seratransforrin 508 77014 681 2 19 is 8 15 032 054
RONS HUMAN  Retioulocaibin-3 504 31470 a7 21 21 10 s 10 045 143
SYWCHUMAN  Tryptoph. A ligase, cytoplasmic 586 53132 583 20 12 ) 5 s 031 [
PDIA¢ HUMAN  Protein dsulfde-isomerase A4 580 72887 496 43 19 16 10 16 036 088
TCPDHUMAN  T-complex protein 1 subunit delta 573 57888 796 0 2 15 12 15 053 155
AHNKHUMAN  Neuroblast diferentiation-associated protein AHNAK 572 628699 58 84 33 56 30 56 017 022
MIZHUMAN  Metalothionein-2 566 6037 823 21 20 2 2 1 052 273
SYSCHUMAN  Serine—tRNA ligase, cytoplasmic 566 58740 605 0 25 s 7 s 033 064
ECHM HUMAN  Enoyl-CoA hydratase, mitochondrial 558 31367 834 23 " 7 s 7 044 121
ATIATHUMAN  Sodum/potassium-transparting ATPase subunit agha-1 558 112824 533 29 25 10 o 10 o1 04
EIFIK HUMAN  Eukaryotic translation initiation factor 3 subunit K 557 25043 481 1 13 4 3 4 045 064
i Integrin beta-1 557 83357 527 36 19 10 7 s 024 039
PSMEZHUMAN  Proteasome activator complex subunit 2 554 27384 554 2 16 6 6 6 04 147
COGAZ HUMAN  Collagen alpha-2(VD) chain 552 108512 585 34 2 14 13 1 025 072
P4HATHUMAN  Probl 4-hycroxylase subunit apha-1 552 61011 57 1 25 1 ) 1 036 098
UGGGT HUMAN  UDP-ghucoseigycoprotein glucosyltransferase 1 548 177078 542 B 22 19 " 1 028 03
CAPGHUMAN  Macrophage-capping protein 537 38474 582 “ 2 ) 7 s 05 113
MDHMLHUMAN  Malate dehydrogenase, mitochondrial 537 35481 892 32 21 i 7 1" 052 127
THICHUMAN  Acetyl-GoA acetylransferase, oytosolic 533 41324 647 20 19 7 6 7 047 102
ARPGZHUMAN  Actin-related protein 2/3 complex subunt 2 532 34311 684 28 2 o s 3 031 133
DDX3X HUMAN  ATP~dependent RNA helicase DDXX 528 73198 673 2 18 ] 4 6 018 026
GPDHUMAN  Glucose-6-phosphate 1-dshydrogenase 524 59219 639 38 21 12 ] 12 043 076
GALXHUMAN  Galnexin 522 67526 447 55 27 12 5 12 04 064
APTHUMAN  Adenine phosphoribosyftransferase 517 19505 578 13 1" ) ‘ ) 049 131
SYAGHUMAN  Alanina~-tRNA g, cytoplasmio 516 106743 534 Bl 2 7 12 i 033 066
GNAIZ HUMAN  Guanine nucleotide-bindng protein G() subanit abha-2 435 40425 534 21 14 10 s 6 a1 057
MYOF HUMAN  Myoferiin 510 234561 584 61 20 2 15 2 026 033
PSMDIHUMAN 265 proteasome non-ATPase regulatory subunit 1 505 105769 525 31 24 1 12 1 04 067
SPTNIHUMAN  Speotrin sbha chain, non-erythrocytic 1 496 284364 522 Bl 18 19 ) 19 016 o014
PARKT HUMAN  Protein/nucleic acid deghycase DJ-1 436 19878 633 43 2 ) 6 [ 072 a2
ZYCHUMAN  Zysin 494 61238 622 36 1 8 4 s 024 031
CANIHUMAN  Galpan-1 catabtic subunit 490 81838 549 30 " 13 o 13 a1 058
HNRPUHUMAN  Heterogeneous nuclear risonuclaoprotein U 88 90528 576 2 20 ) ] ) 023 051
i ross-complementing protein § 483 82652 555 51 2 15 i 15 0.4 074
479 36301 569 39 19 1 s 10 054 178
Elongation factor 1-detta 476 31103 19 20 18 8 3 7 04 123
Heat shock protein beta-1 476 22768 598 55 2 o 7 9 071 256
Cytosolic non-specific dpeptidase a7 52845 566 18 14 3 4 6 02 037
SC23AHUMAN  Protein transport protein Sec23A 469 86105 664 2 15 1 7 1 041 04
CALUHUMAN  Calumenin 389 37084 a1 15 18 1 10 ) 06 207
DHESHUMAN  Glutamate dehydrogenase 1. mitochondrial 461 61359 766 30 15 7 5 7 023 05
TPMAHUMAN  Tropomyosin alpha-4 chai 460 28504 467 B 20 10 4 6 034 019
swe Valine~-tRNA ligase 459 140387 753 30 20 12 8 12 021 027
LAMBI HUMAN  Laminin subunit beta-1 454 197909 483 33 25 1" 3 1" 014 021
EFIBHUMAN  Elongation factor 1-beta 453 24748 45 28 18 ) 7 4 055 431
NIBLI HUMAN  Niban-lke protein 1 451 84085 582 B 16 7 ] i 033 049
ALILZHUMAN  Mitochondrial 10-formyletrahydrofolate dehydrogenase 449 101681 613 19 13 ) 5 ) 021 023
PSBTHUMAN  Proteasome subunit beta type-7 40 29946 757 10 ) 2 2 2 o017 032
ARCIBHUMAN  Actin-related protein 2/3 complex subunit 18 439 40023 869 20 15 8 s 7 039 066
NUCLHUMAN  Nucleain a1 76568 45 is 12 4 4 4 o1t 024
APIBIHUMAN  AP-1 complex suburit beta-1 362 104570 494 2 " 10 s 6 02 038
POBPZ HUMAN  Poly(rG)-binding protein 2 249 38556 633 a2 19 ) 5 1 043 072
ERD23HUMAN R lumen protein-retaning receptor 3 166 25010 907 10 7 3 3 2 022 064
RLOHUMAN  60S ribosomsl protein L9 31 21850 996 21 15 5 4 5 053 157
GLIGA HUMAN  hlorid intracalllar channel rotein 4 429 28754 545 39 " 12 7 1" 064 174
TOPGHUMAN  T-complex protein 1 subunit gamma 21 60495 61 2 1 15 3 15 052 074
SEPRHUMAN  Probl endopeptidase FAP 425 87657 621 29 19 13 o 1 035 054
PSBAHUMAN  Proteasome subunit beta type—4 421 29185 572 15 s 5 3 5 036 053
UGHL1 HUMAN  Ubiauitn carboryl-terminal hydrolase isozyme L1 410 24808 533 55 2 o ] o 065 35
MAPTB HUMAN  Microtubule-associated protein 15 107 270168 4 20 16 1 1" 1 015 019
SYHCHUMAN  Histidne—tRNA ligase, oytoplasmic 408 57374 572 15 ) 5 3 5 02 024
GSTOT HUMAN _ Giutathione S-transferase omegs~1 406 27588 623 41 2 10 3 10 056 233

“Protein score is calculated from the score of the peptide attributed to the protein

°plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’

“Number spectrum number tein and exceeds the criteria,
“Number of sequences is number of peptides matched to protein®.

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
INumber of unique sequences is a unique* number of peptides matched to proteins,

"Sequence coverage is the ratio of the total number of matched peplide residues to the total length of the protein
"Exponentially Modified Protein Abundance Index (http:/www.matrixscience comelp/quant_empai_help.htmi).




Table $1. Cont2.

UniProtiSWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence
PROT ID Description Protein score® _mass (kDa) _ pl° _ matches® matches” sequences® sequences’ sequences®. coverage” _emPAI'
TOPQ HUMAN  T-complex protein 1 subunit theta 03 59583 542 26 1 T2 7 T2 034
FERM2 HUMAN  Fermitin famiy homolog 2 400 7811 626 20 12 7 5 7 023 031
ADHXHUMAN  Alcohal dehydrogenase class—3 309 39698 745 22 1 s 7 ] 051 131
PLODI HUMAN  Procolagen-ysine 2-oxogiutarate 5-dioxygenase 1 396 83497 647 32 i 12 7 12 035 049
PLODZ HUMAN  Procolagen-isine 2-oxogiutarate 5-doxygenase 2 262 81632 624 19 10 7 4 4 016 022
PLODI HUMAN  Procolsgen-ysine 2-oxogutarate 5-cdoxygenase 3 231 84731 569 19 12 s s s 02 048
UAPIHUMAN  UDP-N-acetylhexosamine pyrophosphorylase 395 58732 592 2 n 10 5 10 031 043
PROXIHUMAN  Perosiredoxin-1 304 22006 827 57 25 13 6 10 015 207
PROXAHUMAN  Peroxiedoxin-4 370 30521 586 2 1 12 6 10 065 126
PROXZ HUMAN  Peroriedoxin-2 200 21878 566 18 12 5 5 ) 056 157
PFKAP HUMAN  ATP-dependent 6-phosphofructokinase, platelet type 390 85542 75 28 20 1 12 13 a1 08
PFKALHUMAN  ATP-dependent 6-phosphofructokinase, ver type 325 84964 726 16 I3l 9 7 s 027 048
GOPAHUMAN  Coatomer subunit alpha 388 138258 77 a2 19 2 1 20 035 04
VDAGI HUMAN  Vokage-dependent anion-selective channel protein 1 385 30754 852 10 9 7 6 7 043 125
BZWIHUMAN  Basic leucine zisper and W2 domain-containing protein | 383 48013 575 2 15 1 6 1 038 058
VATIHUMAN  Synaptic vesiole membrane protein VAT-1 homolog 374 41803 588 w0 18 1 9 1 054 145
PTBR1HUMAN  Polypyrimidne tract-bindn protein | 374 57186 922 19 12 ) 5 ) 038 044
PIHIHUMAN  Prolyl a-hydroxylase 1 a7t 83341 505 36 21 13 7 13 o041 057
YBOX3 HUMAN  Y-bor-binding protein 3 126 40066 9077 s 5 5 3 3 023 037
GORIGHUMAN  Coronin-1C 370 53215 665 26 14 7 6 7 026 013
RD238 HUMAN UV excision repalr protein RAD23 homolog B 367 43145 478 17 18 7 6 7 033 078
ALDRHUMAN  Aldose reductase 364 35830 651 2 13 7 3 7 05 042
PRIRT HUMAN  Protein shosphatase 1 regulstory subunit 7 364 41539 480 15 1 7 4 7 027 055
MKO1HUMAN  Mitogen-activated protein kinase 1 364 41363 65 18 n 3 4 6 048 049
CALDI HUMAN  Caldesmon 363 93175 562 2 12 s 5 s o1 025
MYPTIHUMAN  Protein phosphatase 1 regulatory subunit 124 357 115211 sat 10 6 4 i 4 006 004
G1GBP_HUMAN  Complement comgonent 1 Q subcomponent-binding protein, mitochondial 357 31343 a4 2 13 6 5 6 046 121
ONNZHUMAN  Calponin-2 357 33675 695 34 17 9 7 s 054 137
1POTHUMAN  Importin-1 356 119440 47 25 17 1" 7 1 023 023
MYOIGHUMAN  Uncanventionsl myosin-io 319 121608 946 2 13 1 7 1 023 027
GPNMB HUMAN  Transmembrane ghycoprotein NMB 302 63882 617 23 1 5 3 5 009 022
XRCOS HUMAN  X-ray repair cross-complementing protein 6 342 69799 623 39 25 1 7 1 023 052
FUMHHUMAN  Fumarate hydratase, mitochondral 341 54602 885 21 12 s 7 s 033 084
PAPS2 HUMAN  Bifunctionsl 3-phosphosdenosine 5'~phosphosulfate synthase 2 338 69457 818 20 12 9 6 o 034 043
GAVNIHUMAN  Caveolae-associated protein | 336 43450 551 n 10 6 5 6 025 062
PEBP1HUMAN  Phosphatidvethanolamine-binding protein | 335 21084 701 a1 13 o 5 9 074 223
SCRB2 HUMAN  Lysosome membrane protein 2 334 54255 5 10 7 5 3 s 021 025
SCSIAHUMAN  Protein transport protein Sec31A 334 132831 643 23 1 13 s 13 022 029
XPOTHUMAN  Exportin-1 333 123306 571 25 1 12 s 12 025 031
IF4GI HUMAN  Eukaryotic transation iitiaton factor 4 gamma 1 331 175382 525 36 15 1 s 14 018 021
MDHO HUMAN  Malate dehydrogenase, cytoplasmic 329 36403 601 a1 18 1 s 1 06 179
POSTNHUMAN  Periostin 328 93255 127 21 13 12 7 12 029 043
IF2AHUMAN  Eukaryotic translation initiaton factor 2 subunit 1 328 36088 502 12 10 6 5 6 038 i
LRGS0 HUMAN  Leucine~rich repeat-contaiing protein 59 326 34909 961 " 6 5 2 022 027
TAGLHUMAN  Transgelin 23 22596 887 39 18 10 5 10 06 149
GLYMHUMAN  Serine hydroxymethyltransferase, mitochondrial 323 55958 876 1 " 6 4 6 027 056
DREBHUMAN  Drabrin 323 71385 441 15 13 4 5 018 028
SEPTZHUMAN  Septin-2 323 1461 615 20 14 10 7 o 051 102
RLADHUMAN  60S acidic rbosomal protein PO 321 34252 571 35 7 3 4 s 04 083
EROTAHUMAN  ERO1-ike protein sbha 320 54358 548 2 15 9 3 9 036 o1
LAHUMAN Lupus La protein 315 46808 668 a1 13 s 6 s 026 07
SARIAHUMAN  GTP-bindng protein SARTa 312 22983 621 13 8 4 3 4 047 074
ESYTLHUMAN  Extonded synsptotagmin-1 310 122780 557 2 1 1 7 1 024 027
AMPBHUMAN  Aminoseptidace B 307 72549 551 2 I3 ) 6 s 01 041
PAKZHUMAN  Serine/threonine-protein kinase PAK 2 305 58006 569 13 10 5 5 3 024 043
IF4HHUMAN  Eukaryotic translation initiation factor 4H 305 27368 667 20 14 4 2 4 038 035
GATLI HUMAN  Cathepsin L1 305 37540 sat 12 7 4 i 4 02 012
SDCBI HUMAN  Syntenin-1 304 32424 705 18 12 o s 9 062 178
TMEDA HUMAN  Transmerbrane emp24 domain-containing protein 10 303 24960 697 1 10 3 3 3 022 064
MOB1B HUMAN  MOB kinase activator 1B 303 25075 624 s 6 s i s 031 018
NADGHUMAN  Nicotinate-nucleotide pyrophosphoryiase [carboxyiting] 303 30826 581 18 1 4 4 4 045 124
GFPTIHUMAN  Glutamine——fructose-6-phosphate aminotransferase (isomerizing] 1 302 78756 666 2 i 1 1 12 036 079
GFPTZHUMAN  Glutamine—fructose-6-phosphate aminotransferase lisomerizing] 2 230 76862 703 1 1 ) 7 7 028 046
NGOTHUMAN  NAD(PH dehycrogenase [auinane] 1 297 30848 891 15 12 7 4 7 041 096
VIGLNHUMAN  Vigin 205 141368 643 2 10 13 7 2 o017 023
ATPOHUMAN AP synthase subunit O, mitochondrial 295 23263 997 6 [ 2 2 2 o8 043
ARGPTHUMAN  ADP-ribosyiation factor-lke protein 6-interacting protein | 202 23347 938 6 5 1 1 1 o014 019
PRDX5 HUMAN  Perosiredoxin-5. mitochondria 288 22073 893 2 10 s 6 s 057 207
ASPHHUMAN  Asgartyl/asparaginy| beta-hydroniase 288 85809 492 15 10 5 5 5 o1z 028
COPB HUMAN G s 285 107074 572 a i 1 10 1 032 048
LKHAGHUMAN  Leukotriene A-4 hydrolase 283 69241 58 n 8 3 3 6 02 021
DECRHUMAN 2 4-dianoyi-GoA reductase, mitochondil 282 36045 935 10 s 2 2 2 015 041
NBSRI HUMAN  NADH-cytochrome bS reductase 3 281 34213 18 16 12 7 6 7 05 107
KAD2_HUMAN  Adenyiate kinase 2. mitochondrial 281 26461 767 0 10 4 4 4 023 087
IKIPHUMAN  Inhibtor of nuclear factor kappa-B kinase-interaoting protein 219 39285 921 s 6 4 2 4 021 024
SHIGI HUMAN  Endophiln-AZ 217 41464 sat 1 1 4 3 4 02 049
GSLGIHUMAN  Golgapparatus protein | 276 134464 652 20 s 13 5 13 o8 017
SRCBHUMAN  Src substrate cortactin 275 61549 524 13 7 7 4 024 031
FKB10 HUMAN  Peptidyi-proly cis-trans isomerase FKEP10 274 64204 536 st 9 13 5 13 04 038
TXNDS HUMAN  Thioredosin domain-containing protein 5 213 47509 563 51 27 10 5 10 043 055
ECHBHUMAN  Trifunctional enzyme subunit bets, mitochondris 213 si262 945 26 1 10 4 10 049 038
PTGRIHUMAN  Prostaglandn reductase 1 272 35847 845 13 " 5 4 5 04 018
PGROI HUMAN  Membrane-associsted progesterone receptor companent | 21 21658 456 1 12 4 4 4 039 4
NCPRHUMAN  NADPH--cytochrome P450 reductase 269 76641 538 12 7 6 4 6 02 024
GOPB2HUMAN  Coatomer subunit bota 268 102022 515 2 1 14 s 14 033 039
MYOTBHUMAN  Uncanventional myosin-ib 265 131902 943 30 13 " 7 " 026 025
PARVAHUMAN  Algha-parvin 263 42217 569 5 5 2 2 2 008 022
USOT HUMAN  General vesicular transport factor p1 15 263 107828 485 15 il 6 4 6 014 021
RLEHUMAN  60S ribosomsl protein L3 263 46080 1019 21 1 9 5 9 034 057
CAZAI HUMAN  F-actin-capping protein subunit asha- 1 263 32902 545 20 17 s 7 6 048 142
TNPO2HUMAN  Transportin-2 125 101322 87 1 8 4 3 3 o014 028
PURSHUMAN  Phosphoriosylformylgcinamidine synthase 260 144643 55 12 s 7 4 7 013 012
. hondial 260 49920 018 1 12 7 3 7 022 085
ODOTHUMAN  2-oxoglutarate dehydrogenase, mitochondral 257 115861 64 12 10 s 3 s 01 o1
UBP14HUMAN  Usauitin carboxyl-terminsl hydrolase 14 256 56033 52 26 13 s 5 s 035 056
NPILAHUMAN  Nucleosome assembly protein 1-lke 4 256 42797 6 15 9 7 4 7 036 047
ZW2HUMAN  Basic laucine zipper and W2 domain-containing protein 2 256 8132 626 n s s 2 s 018 041
PSDI3 HUMAN 265 proteasome non-ATPase regulatory subunit 13 254 42918 553 1 10 3 5 6 028 052
NEULHUMAN  Neurolysin,mitochondrial 253 80600 621 2 8 4 3 4 o013 023
EIFSF HUMAN __Eukeryotic translaton iniistion faotor 3 subunit F 251 37540 524 13 10 4 4 4 020 074

“Protein score is calculated from the score of the peptide atiributed to the protein.

*plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein’

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
SNumber of unique sequences is a unique® number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
‘Exponentially Modified Protein Abundance Index (http:/www.matrixscience.comMhelp/quant_empai_help.htm)



Table $1. Cont3.

UniProtiSWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence
PROT ID Description Protein score® _mass (kDa) _ pl° _ matches® matches” sequences® sequences’ sequences®. coverage” _emPAI'
PSAHUMAN  Puromycin-sensiive sminapeptdess 250 03211 549 1 10 g 0 g 18

LAMCI HUMAN  Lamini subunit gamma-1 218 177489 501 18 1 14 s 14 016 024
PSMDS_HUMAN 265 proteasome non-ATPase regulatory subunit § 247 45502 545 10 ) ) 2 ) 017 02
PPI4BHUMAN  Protein shosphatase 1 regulatory subunit 148 246 15901 475 19 15 4 3 4 059 7
LGULHUMAN  Lactoylgutathione yase 246 20764 512 13 9 4 3 4 037 081
PDIAS HUMAN  Protein dsulide-isomerase AS 244 59556 808 10 3 4 1 4 022 007
RLSHUMAN 605 rbosomal protein LS 243 34341 973 2 9 s 3 s 043 044
COMTHUMAN  Catechol O-methyiransferase 243 30018 526 " 12 7 5 7 041 1
CISYHUMAN  Gitrate s ol 202 51680 845 20 16 7 6 7 029 076
EIFGLHUMAN  Eukaryotic translation initiation factor 3 subunit G-like protein 241 105407 545 7 4 3 4 6 018 017
TMOSS HUMAN  Transmembrane 9 superfamiy member 3 241 67843 683 7 6 2 1 2 006 006
PMVK HUMAN  Phosphomevalonate kinase 20 21981 556 7 6 i i i 018 045
PEPDHUMAN  Xaa-Pro dpepticase 240 54513 564 10 8 5 5 5 024 047
COPEHUMAN  Costomer subunit epsion 238 34460 197 1 10 s 7 s 057 133
APISHUMAN  Apoptosis inhibitor 5 237 58968 69 8 6 4 2 4 015 015
PROF2HUMAN  Profiin-2 237 15036 655 s s 2 2 2 028 013
RSUTHUMAN  Ras suppressor protein 1 236 31521 857 20 1 5 4 5 04 03
TOTPHUMAN  Transiationaly-controlled tumor protein 236 19583 480 12 8 3 5 6 044 187
GOTLIHUMAN  Goastosin-lke protein 233 15935 554 1 10 5 4 5 055 179
TMOS2 HUMAN  Transmembrane 9 superfamiy member 2 23 75725 123 n 10 3 3 3 012 032
ATLAHUMAN  Atlastin=3 231 60503 543 19 12 o 7 o 037 062
CRTAPHUMAN  Cartiage-associated protein 230 46532 55 12 10 6 5 s 02 056
SC65 HUMAN  Endopiasmic reticulum protein SC65 9 50349 458 4 2 2 2 i 01 018
RONIHUMAN  Reticulocabin-1 230 33866 486 15 9 6 3 6 03 038
VATB2 HUMAN  V-type proton ATPase subunit B, brai isoform 230 56465 557 1 7 10 5 10 043 045
RLGHUMAN  60S risosomal protein 230 32708 1059 12 9 ) 2 4 o1 029
LMF2HUMAN  Lipase maturation factor 2 230 79647 101 15 6 5 4 5 014 023
BIEAHUMAN  Bilverdn redu 230 33407 606 1 10 5 4 5 036 064
APEXTHUMAN  DNA~(apurinic or apyrimidinc site) yase 229 35532 833 15 1 5 4 5 028 05
LICHHUMAN  Lysosomal acid lpase/ chalesteryl ester hydrolase 28 45300 642 ) 7 5 4 5 028 044
RBGPR HUMAN  Rab3 GTPase-activating protein non-catalytc subunit 228 155886 54 12 7 7 3 7 o014 014
PSCSHUMAN  Dekta-1-pyrroline-5-carboxylate synthase 226 87248 666 43 " 10 5 10 02 021
SCRNIHUMAN  Secernin-1 226 46353 456 18 13 [} 5 [} 029 057
HNRPFHUMAN  Heterogeneous nuclear ribonucleoprotein F 225 45643 538 ) 4 4 2 4 025 02
HNRPMLHUMAN  Heterogeneous nuclear ribonucleoprotein M 225 77464 884 1 9 3 s 6 o017 024
HEBP1HUMAN  Heme-binding protein | 224 21084 571 s 7 2 1 2 o017 022
CDIS HUMAN  CDI0S antigen 223 161587 559 7 1 10 6 10 015 02
COIATHUMAN  Colagen aoha=1(0I) chain 220 138479 621 2 1 ) 7 [ 01 024
PSDEHUMAN 265 proteasome non-ATPase regulatory subunit 14 217 34555 606 18 10 s 3 s 039 062
PPGBHUMAN  Lysosomal protective protein 217 54431 616 1 3 7 4 7 027 036
ADTZHUMAN  ADP/ATP translocase 2 02 32831 971 18 7 7 4 4 032 066
OLATHUMAN  Obg-lie ATPase 1 217 44715 764 12 [ s 3 s 03 032
RAB35 HUMAN  Ras-related protein Rab-35 134 23011 852 12 6 4 3 s 023 o1
TSPOHUMAN  Transhocator protein 215 18816 943 13 s 3 3 3 048 092
KAP2 HUMAN  cAMP-dependent protein kinase type li-alpha regulatory subunit 212 45490 496 5 3 2 1 2 008 o1
ANG2BHUMAN  Acidc leucine-rich nuclear phosphoprotein 32 family member B 211 28770 354 6 6 3 s 2 027 054
ANG2AHUMAN  Acid leucine~rich nuslear phosphoprotein 32 family member A 87 28568 399 5 2 3 2 2 02 034
SEPTO HUMAN  Septin-9 211 65361 906 23 8 9 4 o a1 029
NROGHUMAN  Nardiysin 211 131488, 489 13 5 8 2 s o1 o1
EFTUHUMAN  Elongation factor Tu, mitochondil 210 49510 726 2 9 9 4 9 034 04
PURZHUMAN  Trifunctional purine biosynthetic protein adsnosine~3 209 107699 626 13 6 o 4 o 023 017
GOSTHUMAN  Rap! GTPase-GDP dsociaton stimulator | 200 66275 517 s 4 4 2 4 013 013
MIFHUMAN  Macrophage migration inhibiory fastor 200 12468 174 16 1 3 3 3 036 167
DPPIHUMAN  Dipeptidy peptidase 3 209 82538 502 16 13 9 s o 026 058
VATAHUMAN  V-type proton ATPase catalvtic subunit A 205 68260 535 1 7 8 5 s 034 038
FAAAHUMAN  Fumanylscetoacetase 205 46344 646 12 s 3 3 6 035 031
HMGS | HUMAN  Hydroxymethylglutaryl-CoA synthass, oytoplasmic 205 57257 522 2 9 9 6 o 038 066
FKBPS HUMAN  Pegticyi-prolyl cis—trans isomerase FKBPS 205 51180 51 ) 6 s 3 s 021 028
IMATHUMAN  Importin subunt alpha-1 204 59991 489 20 10 s 5 7 035 063
ABHDAHUMAN  Mycophenolc acid acyi-glicuronids esterase, mitochondril 203 33911 88 7 7 2 2 2 012 028
PROX3HUMAN  Thioredoxin~dependent peroxide reductase, mitochondrial 208 21675 767 9 8 4 3 4 042 057
SCFDIHUMAN  Sec! famiy domain-containing protein | 203 72334 589 12 7 3 3 6 022 025
SNAAHUMAN  Alpha-soluble NSF attachment protein 203 33211 523 15 n 6 4 6 035 065
STAT2HUMAN  Signaltransciucer and sctivator of transcripton 2 203 97855 534 1 7 7 4 7 017 019
IMALHUMAN  Importin subunit apha-1 200 57826 525 5 4 2 i 2 008 007
SGMRI_HUMAN  Sigma non-opioid ntracelulr receptor | 201 25112 561 10 6 4 3 4 043 064
PSMD4HUMAN 265 proteasome non-ATPase regulatory subunit 4 200 0711 468 6 5 4 3 4 019 036
HPTHUMAN  Hastoglobin 198 45177 613 18 n 3 s 6 026 032
RWDDI_HUMAN  RWD domain-containing protein | 198 21922 4 ) 7 2 2 2 023 034
SETHUMAN  Protein SET 198 33469 a2 1 i 4 3 4 027 045
NUDGHUMAN  Nuclear migration protein nudc 198 38219 527 10 7 2 2 2 01 024
AKAP2HUMAN  A-kinase anchor protein 2 198 94603 504 s 6 2 1 2 007 014
STPIHUMAN  Stross-induced-phosphaprotein | 197 6259 64 2 5 s 4 s 027 031
FKBPOHUMAN  Pepticyi-prolyl cis—trans isomerase FKBPS 196 63044 491 9 6 5 s 5 o1 022
DCILIHUMAN  Cytoplasmic dynein 1 lght intermedate chain 1 194 56544 601 n 7 3 3 3 ot 025
ATPSLHUMAN  ATP synthase subunit &, mitochondrial 194 11421 965 6 3 4 i 4 048 043
SYKHUMAN  Lysine——tRNA ligase 194 68005 594 1 s s 4 s 03 036
PGS2 HUM Decorin 194 39722 875 4 3 2 2 2 o012 023
VDACZ HUMAN  Votage-dependent anion-selective channel rotein 2 193 31547 74 10 7 s 2 5 036 03
LMANIHUMAN  Protein ERGIC-53 193 57513 63 1 3 s 3 s 04 024
OTUBI HUMAN  Ubiautin thoesterase OTUB1 193 31264 485 14 7 s 5 8 o061 094
GLUZB HUMAN  Glucosidase 2 subunit beta 192 59388 433 1 13 5 4 5 02 042
NASP.HUMAN  Nuclear autoantigenio sparm protein 191 85186 426 " s 6 4 6 o1 022
TWFZHUMAN  Twinfiin-2 1%0 39523 637 1 10 7 5 7 035 069
NPILIHUMAN  Nucleosome assembly protein 1-lke 1 190 45346 436 2 1 7 5 7 039 058
MGSTIHUMAN  Microsomsl glutsthione S-transferase | 188 17587 941 9 s 3 3 3 046 102
GTHRIHUMAN  ollagen triple helix repeat-containing protein 1 188 26207 831 7 7 1 i i 12 017
NIPSTHUMAN  Protein NoSnap homolog | 187 33289 935 13 8 4 3 4 021 045
TI26AHUMAN  Transmembrane protain 126A 186 21513 936 5 5 1 1 1 o1t 021
DHXS HUMAN  ATP-dependent RNA helicase A 186 140869 641 15 7 7 3 7 012 009
IPYRHUMAN  Inorganic pyrophosphatase 185 32639 554 " 10 s 6 s 054 I
PCNAHUMAN  Profferating cell nuclear antigen 184 28750 457 1 ) 7 5 7 056 106
DYNZHUMAN  Dynamin-2 183 98003 704 5 4 2 i 2 007 004
CPNELHUMAN  Copine-1 183 59022 552 1 12 5 4 s 024 042
HEXB HUMAN  Bota-hexosaminidase subunt beta 183 83071 620 13 7 6 3 6 019 022
PAILHUMAN  Plasminogen activator inhibitor | 183 45031 668 3 5 6 s 6 028 032
BASPI_HUMAN  Brain acid soluble potein | 181 22680 464 st 15 7 7 7 054 258
ABRALHUMAN  Costars famiy protein ABRACL. 180 9051 586 ) 5 2 i 2 046 056
PPICHUMAN  Peptidy-proyl cis—trans isomerase G 180 22749 848 12 10 2 2 2 031 107
HNRHT HUMAN " 179 49108 589 9 ] 4 3 4 018 029

“Protein score is calculated from the score of the peptide atiributed to the protein.

*plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein’

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
SNumber of unique sequences is a unique® number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
‘Exponentially Modified Protein Abundance Index (http:/www.matrixscience.comMhelp/quant_empai_help.htm)



Table $1. Contd.

UniProt/swiss- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant Num.ofunique  Sequence
Description Protein score® _mass (kDa)  pl® matches® matches® sequences® sequences’ sequences® coverage” _emPAl'

Transoristion intermedary factor -beta 178 86493 552 1o 7 0 ) 0 or 027
Succinyi-CoAd-ketoacid coenzyme A transferase 1, mitochondrial 175 56122 14 10 3 o s 6 029 05
Beta-hexosaminidase subunit apha 175 60664 504 9 3 5 4 4 021 032

Gutaredosin-1 17 11768 833 12 6 2 2 2 047 152

Aspartate aminotransferase, cytaplasmic 174 6219 652 13 5 4 2 4 016 02

Transferrin receptor protein 1 173 84818 618 2 15 ] 4 ) 02 022

Aldehyde dehycrogenase X, mitochondrial 173 57170 636 20 13 5 3 5 o1s 044

Gytosol aminopeptidase 172 56131 803 7 10 10 6 10 036 056

TP synthase 1 172 66648 602 8 8 ) 3 3 13 028

172 91861 697 21 n o 6 o 024 031

171 36010 531 5 s 4 2 4 025 026

i 26818 641 5 s 2 ' 2 02 017

167 108531 603 6 4 4 2 4 o 008

166 33276 983 1 3 7 4 7 039 065

166 61411 63 s 6 5 s 5 019 023

165 45717 606 il 7 n 2 4 024 02

165 s0368 855 18 o o 5 o 02 03

165 60062 842 20 o 0 4 o 038 032

165 51839 48 6 4 4 2 4 021 017

Electron transfer flvoprotein subunit alpha, mitohondrial 165 35058 862 s 3 ] 2 4 026 021

Serine protein phosphatase 24 56 163 69947 824 4 3 3 2 3 01 013

; y itoshondial 163 35793 816 13 s 4 2 4 019 026

Rho GTPaze-activating protein 1 162 50404 585 21 15 8 6 ) 036 064

Lysosomal Pro-X carboxypepticase 162 55764 675 7 ) 2 2 2 01 016

Rho GDP-dezaciation nhaitor 1 181 23193 502 2 12 s 5 8 os1 144

Oysteine and glyoine-rich protein | 161 20554 89 9 6 o 4 3 042 123

Bifunctional purine biosynthesis protein PURH 160 64575 627 17 7 1 4 1 038 029

Gostomer subuni: zeta-2 150 23533 508 7 6 ) 3 3 025 069

Ubiaitin carboxyl-terminal hyckolsse § 158 95725 491 1 8 8 5 8 02 024

Seauestosome-1 158 47657 51 9 3 o s 6 03 03

Non-specifc pd-transfer protein 157 58956 644 5 3 ) i 3 007 007

Dipeptioy pptidase | 157 51820 654 0 s o 4 3 036 038

Protein arginine N-methylransferase 1 157 41489 524 7 7 3 3 3 o014 035

Dusl pecificity mitogen-activated protein kinase kinsse 2 157 44396 612 5 5 2 2 1 012 021

Dual specificity mitogen-activated protein kinase kinase 1 150 3411 618 s 6 4 2 3 028 021
3S-hydroryacy-Coh dehydrogenase type—2 156 26306 766 8 3 5 4 5 03 085
Lysosome-associated membrane glycoprotein | 156 44854 9 15 6 4 2 4 o014 02

Sorting nexin-6 156 46620 581 8 5 3 3 3 013 031

Procolagen galsotosyitransforase 1 1855 71560 685 20 8 o 5 o 027 034

N dent malc enzyme 155 64109 578 5 4 4 4 4 019 03

Endoplasmic reticulum resident protain 20 154 26975 677 1 6 6 5 6 0ag 104

TP~ dspendent RNA helicase DDX1 154 82380 681 1 s 7 4 7 018 022
Long-chain-fatty-acid-—CoA lgase | 153 77893 081 6 4 5 3 5 o6 17

Dynactin subunit 1 152 141607 561 18 s 5 3 o o4 013
Uroporphyrinogen decarboxylase. 152 10761 577 1 7 8 3 8 05 036
Tripepticyi-popidase 1 150 61210 601 6 4 3 i 3 o 007

itogen-activated protein kinase 3 149 43108 628 ] 3 7 4 5 039 047

Importin subunt ssha-3 116 57851 18 15 4 ) ) 6 035 024

Glucasamine 6-phosphate N-acetyltranserase 149 20736 817 8 6 4 3 4 042 081

futathione synthetase 148 52352 567 s 5 7 5 7 025 0.9

ATP synthase subunit & mitochondrial 148 18480 521 8 5 3 2 s 034 056

Protein canopy homolog 2 148 20639 481 s 4 5 4 5 043 122

Nocsl moduistor 1 118 134230 554 18 7 10 5 10 019 017

Eukaryotic translation intation factor 4E 147 25082 579 12 6 4 3 4 033 064

Dnad homalog subfamily B member 4 145 37783 865 8 5 6 s 6 037 039

Non-POU domain-contsining octamer-bindng protein 145 54197 901 10 3 2 1 2 ot 008

Mitochondil import receptor subanit TOMTO 145 67412 675 7 5 4 2 4 016 013

Tenascin 145 240700 479 " 5 7 2 1 009 004
Adenosyhomocysteinase 144 47685 592 2 10 7 4 7 02 042

Far upstroam slement-binding protein 2 144 73070 685 10 3 [ ) ] 024 026

Gatenin doka- 144 108103 586 5 5 2 2 2 006 008

Putative phospholpase B-ike 2 144 65430 634 18 3 I 3 “ 02 029

Multiunstiona protein ADE2 144 47049 695 18 4 o 3 o 046 03

LM and senescent cell anigen-like-containing domain protein | 113 37226 843 ) 7 5 4 5 033 075

Gationdependent mannose-6-phosphate receptor 143 30873 557 4 4 2 2 2 0is 049

Tyrosine—-tRNA ligase, oytoplasmio 113 59106 661 1 o 5 4 5 015 033

Protein SEC13 homolag 142 ass18 522 ) 7 4 3 4 026 042
Ribulose-phosphate 3-cpimerase 12 24911 533 5 5 1 1 1 016 039

265 protessome non-ATPase regulstary subunit 3 141 60839 847 15 3 [ 4 8 025 031

Probable ATP-dependent RNA helicase DDX6 10 54382 885 1" 3 5 4 5 027 036

Quinone oxidoreductase PIGS 140 35514 667 5 3 4 2 4 02 025

Serpin B8 138 2739 541 3 3 1 1 1 006 01
Phosphatidyinositol-Bindng clathrin assembly protein 138 0710 77 s 4 4 i 4 022 o013

N-terminal kinase-lke protein 138 89575 594 4 3 3 2 s o 1

Eukaryotio translation iniiation factor 3 subunit | 197 36479 538 9 6 7 4 7 039 077

Kinesin~1 heavy chain 137 109617 612 13 5 10 s 1o 022 02

ovtopasmic 136 101052 582 9 2 4 1 4 o 004

sva 136 87743 671 18 7 o s 3 019 015
UFLI 135 89540 635 7 4 3 2 3 008 01
SRPRB HUMAN  Signal recognition particle receptor subunit beta 135 29684 917 3 3 2 2 2 013 032
ROSOHUMAN 60 kDa SS-A/Ro ribonucleoprotein 135 60631 827 9 7 5 3 5 o1s 023
EHDAHUMAN  EH domain-containing protein 4 135 61137 633 1 3 5 1 4 016 007
DHBAHUMAN  Peroxisomal mulitnctional enzyme type 2 135 79636 896 1 3 o 4 8 028 023
PSBIHUMAN  Proteaame subunit beta typ 134 26472 827 i s 6 3 6 04 087
Y Tor 133 20310 014 ) 4 ! 1 1 01 022
AP2A HUMAN  AP-2 comlox subunit agh 133 107478 663 33 s il 6 o 023 025
AP2AZHUMAN  AP-2 complex subunit alpha~2 83 103895 653 10 4 6 3 4 015 o013
ERPA44 HUMAN  Endoplasmic reticulum resident protein 44 132 16341 508 7 7 2 2 2 ot 019
GCITCHUMAN  C-I-tetrahydrofolate synthase, cytoplasmic 132 101495 689 27 10 13 7 7 028 033
SODGHUMAN  Superavide dismutase [Cu-Zn] 132 15926 51 14 5 4 3 4 054 7
IMAS HUMAN  Importin subunit alha-5 132 60184 4904 7 5 3 2 2 o4 023
GLRX3 HUMAN  Glutaradoxin-3 132 a7408 531 15 7 o 3 6 03 04
SIASHUMAN  Sialc acid synthase 130 40281 629 7 s 8 4 3 049 051
THYI HUMAN  Thy-1 membrane giycoprotein 130 17928 896 2 1 2 i 2 o8 026
DOTNSHUMAN  Dynactin subunit 3 130 21106 537 8 4 2 2 2 031 08
SCMCT HUMAN  Calsium-binding mitochondrial carrer protein SCaMO~1 130 53320 6 7 5 n 2 4 022 017
FHL2 HUMAN  Four and a halfLIM domains protein 2 129 32171 18 6 2 6 2 6 037 029
MAP4 HUMAN  Microtubule-associsted protein 4 129 120930 532 25 7 il 3 i o018 ot
TIGARHUMAN  Fructose-2.6-bisphosphatase TIGAR 128 30043 76 6 5 4 3 4 024 051
ENPP1 HUMAN famity member 1 128 104857 676 1 1 I} 3 3 o012 013

*Protein score s calculated from the score of the peplide attributed to the protein

“plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’.

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein

Number of is number of the i matched to proteins.
SNumber of unique sequences is a unique* number of peptides matched to proteins.

"Sequence coverage is the rafio of the total number of matched peptide residues to the total length of the protein.
'Exponentally Modified Protein Abundance Index (http:/www.matrixscience.comhelp/quant_empai_help.htmi).




Table $1. Cont5.

UniProt/SWIss- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant ~Num.ofunique  Sequence

PROT ID Description Protein score” _mass (kDa)  pl® matches® matches® sequences® sequences’ sequences® coverage' emPAl'
NAMPT HUMAN  Nicotinamide hosphoriosylransierase 128 55487 669 s 5 5 ‘ 5 022 046
ATZA2HUMAN  Sarcoplasmic/sndopiasmic reticulum caloium ATPase 2 128 114683 523 1s s 10 s 2 o018 02
GGPGOHUMAN  Golgi resident protein GGPGO 126 60556 502 6 3 5 s 5 02 023
BRI HU Carbony reductase [NADPH] 1 126 30956 855 9 6 4 2 4 021 051
SPBS HUMAN  Serpin 86 126 42504 518 9 5 4 4 4 o017 048
MRCZHUMAN  C-type mannose receptor 2 125 166568 554 15 s 9 s 9 016 013
RL22UHUMAN  60S ribosomel protein L22-fke 1 125 14598 937 5 5 1 i 1 02 032
1G12 HUMAN  HLA class | hstocompatiity antigen, Gw-12 aoha chain 125 40860 591 n 6 5 4 3 027 05
NACAZHUMAN  Nascent polypeptide-associsted complex subunit apha-2 101 23209 468 7 s 1 1 1 007 019
SYNGHUMAN  Asparagine~—tRNA lgase, cytoplasmic 123 62903 59 12 7 6 3 6 022 022
ESYTZHUMAN  Extended synaptotagmin-2 123 102204 933 5 3 3 1 3 007 004
QPCTLHUMAN  Glutaminyl-peptide cyclotransfarase-ke protein 122 42807 984 10 7 4 3 N 033 034
VKORI_HUMAN  Vitamin K epoide reductase complex subunit 1 122 18228 958 7 5 2 2 2 019 057
IASPPHUMAN  RelA-associsted inhibitor 121 89036 637 4 4 1 1 1 003 005
TOMI HUMAN  Target of Myb protein 1 120 53785 459 8 6 5 s 5 028 026
NGOZHUMAN  Ribosyldhydronicotinamide dehydrogenase [auinone] 120 25002 588 4 4 1 1 1 008 017
FUILHUMAN  Protein fightiess~1 homolog 120 144859 575 18 6 12 4 12 022 016
MXIHUMAN  Interferon-induced GTP-bindng protein M1 1o 75473 56 10 6 5 3 5 o8 025
LPXNHUMAN  Leupasin 119 43304 562 1 7 2 2 2 o 021
FASBAHUMAN  Protein FAMIBA 1o 55366 915 6 5 1 1 1 005 008
CATZHUMAN  Cathepsin Z 18 33845 67 3 3 2 2 2 o1z 028
IMDHZ HUMAN  Inosine-5"-monophosphate dehycrogenase 2 118 55770 644 13 3 8 5 s 034 045
PAPSI HUMAN  Bifunctional 3phosphoadenosine §'-phosphosulfate synthase 1 s 70788 64 6 2 4 2 4 o6 013
HSPES HUMAN  Host shock protein bota-6 118 17125 595 6 2 3 i 3 038 027
MBBIAHUMAN  Myb-binding protein 1A " 143762 934 s 4 7 3 7 009 008
KATS HUMAN  Kynurenine-—oxogiutarata transaminsse 3 7 51368 84 s 4 3 2 3 o8 018
ACBPHUMAN  Acyl-CoA-binding protein "7 10038 612 1 2 3 2 3 051 125
NAATS HUMAN  N-alpha-acetytransforase 15, NatA auxiary subunit " 101208 723 10 ‘ 8 3 s 016 013
GOLP3 HUMAN  Golgiphosphopeotei 116 33780 605 8 4 4 2 4 023 028
P Protein P 116 97489 588 15 5 s 2 s o1 009
FABPHHUMAN  Fatty acid-bindng protein, heart 115 14849 629 17 6 4 4 3 039 201
RTRAFHUMAN  RNA transcrition.transiation and transport factor protein e 28051 619 6 4 3 s 3 021 056
EHD2 HUMAN  EH domain-containing protein 2 14 61123 603 15 s 7 4 6 024 0at
ASAHIHUMAN  Acid ceramidsso i3 44631 752 4 2 4 2 4 022 021
GYIHUMAN  Cytachrome c1. heme protein, mitochondbil 13 35399 915 10 6 4 3 4 02 042
ing protein 17 113 13932 54 7 5 5 3 5 062 14
18 42248 604 13 7 3 2 3 023 022
3 242620 602 2 6 12 5 12 013 009
RL2O HUMAN 605 rbosomal protein L29 112 17741 1166 ) 5 2 1 2 17 026
AIFMI HUMAN  Apoptosis-inducing factor 1, mitochondral n2 66859 904 3 3 3 3 3 o 021
ANXATHUMAN  Annexin A7 10 52708 552 9 3 5 2 5 02 017
CULABHUMAN  Culin-4B 2 103916 701 3 2 3 2 3 005 008
SC24D HUMAN  Protein transport protein Sec24D i 112936 691 1 5 10 4 9 022 016
AIMPZHUMAN  Aminoacyl tRNA synthase complex-interacting mulitunctionalprotein 2 i 35926 845 15 7 7 5 7 053 08
DNPHIHUMAN  2-deoxynucleoside §'-phosphate N-hycolsse 1 i 19097 497 5 3 2 2 2 029 091
SC24AHUMAN  Protein transpart protein Sec24A 110 119674 758 3 3 1 i 1 003 004
HNRLIHUMAN  Hoterogensous nuclear ribonucleoprotein U-lka protein 1 110 95679 649 7 2 4 1 4 008 004
SIOAGHUMAN  Protein S100-A16 109 11794 628 5 4 2 i 2 029 041
GNSHUMAN  N-acetylglucosamine-6-sulfatase 109 62002 86 1 5 6 3 6 o019 022
ANMS HUMAN  Protein arginine N-methylransforas 109 72638 588 17 1 5 4 5 021 026
LYPAZHUMAN  Acyhsrotein thioesterase 2 108 24721 675 8 5 2 1 2 022 018
NUIGO HUMAN  Nuclear pore complex protein NupT60 108 162017 531 9 3 6 2 6 X 005
DI HUMAN  CDB1 sntigen 108 25792 508 6 3 2 2 2 018 038
ARFEHUMAN  ADP-ribosylation fsotor 6 108 20069 904 10 7 5 3 5 046 085
HCDHHUMAN  Hydroxyacyl-cosnzyme A dehydrogenase, mitochondial 107 34272 888 10 5 4 2 4 025 027
MESDHUMAN  LRP chaperone ME: 107 26060 76 7 5 4 s ] 03 061
SERCHUMAN  Phosphoserine sminotransferase 107 40397 756 17 4 s 3 s 049 036
SYAPI HUMAN  Synapse-associated protein | 106 39909 445 ) 4 1 i 1 01 023
MAGF1 HUMAN  Microtubule-sotin cross-inking faotor 1, iseforms 1/2/3/5 106 837787 528 50 4 28 3 2 008 002
GSTKI HUMAN  Glutathione S-transferazo kapos 1 105 25480 85 10 4 5 4 5 038 091
SYDOHUMAN  Aspartate——tRNA igase, cytoplasmic 105 57100 611 7 3 6 2 6 024 016
GBP1HUMAN  Guanylate-binding protein 1 105 67888 597 10 5 6 3 6 018 02
AGADS HUMAN  Acyl-GoA dehycrogenase famiy member 9, mitochondrial 104 66717 816 5 4 3 2 3 012 02
LTNIHUMAN  E3 ubiauitin-protein lgase listerin 104 200423 589 s 3 6 2 6 006 004
INFZHUMAN  Inverted formin-2 104 135540 526 1 4 9 4 9 017 013
ALTALHUMAN  Alpha-aminoadpio semiakiehyde dehydrogenase 104 58450 821 7 6 7 3 7 027 053
BINIHUMAN  Myc box-depandent-interacting protein | 108 64859 497 2 2 1 i 1 003 007
TBCDA HUMAN  TBO! domain famiy member 4 102 146471 657 7 2 6 i [ [ 003
SPSYHUMAN  Spermine synthase 101 41242 487 10 6 7 4 7 043 05
1PO4 HUMAN  Importin-4 101 118640 488 9 5 6 s 6 013 011
DOCK7HUMAN  Dedicator of oytokinesis protein 7 101 242407 634 12 6 7 4 7 008 007
MPPAHUMAN  Witochondriai-processing pepticase subunit apha 101 56216 645 3 3 2 2 2 008 015
S35B2HUMAN  Adenosin o 5-phosphosulfate transporter | 101 47484 932 2 1 2 1 2 007 009
SSBPHUMAN  Single-stranded DNA-binding protein, mitochondial 100 17269 959 6 2 s 2 I oa1 051
RLISHUMAN  60S riosomal protein L13 100 20247 165 15 5 4 2 4 019 041
GRNHUMAN  Granulins 100 63500 643 14 4 5 3 5 009 022
PEX14 HUMAN  Peroxisomal membrane protein PEX14 100 41212 489 3 3 1 1 1 01 011
PSD12HUMAN 265 protessome non-ATPase regulatory subunit 12 100 52671 753 n 3 7 2 7 032 017
USMGS HUMAN  Up-regulated during skeletal muscie growth protein 5 100 6458 978 4 2 1 i 1 026 085
DTDIHUMAN  D-aminoscyl-tRNA descylase | 9 23400 835 " 3 4 2 4 036 042
‘OSGEP HUMAN  Probabla tRNA N6-sdenosine threanylcarbamoylransferase 9% 36403 594 4 2 3 i 3 023 012
GD6IHUMAN  CDB3 antigen 9% 25619 814 37 13 3 2 3 021 052
ECM29 HUMAN  Protessome-associated protein ECM2 homolog 98 204160 674 1 4 1 2 1 019 004
THILHUMAN  Acetyl-CoA acetyitransferase. mitochondral % 5171 898 4 4 2 2 2 012 02
IVDHUMAN  Isovaleryi-GoA dehydrogenase, mitochondrial 907 46290 845 5 2 3 2 3 o8 02
AT Ornithine sminotranforase, mitochondrial o7 48501 657 9 5 7 4 7 032 054
HPRTHUMAN  Hypoxanthine-guanine phosshoribosylransferase 9 24564 621 3 3 2 2 2 028 04
MYOSB HUMAN  Unconventionsl myosin-1xa 9% 243249 81 9 2 7 i 7 006 002
EIFAHUMAN  Eukaryotic transiation ntation factor 3 subunit A 95 166468 638 8 3 5 1 5 006 003
APOLZHUMAN  Asolpoprotein L2 95 37069 628 6 4 2 2 2 017 04
RUVB1 HUMAN  RuvB-lke 1 o 50195 602 s i 3 i 3 01 009
A} Phosphoscetyiglucosamine mutase ot 50814 584 15 7 5 3 5 025 023
ACONHUMAN  Aconitate hycratase, mitochondial 94 85372 736 10 4 4 2 4 012 01
TADBP_HUMAN  TAR DNA-binding protein 43 0t 4711 585 6 4 5 4 5 029 045
ANFY1HUMAN  Rabankyrin-5 9 128318 57 18 9 s 2 s 015 007
PIHIHUMAN  Prolyl 3-hydroxylase 3 93 81786 598 3 4 6 2 6 016 017
SELNHUMAN  Selenoprotein N 9 65773 532 2 2 2 2 2 00 014
IF6HUMAN  Eukaryotic transiation initation factor § 9 26582 456 12 3 6 4 6 058 118
ERG28HUMAN  Probable ergosterol bosynthetic protein 28 0 15854 986 2 2 1 1 1 009 029
SYLC HUMAN A o 134379 695 i s 6 4 3 o014 013

*Protein score i calculated from the score of the pepide attibuted to the protein

®plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®"

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein’

Number of significant number of e the. matched to proteins.
“Number of unique sequences s a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (htip/www matrixscience commelp/quant_empai_help htm).
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UniProt/SWIss- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant ~Num.ofunique  Sequence
PROT ID Description Protein score” _mass (kDa)  pl® matches® matches® sequences® sequences’ sequences® coverage' emPAl'
1SGTS HUMAN  Usiquitin-Tke protein 1SG15 92 17876 68 0 2 + 2 0 036 058
UBAG HUMAN  Usiauitin-lke modifier-activating enzyme 6 92 117895 576 12 3 s 1 s 017 004
PYRZ_HUMAN  Inorgani pyrophosphatase 2, mitoshondrial 92 37896 707 5 3 4 2 4 02 025
VPI3CHUMAN  Vacuolar rotein sorting-assosiated protein 130 9 22124 638 12 4 10 2 10 007 002
TYPHHUMAN  Thymidne phosphoryla 92 49924 536 ] 5 3 2 3 013 018
ANXAGHUMAN  Annexin A% o1 35860 584 6 3 3 2 3 016 026
PRAFIHUMAN  PRAI famiy protein 3 ot 21600 977 7 4 2 1 2 016 021
GBFI HUMAN  Golsi-specic brefeldn A-resistance guanine nucleotide exchange factor | ot 206315 548 2 7 n 5 10 013 013
2ABA HUMAN phosphatase 2A 55 apn o1 51650 582 5 2 ) 2 ) o6 018
COCAI HUMAN Colagen alpha-1(XI)chain %0 332941 538 1 i 6 i 6 003 001
PGFRBHUMAN  Platelet-derived rowth factor receptor beta 9 123889 488 9 4 3 2 3 006 007
RETSTHUMAN  Altrans-ratinol 13,14-reductase 50 66777 854 3 3 1 i 1 006 013
SYRGHUMAN  Arginine——tRNA ligase, cytoplasmic %0 75831 626 10 5 8 4 s o017 025
OKSP3 HUMAN  GDKS roguiatory subunt-associatad protein 3 50 56885 468 6 5 3 3 3 009 025
ABDI2 HUMAN  Monoasyighycerol ipase ABHDIZ 80 45068 887 6 3 4 2 2 023 02
EIFSHHUMAN  Eukaryotic transiation intiation factor 3 subunit H 8 39905 609 19 6 s 3 s 035 037
AKTZHUMAN  RAC-bta serine/thraonine-protein kinaze 89 55733 598 4 2 3 i 3 ot 008
ARP1O HUMAN  Actin-related protein 10 8 6277 707 4 4 3 3 3 021 031
PPARI HUMAN phosphatase 4 1 89 106936 464 4 2 3 i 3 008 004
HDGF HUMAN  Hepatoma-derived growth factor 89 26772 47 ] 2 3 2 3 026 036
GYBSHUMAN  Cytachrome 55 & 15321 488 2 2 1 1 1 028 071
GUTAHUMAN  Protein Cuth & 19104 542 6 6 2 2 2 025 054
NXP20HUMAN  Protein NOXP20 & 60704 161 7 4 3 2 3 015 023
GHCTHUMAN  Mitachandrial gutamte carrier 1 87 34448 942 9 2 6 i 5 0a1 027
pendent mali tochondrial & 65402 753 4 2 3 1 3 X 007
QCR2 HUMAN  Gytochrome b-c1 complex subunit 2, mitochondrial 87 48413 874 7 2 4 1 4 o014 008
MAGDT HUMAN  Melanoma-associated antigen D1 87 86107 564 5 2 4 i 4 o2 005
RTNG HUMAN  Reticulon—4 & 129851 443 2 2 2 2 2 004 007
KLCT HUMAN  Kinesin ight chain 1 87 65269 587 8 3 5 2 5 012 014
LRCATHUMAN  Leucine-rich repeat-containing protein 47 & 63430 855 s 4 2 1 2 3] 007
GYFPIHUMAN  Gytoplasmic FMR1-interacting protein 1 86 145088 646 n 5 8 3 s 015 009
AEBPTHUMAN  Adpocyte enhancer-bindn protein | & 130847 505 3 1 2 1 2 003 003
ACADVHUMAN  Very ong-chai specific aoyl-CoA dehyrogenase, mitoshondrial 84 70345 892 4 2 4 2 4 015 013
ABCD3 HUMAN  ATP-binding cassette sub-family D member 3 84 75428 941 5 1 2 i 2 004 006
GLSK HUM Gutaminase kidney fsoform, mtochondrial 84 73414 785 s 5 4 3 4 o1 019
THFI HUMAN  Twifiin-1 & 40258 648 9 4 4 4 4 028 051
CDO9HUMAN  CD99 antigen 83 18836 458 3 2 2 1 2 039 024
SAPIHUMAN  Gangloside GM2 activator 83 20825 517 1 4 3 2 3 05 048
TPBLIHUMAN  Tumor necrosis factor abha-induced protein 8-lke protein 3 83 32639 875 2 2 1 1 1 007 014
SC24C HUMAN  Protein transport protein Sec240 8 118249 671 6 3 + 1 3 009 007
NEKS HUMAN  Serine/threanine~protein kinase 82 asest 826 5 2 2 i 2 021 0.2
ATPSLHUMAN  ATP synthase-couping factor 6. mitochondbil & 12580 952 4 2 2 1 2 032 038
FUBP1 HUMAN  Far upstream element-bindng protein 1 82 67518 718 8 3 7 3 7 02 02
GSTI2ZHUMAN  Glutathione S-iransforase theta~28 & 27490 599 3 3 1 1 1 01 016
GSTM3 HUMAN  Giutathione S-transferase Mu 3 82 26542 537 3 3 1 1 1 007 017
ATOXI HUMAN  Copper transsort protein ATOX1 82 7397 671 3 2 2 i 2 053 071
‘GLGB HUMAN ~aiha-glucan-branching enzyme 81 80423 587 25 12 9 3 9 028 017
GDCBT HUMAN  Hspd0 co-chaperone Cd:37 81 44440 517 6 5 3 3 3 016 032
SYTCHUMAN  Threonine-—tANA ligsse. cytoplasmio 81 83382 623 13 5 s 4 s o018 022
NUDTS HUMAN  ADP-sugar pyrophosphatase 81 24312 487 4 3 3 2 3 018 04
L1 Protein LZIC 81 21481 488 5 3 1 1 1 015 021
ICALHUMAN  Capastatin 81 76526 498 6 4 2 1 2 006 012
GALT2 HUMAN  Polypepide N-acetylgalactosaminyltransferase 2 i 64681 868 5 2 5 2 5 o4 014
COVIHUMAN  Protein CDV3 homlog 81 21318 606 4 2 3 1 3 033 016
NSDHL HUMAN & 1878 815 6 i 5 i 5 02 01
SFOIHUMAN  Spling factor | & 68286 907 6 4 3 1 3 [X) 006
ARFGI HUMAN  ADP-ribosylation factor GTPase-sctivating protein 1 80 44640 546 4 2 4 2 4 o8 021
THIMHUMAN  3-Ketoacyi-CoA thiolase, mitoshondrial 80 41898 832 5 3 4 s 4 028 035
QGRIHUMAN  Cytachrome b-c1 complex subunit 1, mtochondrial 80 s2612 594 15 2 4 2 4 015 017
LSMB HUMAN S enRNA-associated Smr-lke protein LSmb 80 9122 961 1 1 1 i 1 033 056
LIMATHUMAN  LIM domain and actin-bindng protein | 80 85173 641 4 1 3 1 3 008 005
SAMHIHUMAN  Deoxynucleoside trihosphate trisnosphohycbolase SAMHD! 80 72155 669 4 2 4 2 4 o 012
UZAF2 HUMAN  Spicing factor UZAF 65 kDa subunit 80 53467 919 4 3 3 2 3 01 017
OPTNHUMAN  Optineurin 80 65880 517 1 1 1 1 1 003 007
ARLZHUMAN  ADP-ribosyltion factor-ike protein 3 7 20443 674 6 1 3 1 3 036 022
MMPZHUMAN 72 KDa type IV collagonase 7 73835 526 6 3 3 2 3 013 018
BIDHUMAN  BH3-interacting domain death agonist 7 21981 527 7 4 3 2 3 02 046
LMAN2HUMAN  Vesicular integra-membrane protein VIP36 7 40203 645 10 5 4 4 4+ 028 051
NUIGI HUMAN  Nuclear pore complex protein Nup133 . 128898 497 5 3 4 2 4 006 007
POXKHUMAN  Pyridoxal kinase i 35080 575 9 3 7 2 7 049 027
GRHPRHUMAN  Giyoxylate roduotase/ hycrompyruvata reductase 7 asets 701 9 6 4 3 4 027 042
UBE2ZHUMAN  Utiquitin-conjugating enzyme E2 2 7 38186 537 2 2 1 i 1 006 011
AKAIZHUMAN  A-kinase anchar protein 12 7 191367 437 18 6 9 4 9 o1 009
TPBGHUMAN  Troghoblast ghycoprotein 7 46003 635 7 3 2 2 2 008 02
GSPEHUMAN  GOH/6PGL endoplasmic bifunctional protein n 88836 684 15 4 7 3 7 o8 015
DIAPT HUMAN  Protein daphanous homolog 1 7 141258 531 i 4 10 3 10 017 009
POYIAHUMAN  Gholine~phosphate cytidyltransferase A 7 41705 682 [ 1 3 1 3 013 01
FOFTHUMAN  Sauslens synthase. 7 48084 61 9 2 6 2 6 023 019
CULZHUMAN  Culin-2 7 86927 645 5 3 2 i 2 01 005
LARPIHUMAN  La-related protein | 7 123434 891 5 4 3 2 3 004 007
IFIAXHUMAN  Eukaryotic translation iniistion factor 1A, X-chromosomal 76 16450 507 4 3 1 i 1 01 028
AASSHUMAN  Alpha-aminoadpic semiakdehyde synthase, mitochondrial 7% 102066 618 6 3 5 2 5 o 009
PA2G4 HUMAN  Profforation-associated protein 2G4 76 43759 613 5 2 4 2 4 021 021
EXOC3 HUMAN  Exocyst complex component 3 7 86790 58 3 2 2 i 2 008 01
TRIZ5HUMAN  E3 ubiauitin/ISGIS ligase TRIM25 7 70028 844 s 4 3 1 3 008 012
EIFSJHUMAN  Eukaryotic transiation iniiation factor 3 subunit J 76 29045 472 1 i 1 i 1 005 015
GMPPBHUMAN  Mannose~1-phosphate guanyftransferase beta b 30800 616 5 2 4 2 4 024 023
HEMO HUMAN  Hemopesin 76 51643 655 1 7 7 3 7 oai 038
ABHEB HUMAN  Protein ABHD1 48 s 2332 594 3 3 3 s 3 03 074
SPEEHUMAN  Spermidne synthase 5 33803 53 10 6 6 3 6 05 044
PLAP HUMAN  Phospholpsso A-2-sctivating protein 5 87101 596 9 3 5 i 5 12 005
ETFBHUMAN  Electron transfer favoprotein subunit beta 75 27826 824 1 1 1 1 1 007 016
GORTB HUMAN  Coronin-18 3] 54200 561 1 3 5 3 5 018 026
CMBLHUMAN  Carboxymethylencbutenoldase homolog 7% 28030 611 6 2 3 i 3 021 016
GONHUMAN  Gia-derived nexin 5 43974 935 2 2 1 1 1 007 [
NOLNHUMAN  Nicsin 7 62935 64 s 5 3 2 3 012 014
HINTI HUMAN  Histidne trisd nuclestide-bindng protein 1 7 19793 643 1 4 3 2 3 06 081
MXRAT HUMAN  Matrix-remodeling-assaciated protein 7 2 21452 420 2 2 1 i 1 o1 021
FABPS HUMAN  Fatty acid-bindng protein, epidermal 2 15155 66 15 3 3 1 3 034 031
TBOB HUMAN __ Tubuln-foldng cofactor 8 74 27308 506 3 i 3 i 3 o1 016

*Protein score i calculated from the score of the pepide attibuted to the protein
“plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®"

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein’

Number of significant number of e the. matched to proteins.
“Number of unique sequences is a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues o the total length of the protein.
'Exponentially Modified Protein Abundance Index (htip:/www matrixscience commelp/quant_empai_help htm).
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UniProtiSWIss- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description Protein score® _mass (kDa) _ pl® matches® matches* sequences® sequences’ sequences® coverage” _emPAl'
‘GSNS HUMAN  GOP signalosame campex subuni & 7% 525 7 0 ‘ 2 0 049 o7t
KCDI2HUMAN  BTB/POZ domain-contaning protein KCTD12 u 35670 551 9 ] 4 2 4 023 026
TPDS4 HUMAN  Tumor protein D54 7 22224 526 7 3 3 2 3 033 015
CDA4HUMAN  CDA4 antigen 8 81487 513 2 2 2 2 2 004 o1
RFAZHUMAN  Reglication protein A 32 kDa subunit 72 29228 575 6 2 4 i 4 031 015
TXTPHUMAN  Tricarboxylate transport protein. mitoshondil 7 33091 991 9 3 4 2 4 022 028
‘GHMAB HUMAN  Charged multvesicular body protein 4b 72 24535 476 2 2 2 2 2 019 039
COSATHUMAN  Collagen apha-1(V) chain 2 183447 404 18 2 10 2 10 014 005
SPTC2HUMAN  Serine palmitoyltransierase 2 2 62884 788 3 1 3 i 3 013 007
HGSHUMAN  Hepatocyte growth factor-regulated tyrosine kinase substrate 2 86138 584 7 4 3 2 3 008 01
VASPHUMAN  Vasodiator-stimulated shosshoprotein 2 39805 905 5 2 4 2 4 014 023
IFM3HUMAN  In induced transmembrane protein 3 2 14622 649 2 2 2 2 2 038 015
(OGHUMAN  Cysteine——tRNA ligase, cytopiasmic 2 85419 631 7 3 4 1 4 013 005
SPNSTHUMAN  Protein spinster homalog | 72 56504 61 3 2 2 i 2 008 008
GUAAHUMAN  GMP synthase [giutamine-hydrolyzing] il 76667 642 3 2 3 2 3 013 012
VATLHUMAN  V-type proton ATPase 16 kDa proteolid suburit 7 15725 798 3 3 i i 1 02 03
H2AZAHUMAN  Histone H2A type 2-A 7 14087 109 3 3 1 1 1 022 034
LUNAHUMAN  Pralamin-A/C. 7 74095 657 10 3 6 2 6 015 012
CKAPSHUMAN  Cytoskeleton-assosiated protein 5 7 225352 795 6 2 6 2 o 005 004
ARK72 HUMAN  Afstoxin BT aldehyde reductase member 2 7 39564 67 5 3 2 2 2 014 023
ACPHHUMAN  Acylamino-acid-releasing enzyme 70 81173 529 9 3 6 3 6 017 017
MMS18 HUMAN  MMS18 nuclootide excision repai protein homolog 70 13217 592 5 2 4 i 4 007 004
RPBIBHUMAN  DNA-drected RNA polymerase Il subunit RPB11-b1 0 13080 628 5 4 1 1 1 028 086
TMODS HUMAN  Tropomoduin-3 70 39570 508 10 6 3 2 3 024 037
UGRILHUMAN  Putative cytochrome b-c1 compiex suburit Rieske-lke protein 1 7 30796 904 1 1 1 1 1 007 014
SCRBI HUMAN  Scavenger receptor class B member | 70 60838 855 9 2 5 1 5 028 007
RPN HUMAN subunit 1 7 68527 596 2 n 10 4 10 029 028
MGATI HUMAN  Algha-1. 70 50846 925 7 3 4 i 4 013 009
EFHD2 HUMAN  EF-hand domain-cantaining protein D2 7 26680 515 3 2 2 i 2 015 017
1SOG2 HUMAN  Isocharismatase domain-cantaining protein 2 6 22323 767 4 3 3 2 3 035 045
GRKHUMAN  Adspter molecule crk 69 33810 538 2 2 2 2 2 012 028
DHX29_HUMAN  ATP-dependent RNA helicase DHX29 69 155139 83 2 2 1 1 1 002 003
ABI HUMAN  Ablnterac: 6o 55047 657 5 3 3 i ) 014 008
PSMEIHUMAN  Proteasome activator complex subunit 1 61 28705 578 4 3 3 2 3 017 033
PMM2HUMAN  Phosphomannomutase 2 £ 26064 635 6 2 4 i 4 025 016
SI0A4HUMAN  Protein S100-A4 68 11721 585 7 h 4 1 3 058 1
ONDI HUMAN  Gondensin complox subunit | 6 157082 619 7 1 3 i 6 o1 003
IFABHUMAN  Eukaryotic transiation iitiation faotor 48 6 69110 555 9 4 3 2 3 o1t 013
HAP28 HUMAN 28 KDa heat- and acid-stable phosphopeotein 6 20618 884 3 2 2 2 2 016 049
FKBI4 HUMAN  Peptidy-proly| cis-trans isomerase FKBP14 6 24156 569 7 5 3 2 3 024 041
BAG2HUMAN  BAG famiy molecular chaperone regulator 2 6 23757 625 12 6 5 1 5 047 019
IF2PHUMAN  Eukaryotic translaton itiaton factor 58 6 138742 539 18 7 1" 5 i 019 016
PGMZHUMAN  Phosphoglucomutase—2 6 68240 628 2 2 2 2 2 006 013
ATPDHUMAN  ATP synthase subunit delta, mitochondil 66 17479 538 5 3 3 2 a 065 103
AKIGSHUMAN  Aldo-keto reductase famiy 1| member C3 6 36830 806 2 1 2 1 2 015 012
IRFSHUMAN  Interferon regulatory factor 3 66 47130 517 2 1 2 i 2 008 009
TIC3THUMAN  Tetratricopeptide repeat protein 37 65 175975 747 9 2 s 2 8 o 005
LYOXHUMAN  Protein-lysine 6-oidase. 65 16915 836 5 5 1 i 1 008 019
RIRIHUMAN  Ribonucleoside-diphosphate reductase lrge subunit 65 90013 676 s 4 6 2 o 018 o1
TRIP4 HUMAN  Activating signal cointegrator 1 65 66105 805 1 1 1 i 1 006 007
SYMPK HUMAN  Symplekin 6 141089 582 4 1 3 1 3 007 003
OCADI HUMAN  OCIA domain-contaiing protein 1 64 27609 102 1 1 1 i 1 005 016
TM214HUMAN  Transmembrans protein 214 64 7101 928 7 4 4 3 4 014 o1
GPNES HUMAN  Copine—3 64 60092 56 6 5 4 s 4 019 023
NESTHUMAN  Nestin 64 177332 435 4 1 3 i a 003 002
DOXRHUMAN  L-xylulose reductase 6 25897 833 4 s 2 2 2 019 038
MYADM HUMAN  Myeloid-associsted dferentistion marker 64 35250 853 2 1 i i 1 007 012
CYGBHUMAN  Cytoglobin 6 21391 632 4 2 2 i 2 024 021
& 35873 791 5 3 3 i a 031 012
6 199944 617 12 4 s 3 3 o1 006
SNXBHUMAN  Sorting nexin-8 62 52536 66 ] 2 3 i 6 015 008
RAPHI_HUMAN 1 I3 135171 897 10 1 3 1 3 004 003
SERGI HUMAN  Serine incorporator 1 62 50461 559 2 1 2 i 2 o1 009
GPPED HUMAN  Serine/threanine-protein phosphatase CPPEDT 3 35526 578 6 3 4 3 I 027 042
GHM2AHUMAN  Charged multvesicular body protein 2 62 25088 588 6 1 3 i ) 017 018
MUTAHUMAN  Mothyimslonyl-GoA mutase. mitochondial 61 83082 648 4 2 3 1 3 009 005
MPVI7HUMAN  Protein Moy 61 19720 954 6 4 2 i 2 036 052
GNALS HUMAN  Guanine nucleotide-binding protein suburit spha-14 61 41544 581 4 3 3 2 2 ot 022
GODHHUMAN  Glutaryi-Goh dehydrogenase. mitochondria 6 48096 831 3 2 1 1 1 004 009
ACODHUMAN  Acyi-CoA desaturase 0 41495 907 6 4 3 2 a 009 022
DPIIBHUMAN  DOG-interacting protein 13-beta 60 74445 487 6 2 5 i 5 02 006
E2AK2 HUMAN kinasa &0 62056 658 5 2 4 2 4 013 014
GPAAT HUMAN  Gycosylhosphatidvinositol anchor attachmen 1 protein 6 67580 816 3 2 1 1 1 004 006
PIMTHUMAN  Protein-L-isoaspartate(D-aspartate) O-methyltransferase 0 24621 67 6 N 4 4 2 045 036
CXGAIHUMAN  Cytochrome  oxidase subunit 6AI, mitochondrial 59 12147 93 3 2 2 1 2 045 04
MVDT HUMAN  Diphosphomevalonate decarbosylase 59 43377 67 9 4 5 2 5 039 021
PCOGIHUMAN  Procollagen G-endopeptidase enhancer | 59 47902 741 13 4 5 3 5 029 03
RBMS HUMAN  RNA-binding protein 3 59 17160 836 6 3 3 2 3 033 051
MFGMHUMAN  Lactaderin 59 43085 847 9 4 3 2 3 o1 021
ARPCS HUMAN  Actin-related protein 2/3 complex subunit 5 58 16310 547 2 1 2 i 2 035 029
SGMR2HUMAN  Sigma ntracelulr roceptor 2 58 20834 942 6 3 2 1 2 029 022
NUCBI HUMAN  Nucleobindn~1 5 53845 515 i 5 5 2 5 026 017
RUZAHUMAN U2 small nuclear ribonucleoprotein A" 58 26398 872 5 1 3 1 3 028 016
BOLA2 HUMAN  BolA-lke protein 2 5 10110 607 2 1 2 i 2 031 049
IAHTHUMAN  Isoamyl scetata-hydolyzing esterase 1 homalog 58 27581 513 4 3 2 2 2 016 035
EWSHUMAN  RNA-bindng protein EWS 58 68436 937 i 1 i i 1 003 006
GLCMHUMAN  Glucasylceramidsse 51 59678 729 12 4 4 3 4 019 023
TIMA4 HUMAN  Mitochondrialmport inner membrans translocase subunit TIMA4 57 51323 851 2 1 2 1 2 009 008
PSMDS HUMAN 265 proteasome non-ATPase regulatory subunit 5 51 56160 535 1 2 4 2 4 017 016
DAZPI HUMAN  DAZ-associated protein | 57 43956 873 1 1 i 1 1 004 01
ATPGHUMAN  ATP synthase subunit gamma. mitachondrial 51 32075 923 4 2 3 2 3 022 029
0D02 HUMAN component of complex, mitochondril 57 8724 911 7 3 s 2 5 023 019
BROXHUMAN  BROT domain-containing potein BROX 51 46447 755 2 1 2 i 2 o1t 009
LATIHUMAN  Large neutral amino acids transporter smal subunt 1 51 54974 79 5 4 2 1 2 o1 016
ATPSLHUMAN TP synthase subunit e, mitoshondi 51 7028 934 1 1 1 i 1 02 056
TMM33 HUMAN  Transmembrane protein 56 27960 975 4 3 2 1 2 023 016
ABCBE HUMAN  ATP-binding cassette sub-famiy B member 6, mitochandrial 56 93826 875 3 3 [ i 1 003 005
UBR4HUMAN 3 ubiqitin-protein igase UBR# 56 573476 51 25 4 19 4 19 009 003
PREPHUMAN  Preseauence protease. mitochondrial 56 117338 645 15 4 7 3 013 o1t
1POY HUMAN __ Importin-9 56 115889 a7t 3 4 5 3 5 015 o1t

*Protein score is calculated from the score of the peptide attributed o the protein

“plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein*".

“Number of significant matches is spectrum number tein and exceeds the crteria
“Number of sequences is number of peplides maiched to protein®.

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
INumber of unique sequences is a unique*® number of peptides matched to proteins.

"Sequence coverage is the rafio of the total number of matched peptide residues to the total length of the protein.
'Exponentally Modified Protein Abundance Index (tip /www matrixscience.commelp/quant_empai_help.htmi).
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Table $1. Cont8.

UniProtiSWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence

PROT ID Description * mass (kDa)  pl® matches® matches® sequences® sequences’ sequences® coverage” _emPAl'
GRG2 HUMAN  Mombrane-associated progesterons receptor component 2 5 23804 476 2 2 T T T 1
SPREHUMAN  Sepapterin reductase 55 28031 824 1 1 1 1 1 008 016
(HUM Transthyretin 55 15877 552 2 2 1 1 1 015 029
HS105 HUMAN  Heat shock protain 105 kDa 55 96804 528 1 1 8 i [ 015 004
LASP1 HUMAN LM and SH3 domain protein 1 55 29698 661 10 3 4 3 4 021 052
RMI2 HUMAN 39S ribosomsl protein L1 2. mtochondial 55 21335 904 3 1 3 1 s 031 021
STXTHUMAN  Syntaxin-7 55 20797 541 3 2 2 1 2 019 o1
MYDGF HUMAN  Myeloic-derived growth factar 55 18783 62 4 2 2 1 2 o1z 025
JOSZHUMAN  Josephin- 55 20743 69 1 1 1 i 1 o1t 022
TSI0 HUMAN  Tumor susceptbity gene 101 protein 55 43916 606 6 1 . 1 4 02 [X)
FACELHUMAN  CAAX preny protease | homolog 54 54778 712 3 1 2 1 2 007 008
QORHUMAN  Quinone oxidoreductase 54 35185 856 3 4 o 4 3 034 06
DERLI HUMAN  Derf=1 54 28782 954 1 1 1 i i 008 o015
D59 HUMAN  GDS9 ghcoprotein 54 14168 602 2 1 2 i 2 o1 033
LAMP2 HUMAN  Lysosome-associated membrane ghcoprotein 2 54 44932 535 1 1 1 1 1 004 [X]
ROHI4HUMAN  Retinol dehydrogenase 14 54 36841 902 3 1 2 1 2 ot 0.2
HNRPLHUMAN  Heterogensous nuclear ribonucleoprotein L 54 64002 846 . 3 3 2 3 018 014
1716 HUMA Gamma-intarfaron-inducible pratain 16 54 88199 931 5 1 3 i 3 008 005
MMP 14 HUMAN  Matrix metaloproteinase~14 54 65852 763 4 1 4 1 4 008 007
PPMIFHUMAN  Protein phosghatase 1F 54 49800 489 3 2 2 2 2 013 018
TBLZHUMAN  Transducin bota-like protein 2 58 49766 952 1 1 1 1 1 003 009
GHSPIHUMAN  Caloium-regulatod heat-stable protein 1 53 15882 841 2 2 1 1 1 024 029
DDTLHUMAN  D-dopachrome decarborylase-fke protein 53 14186 589 7 5 3 2 3 052 078
ARFP1HUMAN  Arfptin-1 53 41713 624 6 2 2 1 2 01 022
NUAMHUMAN  NADH-ubiquinone oxidoreductase chain 4 58 51547 94 1 1 1 1 1 003 008
DOLKHUMAN  Dolchol kinase 53 59229 887 5 2 4 1 4 o012 007
SWPTOHUMAN  Suitch-associated protein 70 52 68954 566 10 4 5 2 s 015 013
JUPLT HUMAN  Jupiter microtubule sssociated homolog 1 52 16005 547 1 i 1 ' i 012 029
SHIKI HUMAN  SH3 domain-containing kinase-binding protein 1 52 73082 624 5 2 4 2 4 008 o012
PGBMHUMAN  Basement membrane-specific heparan sufate proteoglycan core protein st 468532 606 o 1 3 1 s 004 001
H2ATB HUMAN  Histane H2A type 1-8/E 51 14127 1105 1 1 1 1 1 022 034
MSMOT_HUMAN  Methylsterol monooxygenase | st 35193 675 5 3 3 2 3 018 027
TRIAT HUM ipartite moti-containing protein 47 st 69488 603 10 1 2 1 2 006 006
SGIBAHUMAN  Protein transport protein Sec16A 51 233373 54 10 2 7 1 7 008 002
SOATIHUMAN  Sterol O-acyltransferase 1 51 64692 908 5 2 4 1 4 o8 007
BDH2 HUMAN  3-hycrosybutyrate dehydrogenase type 2 st 26707 756 2 2 1 1 1 009 017
ADRO HUMAN  NADPH:adrenodoxin oxidoreductase, mitochondis st 53803 872 5 2 2 i 2 01 o008
CSNIHUMAN  COPS signalosome complex subunit 1 st 55501 63 3 1 3 1 s 015 008
AP3BIHUMAN  AP=3 complex subunit beta~1 51 121244 576 13 5 o 3 o 014 ot
ULATHUMAN  NEDDB-sctivating enzyme E1 reguiatory subunit o 60209 525 “ 2 4 2 4 021 015
MICI3 HUMAN  MICOS complex subunit MIC13 50 13079 944 2 2 2 2 2 044 086
TCP4 HUMAN by 50 14388 95 4 i 2 1 2 031 033
AATMHUMAN  Aspartate aminotransferase, mitochondrial 50 47487 914 4 s s s s 01 03
VASNHUMAN  Vasorin 50 71668 716 2 2 1 1 1 006 006
GPXIHUMAN  Gutathione peroxidase 1 50 22075 615 10 4 4 2 4 04 045
RECQT HUMAN  ATP-dependent DNA helicase Q1 50 73410 812 ) 1 3 1 3 01 006
HUWEL HUMAN  E3 ubiuitin-protein igase HUWET 50 481589 51 14 3 8 2 s 005 002
HYEP HUMAN  Eponide hycrolase | 50 52915 677 4 1 3 1 s 015 008
PTPAHUMAN  Serine/threonine-protein phosphatase 2A activator 50 40641 563 5 2 2 1 2 018 023
TBODHUMAN  Tubuin-specifc chapo 50 132515 58 7 2 7 2 7 o1t 007
ALGIHUMAN  Chitobiosyldphosphodolchol beta-mannosyitransferase a9 52484 681 2 2 2 2 2 01 017
NPCZ HUMAN  Epiddymal secretory protein E1 49 16559 756 3 1 3 1 s 033 028
PNPHHUMAN  Purine nucleoside phosphoryiase 9 32007 645 3 5 5 3 5 031 047
LSM7HUMAN  UB snRNA-associated Sm-lke protein LSm 19 11595 51 6 3 2 1 2 057 042
ECMIHUMAN  Extracellar matrix potein 1 a9 60635 625 3 1 3 i 3 ot 007
LGMN HUMAN  Legumain 49 49379 607 1 1 1 1 i 007 009
TXIBS HUMAN  Tax!-binding protein 3 o 13726 804 3 1 2 1 2 038 035
PSMDE HUMAN 265 proteasome non-ATPase regulatory subunit 8 s 39587 973 1 1 1 1 1 004 o1
OBXSHUMAN  Ghramobox protain homolog 3 4 20798 523 4 2 2 2 2 025 049
BCATZ HUMAN s 44259 888 ) 3 2 ' 2 015 01
FKBIAHUMAN  Peptidyi-probl cis-trans somerase FKBP1A @ 11943 788 18 s 6 2 6 078 097
AFZHUMAN  4F2 cell-surface antigen heavy chain s 67952 489 5 2 s 2 s 009 013
SBDS HUMAN  Ribosome maturation peotein SBDS 8 28745 891 4 2 3 1 3 022 015
YIFIBHUMAN  Protein YIF1B . 34413 921 ) 3 1 i i 008 013
GREL2 HUMAN  Cysteine-rich with EGF-iike domain protein 2 @ 38166 45 2 2 1 1 i 004 ot
NIGAHUMAN  Nicastrin s 78362 567 2 1 1 1 1 004 005
HUM UMP-CMP kinsse s 22208 544 3 2 2 1 2 o1 02
MAPTAHUMAN  Microtubule-associated protein 1A o 305208 85 1 3 o 3 o 006 004
EMCTHUMAN R membrar a 11689 738 E) 3 2 2 2 005 008
UM Pyruvate carboxyla hondial 4 129851 637 3 1 2 1 2 002 003
HMIS HUMAN  Minor histocompatibilty antigen H13 a 41462 601 4 2 s 2 s 02 022
SSROHUMAN  Translocon-associated protein subunit defta a 18987 576 o 4 2 2 2 018 054
GHMP3 HUMAN  Charged multivesicular body protein 3 a 25057 51 1 1 1 i i o4 018
DHRSTHUMAN  Dehydrogenase/reductase SDR family member 7 4 38274 859 7 1 3 i 3 021 011
RTO6 HUM. 285 rivosomal protein S6, mitochondrial 4 14218 93 3 2 1 1 1 018 033
AKIGI HUMAN  Aldo-keto reductase family | member G a 36765 802 o 3 4 3 4 033 04
ITAVHUMAN  Integrin alpha-V a 115984 545 3 2 6 2 3 01 007
DPP2 HUI Dipeptid peptidase 2 4 54307 591 4 1 2 i 2 008 008
APMAP HUMAN  Adipocyte plasma membrane-associated protein 4 46451 582 1 3 3 2 3 018 02
VAGHHUMAN  Protein VACI4 homolog 4 87917 576 6 1 4 1 4 012 005
AGOCHUMAN  Cytoplasmio aconitate hydratase 6 98337 623 7 2 3 1 3 007 004
APTGI HUMAN  AP~1 complex subunit gamma~1 16 91203 636 5 3 4 2 4 11 0.1
PSMGZ HUMAN  Protaazome assembly chaperane 2 16 20377 66 3 2 1 i i 014 033
IKBBHUMAN  NF-kappa-B inhistor beta 46 37748 47 1 1 1 1 i 006 012
RM28 HUM) 395 rivosomal protein L28, mitochondrial 6 30138 834 2 2 2 2 2 016 032
DONLIHUMAN  DONI-fke protein | s 30105 518 1 1 1 1 1 o1 015
CPTIAHUMAN  Carnitine O-palmitoyhransferass 1. ver isoform 16 88311 885 6 1 3 1 3 o012 005
THOPT HUMAN  Thimet ofgopeptidase 16 78789 572 s 2 7 2 7 018 011
BACHHUMAN  Cytosolic acyl caenzyme A thioester hydrolase. 16 41768 885 5 1 3 1 s 013 [X)
NRBP_HUMAN  Nuclear receptor-bindng protein 15 59807 502 3 2 2 1 2 009 015
PNPOHUMAN  Pyridoxine-5 -phosshate oxidase s 29969 662 2 1 1 1 1 007 015
NU205 HUMAN  Nuclear pore complex protein Nup205. 45 227776 581 3 1 5 i s 005 002
EPISRHUMAN  Epidermal srowth fastor receptor substrate 15-Tke 1 45 94197 493 3 1 3 1 s 008 005
SF3B1 HUMAN  Splcing factor 38 subunit 5 145738 665 6 3 3 1 s 005 003
EPGSHUMAN  Ectopic P granules protein § homolog. s 202263 599 o 1 5 1 5 004 001
PXONHUMAN  Perosidasin homolog 45 165170 679 5 3 4 3 4 006 008
MYCB2 HUMAN  E3 ubiquitin-protein ligsse MYCBP2 45 509759 663 2 3 7 i ” 006 001
CSNTAHUMAN  GOPS signalosome complex subunit 7a m 30258 833 2 2 1 1 1 ot 015
DCTNZHUMAN  Dynactin subunit 2 " 44204 51 3 1 3 1 3 o1z o1
RMD3 HUMAN __Regultor of microtubule damics protein 3 4 52086 502 2 2 2 2 2 o1 017

“Protein score is calculated from the score of the peptide attributed to the protein.

“plis (Predicted)

isoelectric point.

“Number of matches is spectrum number matched to protein”.

“Number of

“Number of sequences is number of peptides matched to protein®.

‘Number of significant sequences i number of peplides exceeding the identification criteria matched to proteins.
“Number of unique sequences is a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein
‘Exponentially Modified Protein Abundance Index (http /www matrixscience comelp/quant_empai_help.htmi).

is spectrum number
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Table $1. Cont9.

UniProtiSWISS- Protel Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence

PROT ID Description Protein score® _mass (kDa) _ pl matches® matches® sequences® sequences’ sequences® coverage” _emPAI'
BOP1HUMAN _ Rbosome biogeness protein BOP1 a 3577 58 4 3 T T T 004 i
FAH2ZAHUMAN hydrolase 24 s 34574 848 7 4 2 l 2 017 013
ASCHUMAN  Apoptosis-associated speck-ike protein containing a CARD a 21613 595 2 1 2 1 2 023 021
TRAMIHUMAN  Translocating chain-associated membrane protein 3 43044 965 2 2 1 1 1 008 01
STXIGHUMAN  Synt a a7008 575 4 2 2 1 2 01 o012
ONGTHUMAN  2.3cyclic-nucleotide 3-phosphodesterase a 47549 917 4 1 4 1 4 021 008
ROGK2 HUMAN  Rho-associated protein kinase 2 a3 160799 575 19 2 10 2 10 009 005
TMMAZ HUMAN  Transmembrane protein 43 a 44847 786 ) 1 3 1 ) 021 01
AHSATHUMAN  Activator of 90 kDa hest shock protein ATPaze homalog 1 4 38250 541 1 1 1 1 1 004 ot
GIRBP HUMAN  Gold-inducible RNA-binding protein a3 18637 951 2 1 2 1 2 027 025
12 a 31622 545 3 1 3 1 3 027 014
) HUMS a3 152835 568 3 1 3 1 ) 006 003
UB2LE HUMAN  Ubiautin/ISG15-conjugating enzyme E2 L6 a3 17757 1 3 1 3 1 s 039 026
NORGI HUMAN  Protein NDRGI a 42808 549 7 3 3 2 3 o1 021
‘GOMDE HUMAN  COMM domain-containing protein & a 21077 529 6 3 2 1 2 022 08
DFFAHUMAN  DNA fragmentation factor subunit abha 4 36500 468 5 3 2 1 2 014 012
GHO33 HUMAN  UPFO488 protein CBorf33 2 24977 999 1 1 1 1 1 o014 o018
TIPRLHUMAN  TIP41-ike protein a2 ata2e 56 4 1 3 1 a 025 014
PEXIS HUMAN  Peroxisomal biogenasis fact 2 32786 426 2 2 1 1 1 01 014
ATSFI HUMAN  ATP synthase F(0) complex subunit B1. mitochondria a2 28890 937 3 2 s 2 s 023 033
(OLOHUMAN  Polynucleotide 5-hydronyi-kinase N 2 79272 93 1 1 1 1 1 004 005
SUNZHUMAN  SUN domain-containing protein 2 a2 80262 627 4 1 2 1 2 008 005
HNRPG_HUMAN  Heterogeneous nuclear rbonucleaprotein Q 38 69560 868 5 3 3 2 s o1 013
ARHGT HUMAN  Rho guanine nusleotide exchange factor 7 2 89955 666 6 2 4 2 4 01 01
COGIHUMAN  Gonsarved olgomeric Golgicomplex subunit 3 2 94036 539 5 2 2 1 2 005 005
TBIB2HUMAN 182 KDa tankyrase~1-bindng protein a2 181685 477 2 2 2 2 2 002 005
GGYFZHUMAN  GRB10-interasting GYF protein 2 2 149978 545 3 2 2 1 2 003 006
SRPGSHUMAN  Signal recognition partile subunit SRP6S a2 70686 875 9 1 3 1 3 019 006
AKAPEHUMAN  A-kinase anchor protein & a 76061 503 1 1 1 1 1 003 006
SLENS HUMAN  Sohlafen famiy member 5 4 100990 854 4 1 4 1 4 ot 004
GNASTHUMAN  Guanine nucieotide-bindng protain G(s) subunit sloha isoforms Xlas il 110856 491 7 2 5 1 5 009 004
ILVBLHUMAN  Acstolactate synthase-lke protein a 67825 843 i 1 1 1 I 005 006
RBPS6 HUMAN  TATA-binding protein-associated faotor 2N a 61793 804 7 1 3 1 2 01 007
S231P HUMAN  SEC23-interacting protein a 111007 535 " 1 3 1 6 014 004
DPI3AHUMAN  DOG-interacting protein 13-asha a 79614 528 2 2 1 1 1 003 005
ARLYHUMAN  Arginnosucsnate lvase 4 51625 604 3 2 3 2 3 015 018
HUM Adenasine kinase “ 40520 624 4 2 3 1 3 02 o1t
SI7AS HUMAN  Sisin a 54604 851 10 3 3 2 a 018 016
TIMI3HUMAN  Mitochondial mport inner membrane translocase subunit Tim13 a 10493 842 2 1 2 1 2 031 047
SCRIBHUMAN  Protein scribbe hamolog w0 174778 501 4 1 4 1 4 006 002
PEMT HUI Phosshatidyiethanolamine N-methyitransferase o 22120 889 1 1 1 1 1 016 021
FBLNS HUMAN  Fiuln- w0 50147 458 6 3 4 3 4 021 028
SCPDLHUMAN  Saccharopine dehycrogenase-lke oxidoreductase w0 721 924 3 1 3 1 3 019 009
VAPAHUMAN  Vesicle-associated membrane protei-associated protein A o 27875 ) 5 1 3 1 3 021 016
SACILHUMAN  Phosshatidyinositide phosphatase SACT w0 66924, 666 1 1 1 1 1 006 006
DHBI2 HUMAN  Very-long-chain 3-oxoacyl-CoA reductase 0 34302 934 12 5 5 3 5 037 04
DHRS4 HUMAN  Dehydrogenase/reductase SOR famiy member 4 o 20518 881 9 4 3 2 3 026 032
ABCETHUMAN  ATP-binding cassette sub-famiy E member 1 w0 67271 863 s ) 3 3 6 026 02
CHIP HUMAN  E3 ubiautin-protein gase CHIP w0 34834 561 2 1 1 1 1 008 013
GLOD4 HUMAN  Givoxalase domain-containing protein 4 w0 34771 54 5 2 2 1 2 014 013
TOM34HUMAN  Mitochondria mport receptor subunit TOM34 39 a4s38 912 1 1 1 1 1 006 013
TRML2 HUMAN  Trem-ke transcrist 2 protein 38 3510 968 i 1 1 1 1 003 013
SRPT2HUMAN  Signal recogniton partile subunit SRP72 a9 74560 931 o 4 o 3 6 o017 018
BAGSHUMAN  BAG famiy molecular chaperon regulator § 3 si168 576 1 1 1 1 1 005 008
CULI HUMAN  Culin-1 as 89622 819 2 1 2 1 2 004 005
EMALZ HUMAN  Echinoderm mirotubule-associated protein-like 2 a8 70634 586 3 2 4 1 4 018 006
LBRHUMAN  Lamin-8 recept as 70658 941 2 1 1 1 1 004 006
IDI HUMAN  Isopentenyl-dphosshate Delta-isomerase 1 39 26302 593 4 1 4 1 4 036 017
GTBP1 HUMAN  C-terminal-binding protein | a8 47505 628 3 1 2 1 2 12 008
TPP2HUMAN  Tripeptioy-pepicase 2 3 138263 59 7 3 s 1 s 005 003
MYOIDHUMAN  Unconventional myosin-1d 38 116129 944 23 2 8 2 8 o1z 007
MANF HUMAN  Mesenceghalc sstracyte-derived neuratrophic factor 38 20687 893 1 1 1 1 1 008 022
DDIOBHUMAN  ATP-dependent RNA helicase DDX19 3 53893 596 4 1 4 1 4 023 008
SPON2 HUMAN  Spondin-2 3 35824 535 3 2 1 1 1 008 o012
MICGO HUMAN  MICOS complex subunit MICGD 38 83626 608 3 1 2 1 2 007 005
POKGMHUMAN  Phosshoenolpyruvate carboxykinase [GTP. mitochondrial 38 70685 757 4 2 4 2 4 015 013
NBSRIHUMAN  NADH-cytochrome b5 reductase | 3 34073 941 3 1 3 1 3 025 013
SEC63 HUMAN  Translocation protein SECE3 homolog. 38 87942 521 7 3 4 2 4 007 01
PAIBS HUMAN 18 subunit 3 25718 633 i 1 1 1 1 01 017
LEMDZHUMAN  LEM domain-containing protein 2 3 56940 916 1 1 1 1 1 008 008
SDHAHUMAN  Succinate dehydrogenase [ubiauinone] flsvoprotein subunit, mitochondral 36 72645 706 s 4 5 3 5 02 019
PTRDI HUMAN  Putative pepticyi-tRNA hydrolase PTRHD a8 15795 02 2 2 i 1 1 018 03
ARMX3 HUMAN o repeat-containing X-linked protein 3 a1 42474 &5 5 1 s 1 3 016 o1
RONZHUMAN  Reticulocakin-2 a7 36854 426 3 3 3 3 3 016 04
ABCICHUMAN  DNA dC->dU-ediing enzyme APOBEC-3C a7 22811 752 1 1 1 1 1 008 02
DHBI1 HUMAN  Estradiol 17-beta-dehydrogensse 11 a7 32915 92 1 1 1 1 1 005 013
QGREHUMAN  Gytochrome b-c complex subunt 6, mitochondril a7 10732 439 2 2 1 1 1 02 046
METK2 HUMAN  S~adenosylmethionine synthase isoform type-2 a7 43633 602 5 2 2 1 2 01 01
SNXIEHUMAN  Sorting nexin-18 a7 68851 544 5 1 4 1 4 012 006
SGTAHUMAN  Small gutamine—rich totratricopepide repeat-containing protei aloha a1 34042 481 3 2 2 1 2 005 013
TRC2AHUMAN  Trafficking protein partiole complex subunit a7 16434 602 1 1 1 1 1 009 028
OGAHUMAN  Protein O-GieNA: 3 102849 452 2 1 2 1 2 004 004
L phosph mitachondial 3 80802 757 3 1 2 1 2 007 005
COASYHUMAN  Bifunctionsl coenzyme A synthase 3 62290 651 9 3 3 2 3 X 014
PHOCN HUMAN  MOB-lke protein phocein 36 26016 55 2 2 1 1 1 013 o017
GPTZHUMAN  Garnitine O-palmitoyltransferase 2, mitochondrial 36 73730 838 8 2 5 2 5 015 012
(HUMAN  Protein TBRGH 3 70693 68 6 1 4 1 4 o012 006
PAIRBHUMAN  Plasminogen sctivator infibitor 1 RNA-bindng protein 36 44938 866 3 2 2 1 2 012 01
U Atastin-1 36 63508 582 4 2 3 1 3 013 007
GRWDI HUMAN  Gutamate-rich WD repeat-contaiing protein | 3 49388 482 1 1 1 1 1 005 009
BCATI HUMAN  Branched-chain-amino-acid aminotransforase, cytosaio 36 42939 517 5 1 3 1 a 02 01
SHPK HUMAN  Sedoheptulokinaso 36 51458 635 2 1 2 l 2 007 008
GALEHUMAN  UDP-glucose 4-cpmerase. 36 38257 626 2 1 2 1 2 019 o1t
SNXZHUMAN  Sorting nexin-2 3 58435 504 7 2 4 1 4 013 007
TNRG HUMAN  Tumor necrosi factor receptar superfamily member 6 36 a7708 829 3 2 2 1 2 013 012
XGHOMAN Ghycoprotein Xg 35 19710 696 1 1 1 1 1 012 023
DADI HUMAN subunit DADT as 12489 652 4 1 2 1 2 02 038
MTAP HUMAN  S-methyl-5'~thioadenosine shosphorylase 35 a1216 675 7 2 2 1 2 018 014
PTPSHUMAN  6-pyruvoy tetrahycrobiopterin synthase a5 16375 62 2 2 1 1 1 02 028
TEGHUMAN __Protein TFG 3 43021 404 13 1 5 ' 5 025 o1

*Protein score is calculated from the score of the peptide attributed to the protein.
®plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’

p

mber tein and exceeds the
“Number of sequences is number of peplides matched to protein’
‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
“Number of unique sequences is a unique*’ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
‘Exponentially Modified Protein Abundance Index (http:/www matrixscience.comelp/quant_empai_help. htmi).
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Table $1. Cont 10

UniProt/SWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant ~Num.ofunique  Sequence

PROT ID Description °  mass(kDa)  pl° _ matches® matches” sequences® sequences’ sequences’ __coverage” _emPAl
XPOSHUMAN  Exportin-5 3 136222 550 s 2 3 3 005 06
GSHRHUMAN  Glutathione reductase, mitoshondrial 35 56221 874 7 2 4 2 4 016 016
HMOX1 HUMAN ygenase 35 32798 788 5 1 3 1 3 019 o014
ASNS HUM Asparagine synthetase [gltamine-hydrolyzing] 35 64329 639 4 1 4 1 4 019 007
SPARTHUMAN  Spartin 35 72788 566 3 2 2 2 2 o1t 012
PONZHUMAN  Serum paraoonase arylesterase 2 35 39372 533 3 1 2 1 2 019 011
GLMPHUMAN  Giycosylated lysosomal membrane protein 35 43836 61 2 1 1 1 1 005 01
TGO1HUMAN  Transport and Golgi rganization protein | homolog 35 213570 476 5 2 3 i 3 004 002
EIFZAHUMAN  Eukaryotic translation infation factor 2 34 64943 9 2 2 1 1 1 003 007
TMED3 HUMAN  Transmembrane emp24 domain-containing protein 3 34 24761 54 1 1 1 1 1 013 018
EXOC2HUMAN  Exocyst complex component 2 3 104000 646 10 1 [ 1 6 016 004
GLMNHUMAN  Glomuiin 3 68165 524 ' 1 1 1 1 005 006
 HUM) Interforon-induced protein with tetratricopeptide repeats 5 34 55812 7 4 1 . 1 4 021 008
RICBAHUMAN  Synembryn- 34 59671 52 1 I . ' 4 013 007
ERGIHUMAN  Lanosterol synthase 34 83255 616 2 1 1 1 1 002 005
DCPS HUMAN 1 GopoX dphosphatase 3 ags8s 593 2 2 2 2 2 01 024
CITMHUMAN  Monofunctional G1-tetrahydrofolate synthase, mitochondial 34 105724 832 1 1 1 1 1 002 004
USPOX HUMAN  Probable ubiquitin carboxyl-terminal hycrolasa FAF-X 34 292004 552 18 1 1" 1 " 008 001
TRXRI HUMAN  Thioredoxin reductase 1, cytoplasmic 33 70852 716 5 2 . 2 4 01z 013
DPMIHUMAN  Dolichol-phosphate mannosyitransferase subunit | 33 29616 957 7 1 . 1 4 034 015
NSFICHUMAN  NSFLI cofastor p47 33 40548 499 3 1 2 1 2 o1t o1
RMS4 HUMAN 395 rbosomal protein L54, mitachondrial 33 15809 96 1 1 1 1 1 019 03
TXNLI HUMAN  Thioredoxin-Ike prote 33 32231 484 4 2 3 2 3 021 029
SF3B4HUMAN  Spicing factor 38 subunit 4 33 44357 854 2 1 2 1 2 o1t 01
GSKIP HUMAN  GSK3B-interacting protein 33 15638 436 3 1 2 1 2 019 03
CDBEHUMAN  Macrosiain 33 37385 91 2 l 1 1 1 009 012
0DBB HUI 2-oxoisovalerate dehydrogenase subunit beta, mitochondial 33 43095 589 3 1 3 1 3 017 01
COMD2 HUMAN  COMM domain-containing protein 32 22731 624 5 2 3 1 3 024 02
UACA HUI Uveal autoantigen with colled-coil domains and ankyrin repeats 32 162404 66 22 1 [ 1 6 007 003
ROS2HUMAN 3 ubiauitin-protein ligase 32 54135 598 5 1 5 1 5 017 008
CDK4 HUMAN  Gyolin-dependent kinase 4 32 33708 651 6 2 3 1 3 028 013
VP3TAHUMAN  Vasuolar protein sorting-associated protein 37A 32 4287 537 1 1 1 1 1 01 01
ITA2 HUMA Integrin slpha-2 32 120214 516 5 1 5 1 5 o1 003
ACATNHUMAN  Acetyl-coenzyme A transporter 1 32 60870 699 4 2 2 i 2 ot 007
S30AQHUMAN  Zinc transporter ZIP9 32 32281 621 1 1 1 1 1 007 o1t
EXOCTHUMAN  Exocyst complex component 7 32 83330 633 5 3 . 2 4 012 011
S52A1 HUMAN  Solute carrier family 52, riboflavin transporter, member | 32 46287 59 2 2 1 1 i 005 008
RTIGHUMAN 285 rbosomal protein 16, mitochondrial 32 15335 958 1 1 1 1 1 015 031
BGALHUMAN  Beta-galactosids: 32 76027 61 3 I 2 1 2 009 008
M2ZOMHUMAN  Mitochondial 2-oxogiutarate/ malate carrier protein 32 34040 992 4 1 3 1 3 022 013
FBLNI HUMAN  Fibuin~1 32 77162 507 6 4 . 3 4 012 018
KDMBB HUMAN  Lysine-specifc demethylsse 68 32 176523 883 12 I 5 1 5 007 002
PSME HUMAN  Proteasome activator complex subunit 4 3 211199 645 4 1 3 1 3 003 002
_HUMY Alpha-galactosidase A 31 48735 535 3 2 1 1 1 008 009
EBPLHUMAN  Emopami-binding protein-ike 31 23189 591 2 2 1 1 1 015 019
CDSHUMAN  CDY antigen 31 25399 68 3 2 2 1 2 027 018
PCYOX HUMAN  Prenyloysteine oxidase 1 kil 56604, 58 3 2 1 1 i 005 008
XPO4HUM Exportin~ 31 130056 495 9 2 7 2 7 013 007
SFOAJHUMAN  Spicing factor A subunit 3 kil 58812 521 2 1 2 1 2 o1 007
CABAS HUMAN 45 kDa calcium-binding protein 31 41780 476 5 1 2 1 2 014 01
©D276 HUMAN  CD276 antigen 3 57199 47 2 2 2 2 2 009 016
 HU stic-expressed protein 264 31 34167 479 1 1 1 1 1 009 013
CGARI_HUMAN  Cel division oycle and apoptosis regulator protein | 3 132739 557 7 1 4 1 4 008 003
KDEL1 HUMAN  KDEL motif-cantaining protein 31 58005 759 1 1 1 1 1 003 007
EGLNHUMAN  Endogin 31 70533 614 8 2 [ 1 6 013 006
FUCO HUMAN  Tissue alha-L-fucosidase 31 53655 637 1 1 1 1 1 008 008
AFAMLHUM 3t 69024 564 5 2 3 1 3 01z 006
PPER1 HUMAN protein phosphatase 6 req: 1 31 96664 445 4 2 2 1 2 005 004
GTO27 HUMAN  UPFOBB7 protein C200rf27 30 19279 634 2 1 2 1 2 016 024
IRGQ HUMAN  Immunity-related GTPase famiy Q protein 30 62678 481 3 2 1 1 1 005 007
VIFIAHUMAN  Protein YIFIA 30 31991 898 3 2 3 2 3 019 03
CARMI HUMAN  Histone-arginine methytransforase CARMI 30 65811 625 6 3 . 2 4 017 021
KBLHUMAT 2-amino-3-ketobutyrate coenzyme A ligase, mitoshondrial 30 45256 83 2 ' 2 1 2 014 X
NAVI HUMAN  Neuron navigator | 30 202347 82 s 2 6 1 6 007 004
CASPS HUMAN  Caspase-9 30 46251 513 1 1 1 1 i 006 008
GORS2 HUMAN  Golgi reassembly-stacking protein 2 30 47116 473 2 1 2 1 2 008 009
NIPS2 HUMAN  Protein NisSnap homolog. 30 33721 942 3 1 2 1 2 015 013
SAHHZHUMAN  S-adenosyhomocysteine hydrolase-like protein | 30 58913 649 6 1 6 1 6 025 007
CSNIHUMAN  COP9 signalosome complex subunit 30 47842 619 9 1 8 1 8 044 009
GSHOHUMAN  Giutamate~-cysteine lgase regulatory subunit 30 30708 569 1 1 1 i 1 o1t 014
MAPIS HUMAN  Microtubule-assosiated protein 1S 29 12142 692 3 1 3 1 3 005 004
PGHI HUMAN  Prostaglandn G/H synthase | 29 68642 681 2 2 2 2 2 009 013
MOTA HUMAN  Monacarboxylate transporter 4 29 49437 823 4 2 1 1 1 003 008
NAGK HUMAN  N-acetyl-D-gucosamine kinase 29 37352 581 9 1 3 1 3 015 012
NUCB2 HUMAN  Nucleobindin-2 20 50164, 503 3 2 2 1 2 008 008
RIPK2 HUMAN  Receptor-interacting serine/threonine~protein kinase 2 29 61156 663 2 ' 2 1 2 009 007
LMOT HUMAN LI domain only protein 7 29 192576 834 10 1 5 1 5 005 002
ARAID HUMAN  All-trans retinoic acid-induced dfferentiation factor 29 24730 695 2 1 1 1 1 017 0.8
PDXD2 HUMAN  Putative decarboxylase 29 51777 565 5 2 5 2 5 026 o7
DNS2AHUMAN  Deoxyribonuclease-2-alpha 29 39556 83 4 2 2 1 2 015 023
LEGIHUMAN  Galectin- 29 26136 857 5 1 4 1 4 022 o
PPIFHUMAN  Peptidyl-prolyl cis-trans isomarase F, mitochondrial 28 22026 948 2 2 2 2 2 027 046
YHIO HUMAN  Dynein heavy chain 10, sxonemal 28 514512 564 13 1 10 1 10 006 001
LIPBI HUMAN  Liprin-beta-1 28 113952 54 8 1 7 1 7 013 004
MALD1 HUMAN  MARVEL domain-containing protein 1 28 18902 969 2 1 1 1 1 017 024
EDILIHUMAN  EGF-like repeat and discoidn I-lke domain-containing protein 3 28 53730 708 2 ' 2 1 2 o1 008
AINP1 HUMAN synthase 28 34331 861 3 2 3 2 3 017 027
SNXSHUMAN  Sorting nexin-5 28 46787 631 1 1 1 1 1 005 009
MATAZ HUMAN  Mannosyl-oigosaccharide 12-alpha-mannosidase I8 28 72957 217 2 1 1 1 1 003 006
FKBP4 HUMAN  Pepticyl-proil cis-trans isomerase FKBP4 28 51772 535 7 1 5 i 5 015 008
PSMG4 HUMAN  Proteasome assembly chaperane 4 28 13766 604 1 1 1 1 1 013 035
UBQL1 HUMAN  Usiquiln-1 28 62479 502 4 1 3 1 3 016 007
XPOT HUM Exportin-T 28 108883 524 2 1 2 1 2 005 004
HEMG HUMAN  Oxygen-dependent coproporphyrinogen-Iil oxidase, mitochndrial 28 50120 859 4 1 3 1 3 02 009
NIT2ZHUMAN  Omega-amidase NIT2 28 30589 682 ] 1 3 1 3 023 014
EMP3HU! Epithelial membrane protein 3 27 18417 818 1 1 1 1 1 021 025
WASCS HUMAN  WASH complex subuntt 5 27 134201 654 5 2 . 2 4 005 008
NUIS5 HUMAN  Nuclear pore complex protein Nup155 27 155100 518 8 1 . 1 4 009 003
UBPZL HUMAN  Ubiquitin-associated protein 2-ike 2 114465 661 3 1 3 1 3 005 004
WAC2A HUMAN 2 147095 469 3 i 3 1 3 004 003

“Protein score is calculated from the score of the peptide atributed to the protein.

"plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein”’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peplides malched to protel

‘Number of

in®,

is number of peptid di

SNumber of unique sequences is a unique®® number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues fo the total length of the protein.
'Exponentally Modified Protein Abundance Index (http/www. matrixscience.comhelpiquant_empai_help.htmi).
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Table $1. Cont 11

UniProt/SWISS- Protein Num. of Num. of significant Num. of Num. of significant Num. of unique Sequence
PROT ID Description i * mass (kDa)  pl® matches® matches” sequences® sequences’ sequences® coverage” _emPAI'
SRRMTHOMAN  Serine/argiins repetive matr protei 1 27 02274 1184 0 2 3 T 3
CDOTHUMAN  CDS7 antigen 27 91508 65 1 2 1 2 007 005
SORCNHUMAN  Sorcin 2 21662 532 5 1 3 ' 3 022 021
MINAHUMAN  Methykhioriose~1-ghosphata isamers: 27 39125 589 2 1 2 1 2 oz o1
GPIBHUMAN  GPI-anchor transaidase 2 45223 576 2 1 1 1 1 007 o1
NUPES HUMAN  Nuclear pore complex protein Nupg 2 83489 547 3 1 2 ' 2 006 005
GGHHUMAN  Gamma-glotamy| hydrolese 27 35941 667 1 1 1 1 1 008 012
ANXITHUMAN  Annesin A1 1 2 54355 753 2 1 2 1 2 007 008
IFZBHUMAN  Eukaryotic translation iniation fctor 2 subunit 2 2 38364 56 3 1 3 ' 3 015 o1t
IFITIHUMAN  Interferon-induced protein with tetratrisopepide repests | 2 55325 675 3 1 3 1 3 o1 008
RRAGCHUMAN  Ras-related GTP-binding protein C 21 aa195 404 i 1 1 1 1 006 o1
NRBF2 HUMAN  Nuclear receptor-binding factor 2 2 32358 561 i 1 ' ' ' 01 014
TARAHUMAN  TRIO and F-sctin-tinding protein 2 261217 886 10 1 7 1 7 005 002
GOSHHUMAN  Gicine cleavage system H protein, mitochondial 2 18873 431 3 1 2 1 2 029 024
2 4912 874 6 2 4 2 4 026 02
2 Wi ssi s 2 6 1 o o1 004
I 2 66470 651 1 2 3 1 3 008 013
PARP1HUMAN  Poly [ADP-ribose] polymerase | 26 113012 899 5 1 3 1 3 009 004
ODPBHUMAN  Pyruvate dehydrogenase E1 component suburit bets, mitochencdria 2 39208 62 12 3 3 2 3 021 024
ONMHUMAN  Lon rotease homolog, mitochondrial 2 106422 601 10 2 5 1 s 016 004
FAOBBHUMAN  Protein FAMI8B 2 a7167 590 2 1 2 ' 2 009 012
UB2GI HUMAN  Ubiquitin-conugating enzyme E2 GI 2 19497 521 2 1 2 1 2 035 02
COXZHUMAN  Cytachrome c oxidase subunit 2 2 25548 67 s 1 3 1 3 03 018
KOMIAHUMAN  Lysine-specifc histone demethylase 1A 2 02815 ol s 2 4 ' 4 012 005
ACDSB HUMAN specific acyi-CoA itoshondrial 2 47455 653 2 1 2 1 2 009 009
TTLI2 HUMAN  Tubuln--tyrosine ligsse-Tike protein 12 2 74356 533 3 1 2 1 2 008 005
PRPSHUMAN  Pre-mRNA-processing-spicing factor & 2 2321 895 7 1 5 ' 5 004 002
UMPS HUMAN  Uridne 5'-monophosphate synthase 25 52180 681 i 1 1 1 1 007 008
BGINHUMAN  Bargin 25 73553 513 2 1 2 1 2 005 005
SCFD2HUMAN  Sec family domain-containing protein 2 25 75079 621 4 ' 3 ' 3 012 005
SMD3HUMAN Sl nuclear rbonucleogeotein Sm D3 25 13907 1033 i 1 1 1 1 o017 034
LYPLIHUMAN  Lysophospholpase-ike protein 1 25 26209 21 3 1 2 1 2 021 017
BETILHUMAN  BETI-lke protein 25 12380 788 3 1 3 ' 3 047 039
SNFBHUMAN  Vacuolarsorting protein SNFS 2 28845 62 i 1 1 1 1 014 015
SNAGHUMAN  Gamma-soluble NSF attachment protein 2 aa720 53 4 1 4 1 4 024 013
TPRGLHUMAN  Tumor protein p63-regulated gene 1-ike protein 24 30193 685 4 1 2 ' 2 019 015
KPRA HUMAN 1 2 20360 673 2 1 2 1 2 009 o1t
LANG HUMAN  LanC-fke potein | 20 45250 786 3 1 2 1 2 016 01
DESIIHUMAN  Desumoyiating sopeptidase 24 18251 486 i 1 1 ' 1 015 025
ABHDB HUMAN  Protein ABHD1 1 2 24668 05 5 1 2 1 2 016 013
CRKLHUMAN  Crkclke protein 2 33756 626 2 1 2 1 2 ot 013
CODBOHUMAN  Golled-coil domain=containing protein 80 2 18106 972 1 2 5 ' 5 009 004
DNPEP HUMAN  Aspertyl aminopeptidase 2 52305 703 4 1 2 1 2 008 008
PARPA_HUMAN  Poly [ADP-rbose] polymerase 4 2 192472 543 1" 1 7 1 7 007 002
ERGIHUMAN  Sauslene monooxygenase 2 63882 68 3 1 2 ' 2 006 007
PLOG HUMAN gamma-1 2 14438 573 5 1 4 1 n 006 003
ELP1HUMAN  Elongator complex protein 1 2 150159 561 2 1 2 1 2 003 003
INTSHUMAN  Integrator complex subunit 3 2 117904 553 s ' 4 ' a 01 004
UBPTHUMAN  Ubiuitn cerboxyi-terminsl hydrolase 7 2 28220 533 6 2 5 1 5 o 003
YIPFI HUMAN  Protein YIPF3 n 38223 547 1 1 1 1 1 007 o1t
CSPGZHUMAN  Versican core protein 2 312800 44 5 1 3 ' 3 002 001
TRIPG HUMAN  Thyroid receptor-interacting protein 6 2 50255 719 3 1 1 1 1 005 009
TICI HUMAN  Tetratricopaptice repeat protein 1 2 33505 478 2 1 2 1 2 02 013
RANG HUMAN  Ran-specific GTPase-activatig protein 2 23200 519 s ' 2 ' 2 015 019
COMDS HUMAN  GOMM domain-contsining potein 5 2 24655 652 2 1 1 1 1 o1 a8
MAZB2 HUMAN  Epiddymis-spacifc apha-mannosidase 2 11308 674 2 1 2 1 2 005 004
PIGS HUMAN  GPI transamidase component PIG-S 2 61617 605 2 1 1 1 1 005 007
MARES HUMAN  Miotubule-sssociated protein RP/EB fomiy member 3 2 31962 533 2 1 1 1 1 009 014
HEATI HUMAN  HEAT repsat-containing protein 1 2 2225 et 7 1 6 1 o 005 002
VPSI6 HUMAN  Vacuolar protein sorting-associated protein 16 homolog 2 04634 632 2 ' 2 ' 2 005 005
VMPTHUMAN  Vscucle membrane protein 2 46208 647 3 1 1 1 1 007 009
TBC23 HUMAN  TBC1 dormain famiy member 23 2 78272 523 2 1 i 1 1 004 005
POLIHUMAN  PDZ and LIM domain protein 1 2 36049 656 7 1 2 ' 2 014 012
GRB2HUMAN  Growth factor receptor-bound potein 2 2 25190 589 2 1 1 1 1 013 018
PAXLHUMAN  Paxilin 21 64464 58 6 1 5 1 s 02 007
WESTHUMAN  Walframin 21 100227 634 2 ' 2 ' 2 003 004
CEP41 HUMAN  Gentrosomal protein of 41 kDa 21 41343 846 2 1 2 1 2 014 o1
GLTP HUMAN  Gycolisi ransfor protein 21 23834 69 3 1 2 1 2 029 019
VPS53 HUMAN  Vacuolar protein sorting-sssociated protein 53 homolog 21 79602 574 3 1 3 1 3 014 005
ACADMHUMAN  Medum-chain specific scyl-CoA dehydrogenase, mitochondrial 20 40559 861 s 1 2 1 2 01 009
GX6B1 HUMAN  Cytachrome o oxidaze subunit 681 20 10186 654 7 1 2 1 2 045 049
RMA4 HUMAN 395 risosoml protein L4, mitochondial 2 a7512 804 ' 1 1 ' ' 012 012
SNXOHUMAN  Sorting nexin-9 2 66550 54 3 1 3 1 3 013 005
PPGRZ_HUMAN protein phosghatase 6 2 20 104676 474 4 1 4 1 i on 004
ORLFI HUMAN  Cytokine receptor-lke factor 3 19 19735 501 s 1 2 ' 2 013 009
MIGIO HUMAN  MICOS complex subunit MICIO 19 8002 858 3 1 1 1 1 o041 058
SYOMHUMAN  Aspartate~~tRNA ligase, mitoshondris 19 73516 819 4 3 l 1 1 004 005
NU214 HUMAN  Nuclear pore complex protein Nup2 14 19 213488 715 1 ' ' ' ' 002 002
GRMIAHUMAN  GRAM domsin-containing protein 1A 19 80830 629 2 1 1 1 1 005 005
EPSBHUMAN  Epidarml rowth factor recaptor kinsse substrate 19 91s2e 71 3 1 3 1 H 008 005
PINLHUMAN  Anamorsin 19 39561 544 4 1 4 ' 4 o017 013
MGST3 HUMAN  Microsomalgutathione S—transferase 3 19 16508 946 3 3 i 1 ' 018 028
RAVRI HUMAN  Rbonucleogrotein PTE-binding 1 19 63837 879 4 1 2 1 2 ot 007
MINP1_HUMAN  Multiple inositol polyphosphate phosphatase 1 19 55016 793 2 1 2 1 2 009 008
GOSR2 HUMAN  Golgi SNAP receptor complex member 2 19 24760 785 i 1 1 1 1 009 018
VPI3A HUMAN  Vacuolar rotein sarting-sssociated protein 33A i 67568 65 6 1 3 1 H o1 005
MCM2 HUMAN  DNA replication fcensing factor MCM2 18 101832 534 5 1 4 ' 4 009 004
CYBPHUMAN  Galeyolin-binding protein 1 20104 828 3 1 2 1 2 019 017
EMC10 HUMAN  ER membrana protein complex subunt 10 18 27330 578 i 1 1 1 I 014 016
DHX15 HUMAN  Pre-mRNA-spicing factor ATP—dependent RNA helicase DHX15 18 90875 iz s 1 4 ' 4 013 005
PARP9 HUMAN  Poly [ADP-ribose] polymerase 9 18 96281 812 2 1 2 1 2 004 004
SLOATHUMAN  Sodum/hydragen exchanger 7 i 80080 597 i 1 i 1 | 003 005
SELOHUMAN  Selenoprotein O 18 73440 569 2 1 2 ' 2 008 005
(CON HUMAN  Neurochondin I 78814 534 7 1 s 1 o 013 005
PGLTI HUMAN  Protein O-ghicosylransferase 1 1 46150 891 i 1 1 1 1 008 009
CLUHUMAN  Ghstered mitochonda potein hamalog 1 146577 575 5 1 5 ' 5 009 003
DZHDHHUMAN  D-2-hyroxyglutarate dehydrogenase, mitochondial 1 50380 821 2 1 1 1 1 005 008
DSRADHUMAN  Double-stranded RNA-specifc adenasine deaminase 15 135081 886 4 1 4 1 4 006 003
PMGEHUMAN  Bisphosphoghcerate mutase 1 20087 61 i 1 1 ' 1 012 015
EXOS6 HUMAN _ Exasome TR i 20218 506 2 ' i ' ' o1 016

“Protein score is calculated from the score of the peptide attibuted to the protein.

“plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein”’.

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
°Number of sequences is number of peptides matched to protein®.

‘Number of significant number of peptic ding the ciiteria matched to proteins.
“Number of unique sequences is a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentally Modified Protein Abundance Index (http:/www.mattixscience.commelp/quant_empai_help.htmi)
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Table S2. Identification of endogenous proteins contained in hADSC cultured in medium,

DMEM/10% FBS.

Table $2. contained in hADSC cultured in medium, DMEM/10% FBS.
UniProtiSWISS- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.of unique  Sequence
PROT ID Description Protein score® mass (kDa) _ pl® matches® matches® sequences® sequences’ sequences® coverage” emPAl'
WYHO HOMAN  Whyoin-0 6392 55 301 139 o1 119 069 68
MYHIOHUMAN — Myosin~10 1255 28858 544 9 a7 50 2 52 033 067
MYHI4HUMAN  Myosin-14 204 27732 552 33 1 19 7 12 o1 014
FLNAHUMAN  Filmin-A 6172 260864 57 620 309 1 85 105 063 32
FLNCHUMAN  Fiamin-C 2208 200841 585 194 123 86 61 20 052 144
FLNB HUMAN  Fimin-5 1082 2790 547 9 45 59 32 a8 a1 064
VIMEHUMAN  Vimentin 6140 53619 506 804 380 61 50 15 089 13298
Hu Tain-1 3604 269599 577 225 145 & & 80 058 183
TUNZHUMAN  Tain-2 1861 271443 54 20 ) 16 5 9 o1 008
LDHAHUMAN  L-laotate dehycogensse A chin 3474 36665 844 208 156 2 15 15 08 671
LOHBHUMAN  L-lactate dehydrogenase B chain 760 36615 571 81 P 15 1 13 06 337
ACTNI HUMAN  Alpha-aotinin-1 3222 102993 525 246 141 50 i 10 071 423
ACTNA HUMAN  Alha-actinin~4 1968 toar88 527 185 9 s 31 2 067 250
ENOAHUMAN  Apha-enolase 3169 47139 701 182 103 2 i 1 074 32
ENOGHUMAN  Gamma-enolase. 510 47239 491 29 14 7 5 2 025 01
GIPHUMAN  Ghceraldehyde~3-phosphate dehycrogenase 2032 36030 857 24 103 19 1 9 077 1313
2671 57900 736 221 147 a8 33 6 078 1678
2307 49875 478 22 182 28 2 5 081 1477
1150 4025 ar 130 ) 2 2 13 082 708
2562 39305 83 194 9% 25 16 25 08 158
2184 saiase 574 181 02 1 56 i) 035 056
1999 202080 546 154 9 60 a0 60 045 096
1888 343457 626 100 73 55 o 55 oat 067
1827 189134 608 16 s 5 36 5 052 143
GRP7EHUMAN 78 kDa glucose-regulted prot 1815 72288 507 169 102 33 2 28 068 a6
HSTIAHUMAN  Heat shock 70 kDa protein 1 315 70008 548 37 17 20 i 15 056 083
DYHGTHUMAN  Cytoplasmio dvnein 1 heavy chain | 1743 5202 601 135 0 8 5 8 03 052
EF2 HUMAN Elongation factor 2 1628 95277 641 18 0 a2 2 prl 062 273
UBATHUMAN  Uiuitin-fke modfier-activating enzyme 1 1601 1 s 9% 65 3 26 10 o061 201
GSTPI HUMAN  Ghutathione S-transforase P 1563 23341 543 i 51 15 1 15 082 1603
PDIALHUMAN  Protein diufde-isomerase 1552 57081 476 160 ” 2 18 3 o061 301
1433F HUMAN  14-3-3 protein 214 28201 476 2 ) 1 5 9 052 108
TBAICHUMAN  Tubuiin alpha-1C chain 127 49863 196 131 7 25 2 1 075 79
SERPH HUMAN  Serpin i 1461 46411 875 ) 62 24 21 2 066 558
WORIHUMAN WD repeat-containing protein 1 1454 66152 617 6 4 2 is 2 088 211
ENPLHUMAN  Endoplasmin 1433 92411 476 126 68 a2 2 12 055 288
TERAHUMAN  Transitional endoplasmic reticulum ATPase 1363 89266 514 80 58 3 2 36 065 308
AHNKHUMAN  Neuroblast dfferentiation-associated protein AHNAK 1329 628699 58 204 85 135 57 135 033 046
GOTAT HUMAN  Colsgen aipha-1(0) chain 1314 138857 56 165 % 0 30 12 053 155
GARS HUM Giyeine-—tRNA ligsse 1911 83113 661 81 4x 30 2 30 o061 218
GKAPSHUMAN  Cytoskeleton-associated protein 4 1302 65983 568 ) “ 28 is 2 056 193
ANKAZHUMAN  Annexin A2 1284 33580 757 167 86 20 20 20 013 858
MAPTBHUMAN  Miorotubula-associated protein 18, 1251 270468 473 3] 57 st a7 51 036 08
VDAGI HUMAN  Voltage-dependent anion-selective channel protein | 1245 30754 852 4 31 16 12 1 076 a7
LRPIHUMAN  Prolow-density lpoprotein receptor-rolated protein | 1218 504276 516 8 “ 57 0 51 023 03
ANKAS HUMAN  Annexin A5 a2 35914 94 103 50 2 i 12 074 689
PDIALHUMAN  Protein dulfide-isomerase A3 1 56747 598 9 53 27 18 3 059 304
AU Vincuin 1153 123722 55 9 51 a8 21 3 045 i
DPYLZHUMAN  Dinycroprimidnase-related protein 2 T4 62255 595 7 @ 25 7 21 o071 282
DPYLGHUMAN  Diytropyrimidnase-rolated protein 3 541 61924 604 39 21 21 i2 I 069 14
GHB0_HUM 60 KDa heat shock protein, mitoshondral 1100 61016 ) 8 36 20 18 20 052 22
PAHAI HUMAN  Prolyl 4-hydoxylaze subunit siha-1 1084 61011 57 51 2 19 i 19 052 15
PGK1 HUM Phosphogycerate knase 1076 44586 83 7 o 21 13 5 068 345
HYOUT HUMAN  Hypoxia up-regulated protein 1 1070 1266 516 52 35 20 1 20 036 069
MVPHOMAN  Major vault proteir 1051 99266 534 56 0 2 1 2 046 08
ATPAHUMAN TP synthase subunit aoha, mitochondrial 1048 59714 916 55 B 21 1 21 054 185
TCPB HUM T-complex protein 1 subunit beta 1046 57452 601 . 34 2 1 2 062 243
COTAZHUMAN  Col 20) chain 1038 120285 908 7 a a2 20 32 045 091
GOGATHUMAN  Colagen aipha1(XID chain 1034 332841 538 7 w0 4 2 a 026 034
RINLHUMAN  Rbonuclease inhibitor 1004 49041 an 58 36 19 15 19 o061 249
MOES HUMAN  Moesin 967 571778 608 7 8 2 1 2 056 208
TSPIHUMAN  Thrombospondn-1 958 120300 471 9% 51 a1 s 20 035 079
GAPTHUMAN  Adonyyl cyclase-associated protein 1 831 51869 824 7 Bl 20 12 5 056 208
ACLYHUMAN  ATP—citrate synthase 933 120762 695 6 39 3 2 st 049 122
MARGS HUMAN  Myristoyltod slsnine-rich G-kinase substrate. 928 31538 447 116 69 5 5 5 035 12
GOBAT HUMAN  Colagen aigha-1(V1) chain 903 108462 526 5 32 21 is 21 037 085
LMOT HUMAN  LIM domain only protein 7 804 19257 834 56 29 27 1 21 027 045
CANZHUMAN  Calain-2 catalytic subunit 881 79945 487 56 34 2 i 2 054 17
LEGI HUMAN  Galectin-1 77 14708 534 129 50 1 5 1 067 606
GALDI HUMAN  Cakdosmon 871 93175 562 ) 39 2 1 2 03 079
FSNIHUMAN  Fascin 854 54496 684 " 2 " 13 1 056 192
GOPGI HUMAN  Costomer subunit gamma-1 a4 97655 532 2 23 25 1 2 05 074
COPGZHUMAN  Gostomer subunit gamma-2 151 97560 556 10 5 7 3 5 12 o4
STATIHUMAN  Signal transducer and activator of transcription 1-aoha/bota 845 87280 574 a1 2 21 1 21 04 06
TRXRI HUMAN  Thioredoxin reductase 1. cytopisemic 842 70862 716 3 2 20 15 20 049 157
SYACHUMAN  Alanine——tRNA ligase, cytoplasmic 833 106743 534 a8 35 26 20 2 047 119
COF1HUMAN  Goffn-1 832 18491 822 52 38 1 ) s 057 631
SERAHUMAN  D-3-phosphoslycerate dehydrogenase 831 56614 629 0 3 19 1 3 058 277
GELS HUM Golsol sis B5644 59 57 39 19 i 19 052 118
PROFIHUMAN  Profin-1 808 15045 844 8 1 13 ) 13 094 1875
TAGL HUM Transgein 804 22596 887 131 a 18 1 1 085 2118
CATDHUMAN  Cathepsin D 799 44520 61 57 35 18 12 18 06 307
TPMAHUMAN  Tropomyosin apha-4 chain 789 28504 1487 o “ 18 i 10 054 327
TPMIHUMAN  Tropomyosin aloha~1 chain 22 32689 159 85 2 21 1" 12 06 305
TR HUMAN Transkotolss 783 67835 758 55 36 21 16 21 055 185
TCPH HUM T-complex protein 1 suburit eta 781 59329 755 a 20 20 16 20 058 208
GANABHUMAN  Neutralspha-glucosidase AB. 760 108807 574 & 36 @ 19 32 08 128
SYWCHUMAN  Tryptophan~-tRNA figase, cytoplasmic 760 53132 583 4 2 19 is 2 062 25
ANKATHUMAN  Annexin AT 750 38690 657 55 31 18 12 18 065 262
PEBPIHUMAN  Phosphatidyiethanlsmine-binding protein 1 754 21084 701 2 7 7 6 7 062 223
AMPNHUMAN  Aminopepidase 2 108471 531 6 20 3 18 3 049 107
ANXAS HUMAN  Annexin A8 739 75826 542 8 8 ) 2 ) 066 201
SPB6 HUM Serpin B6 787 42501 518 30 2 16 1 16 055 193
GOIBHUMAN  Rab GOP dsociation inhibtor beta 733 50631 611 5 0 2 i I 071 244
HU Rab GOP dissociation inhibtor aoh 286 50550 5 a1 2 15 1 9 058 217
PFKAPHUMAN  ATP-dapendent 6-phosphofructokinase, patelet type 733 85542 75 ) 2% 2 16 2 059 118
PFKALHUMAN  ATP-dspendent 6-phosphofructokinase, ier ty 264 84964 726 15 ) ) 5 s 021 028
ECHAHUMAN  Trfunctional enzyme subunit aipha, mitochondria 73 82047 916 38 26 " 12 " 04 093
SNDIHUMAN  Staphylococcal nuclease domain-containing protein 1 730 1019 674 52 33 30 i 3 04 109
SEPTZHUMAN __Septin-2 129 41461 615 3 2 14 12 13 057 268

“Protein score is calculated from the score of the peptide attributed 1o the protein.

“plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein”'

“Number ‘spectrum number protein and exceeds the identification criteria.
“Nurmber of sequences is number of peptides matched to protein®
‘Number is peplides exceeding the matched to proteins.

“Number of unique sequences is a unique®® number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of maiched peptide residues 1o the total length of the protein
'Exponentially Modified Protein Abundance Index (http:/www.matrixscience comhelp/quant_empai_help.htm).
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Table $2. Cont 1

UniProtiSWISS- Protel Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description Protein score’ _mass (kDa) _ pl® matches® matches® sequences® sequences' sequences® coverage” emPAl'
‘SYEP HUMAN 725 7045 702 %2 35 20 35 063
FAS HUMAN 716 273250 601 & o a2 25 a2 031 047
TCPZ HUMAN 712 57988 623 3 27 2 15 2 065 194
MYOF HUMAN 708 234561 584 7 39 51 2 51 037 068
TPIS HUMAN 705 20772 565 6 3 is 12 1 071 a7
GTNA HUMAN 61 100009 595 a0 19 21 i i 038 072
SEPRHUMAN 69 87657 621 1 32 2 19 2 046 147
CPNST HUMAN 682 26208 505 2 20 14 i 4 08 479
ATPB HUMAN 681 56525 526 59 o 2 2 ) 018 581
GAVNIHUMAN  Gaveolse-associated protein 1 670 43450 551 2 19 ) 5 9 033 078
MLI2BHUMAN  Myosin regulatory ight chain 128 a8 19767 an 38 2 13 1 1 084 1ie
MLIZAHUMAN  Myosin regulatory ight chain 12 640 19781 467 3 27 13 i 1 084 iis
UGPAHUMAN  UTP-glicose-1-phosshate uridybtranserase 650 56905 816 4 2 18 15 4 05 2
PUNSHUMAN  Peripn-3 550 47046 53 2 2 16 1 3 059 165
PTBRTHUMAN  Polypyrimidne tract-bindng protein 1 652 57186 922 25 19 ) 7 o 032 067
PSMDT HUMAN 265 proteasome non-ATPase regulatory subunit 1 651 105769 525 33 2 18 i i 034 074
MAPAHUMAN  Miorotubule-associated protein 4 651 12000 532 o 2 2 10 2 036 046
THIOHUMAN  Thioredoxi 649 1730 1482 39 2 s 5 ] 078 463
GNNG HUMAN  Calponin-3 640 36391 569 50 30 14 ] 1 051 179
ONNZHUMAN  Calponin-2 480 33675 695 " 21 1" ] 10 06 34
IMBIHUMAN  Importin subunit beta-1 631 97108 468 1 28 25 18 25 052 108
IPOSHUMAN  Impartin-5 616 129550 483 60 36 36 2 36 055 141
MAN 611 20700 478 s 30 20 18 20 029 037
TAGLZHUMAN  Transgeln-2 597 22377 81 o 30 15 10 15 084 994
PROXS HUMAN  Perosiadoxin-6 589 25019 6 a8 2 1 ] 1 06 276
GOPBHUMAN  Coatomer subunit beta 583 107074 532 @ 2 2 i 2 038 073
SYIGHUMAN  Isoleucine—tRNA gase, oytoplasmio 579 144406 582 58 31 20 ” 2 037 064
SPTNIHUMAN  Spectrin alpha chain, non-erythrocytic 1 578 284364 522 50 7 39 12 3 025 018
GOPAHUMAN  Coatomer subunit 3gh 571 138258 2] w0 26 21 is 21 026 057
POIAGHUMAN  Protein dsulide-isomerase AB 570 48001 195 30 21 1" ) 1" 048 159
GBBAHUMAN  Guanine nucleotide-binding protein subunt beta~4 120 a7543 56 1 5 7 ‘ ) 039 056
PAHAZ HUMAN  Prolyld-hydroxylase subunit spha-2 560 60864 549 1 29 20 12 ) 047 128
SCSIAHUMAN  Protein transport protein Sec31. 555 132931 643 35 19 19 1o 19 031 037
UGGGI HUMAN  UDP-glucoseighiooprotein glucosyitransferase 1 550 107 54 4 21 25 7 25 032 05
PPIBHUMAN  Peptidyi-prolyl ois-trans isomorase B 545 23728 942 60 25 i 6 1 054 a02
PGAMI HUMAN  Phosphoglycerate mutase 1 535 28786 687 4 2 1 ] i 055 22
GUGAHUMAN  Chioride intracelular channel potein 4 531 28754 545 s 25 1 8 13 072 266
GOPB2 HUMAN  Goatomer subunit beta’ 528 102422 515 a2 2 24 It 2 046 108
FKBIOHUMAN  Pepticyi-prolyl cis-trans isomerase FKBP10 524 64204 536 39 23 20 1 2 043 105
EFIGHUMAN  Elongation factor 1-gamma 523 50087 625 a 2 19 12 19 055 195
TOPEHUMAN  T-complex protein 1 subunit epsiton 520 59633 545 as 25 16 12 18 054 166
VATIHUMAN  Synapic vesicls membrane protein VAT-1 homolog 510 41893 588 36 2 16 is is 059 344
VIGLNHUMAN  Vigiin 500 141368 643 m 20 25 13 3 032 047
TOPAHUMAN  T-complex protein 1 subunit aha 503 60306 58 31 18 19 12 7 058 129
GFPTI HUMAN fructose-6-phosphate aminotransferase [isomerizing] 1 s01 78756 666 29 18 2 1 1 051 089
GFPT2 HUMAN o-6-phosphate aminotransferase [isomerizing] 2 167 76882 708 12 5 ) ) 5 021 018
RRBPIHUMAN  Ribosome~binding protein | 182 152381 860 52 30 24 12 2 024 039
HSPBI HUMAN  Heat shock protein beta-1 489 22768 598 54 ) 13 ] 13 086 957
2AAA HUMAN protein phosphatase 2A 65 kDa reg Asioha soform 487 65267 5 2 1 15 10 is 042 09
MDHMHUMAN  Malate dehydrogenase. mitochondril 486 35481 892 a1 18 12 7 12 048 121
VATAHUMAN  V-type proton ATPase catalytio subunit A 485 68260 535 35 2 18 2 18 046 108
GEPDHUMAN  Ghucose~6-phosphate 1-dehydrognase a8 59219 639 38 25 19 i2 i 057 168
PRDX5 HUMAN  Perosiradoxin-5, mitochondrial 483 22078 893 2 1 10 6 1o 056 207
RPN2 HUMAN subunt 2 483 69241 544 30 2 " 1 7 055 133
PSMD2 HUMAN 265 proteasame non-ATPase regulatory subunit 2 475 10013 508 3 2 19 1 19 041 072
SYCOHUMAN  Cysteine~—tRNA fgase, cytoplasmic 475 85419 631 2 13 15 7 is 034 041
SIOABHUMAN  Protein $100-A11 3 1733 656 w2 7 ) 5 o 074 2141
PARKT HUMAN  Protein/nuclaic acid degycase DJ-1 468 19878 633 32 19 9 6 o 072 27
PLODIHUMAN  Procolagen-lsine 2-oxoglutarate 5-doxygenase 3 467 84731 569 2 21 1 o 1 026 072
PLODZHUMAN  Procolsgen-lysine 2-oxoglutarate 5-doxygenase 2 308 81632 624 a1 13 19 o 19 036 056
PLODI HUMAN  Procolsgen-fysine 2-oxoglutarate 5-dioxygenase | 307 83497 647 26 7 " ] " 035 057
HSP74 HUMAN  Heat shock 70 kDs protain 4 466 94271 st 37 2 23 is 2 043 085
HS105 HUMAN  Heat shock protein 105 kD: 8 96804 528 18 4 14 ) 13 025 o1
UGDHHUMAN  UDP-glucose 6-dehycrogenase 463 54989 613 as 2 19 1 1 068 237
NEP HUMAN Nepriysin 460 85450 554 35 18 21 1 21 04 o071
GEPLHUMAN  Glucose-6-phosphate isomerase a7 63107 843 30 i 14 o 1o 044 084
STPLHUMAN  Stress-induced-phosphoprotein | 446 62599 64 2 1 12 7 12 033 059
NNMTHUMAN  Nicotinamide N-methyltransferase 439 29555 556 36 i n 6 i 056 132
ADHXHUMAN  Alcohal dehydrogense class-3 438 39698 745 18 18 ) 5 8 039 069
BGHIHUMAN  Transforming growth factor-beta-induced protein 31 74634 762 2 13 15 7 15 037 048
CSRPIHUMAN  Cysteine and gvcine-rich protein | 430 20554 89 30 19 ) 7 ) 059 307
GALUHUMAN  Calumenin a8 37084 447 50 18 18 ) i 052 174
HNRPUHUMAN  Heterogeneous nuclear rbonucleaprotein U 28 90528 576 29 19 16 10 is 034 066
PSBSHUMAN  Proteasome subunit bota typa-5 23 28462 643 15 12 3 5 ) 038 107
TCPGHUMAN  T-complex protein 1 subunit gamma 22 60495 61 2 18 15 8 is 042 074
GRHPRHUMAN  Gyoxylate reductase/hycroxypyruvate reductase 420 35646 701 ) 7 4 s 4 028 042
4F2HUMAN 4F2 cell-surface antigen heavy chain a 67952 189 2 1 15 10 15 037 085
0ST48 HUMAN 48 KDa subunt 416 50769 600 19 1 o 6 o 04 078
DREBHUMAN  Drabrin 415 71385 a1 19 15 o 6 o 029 051
APIBIHUMAN  AP=1 complex subunit beta~1 230 104570 494 2 8 16 7 1 028 032
POCGLHUMAN  Programmed coll death 6-interacting protein 405 95963 613 32 18 19 10 ) 038 068
PIHIHUMAN  Prolyl 3-hydroxyiase 1 a0 83341 505 34 7 18 ) i 045 065
TMEDAHUMAN  Transmembran emp24 domain-containing protein 10 104 24960 697 1 9 ) 4 ) 038 094
SYSCHUMAN  Serne——tRNA lgase, cytoplasmio 103 58740 605 27 16 16 7 16 042 064
CALXHUMAN  Calnexin 403 67526 a7 a 19 1 8 1 033 087
GOSAI HUMAN  Gollagen aha-1(V) chain 403 183047 44 18 13 12 s 12 014 02
NIBLIHUMAN  Niban-ike protein | 02 84085 582 a4 2 15 13 15 032 091
ATLATHUMAN  Atlsstin-3 401 60503 543 2 1 15 i is 051 114
GONIHUMAN  elF-2-alpha kinase activator GON1 ass 202572 729 w0 2 2 i 2 015 022
GLIGIHUMAN  Chioride ntracelular channel protein | 309 26908 500 " 2 1 ) 13 069 3
TXIBIHUMAN  Taxi-bndng protein 3 ass 13726 804 13 It 5 4 5 065 228
PLSTHUMAN  Plastin-3 ass 707668 sa1 a5 2 2 ) 5 053 225
FERM2HUMAN  Fermitin fami homolog 2 383 7811 626 2 19 15 13 15 039 101
NBSRIHUMAN  NADH-cytochrome bS reductase 3 as9 24213 718 24 1 13 3 13 052 164
IDHCHUMAN  Isocitrate dehydrogenase [NADP] cytoplasmic 387 46630 658 34 21 16 o is 056 144
ARFAHUMAN  ADP-ribosylation factor 4 384 20498 659 33 15 13 7 ) 083 307
PPCEHUMAN  Probylendopeptidase. as0 80648 550 18 1 12 7 12 033 044
TCPDHUMAN  T-complex protein 1 subunit delta a77 57888 796 32 20 19 1 19 058 155
TTAVHUMAN  Integrin aha-V. a7s 115964 545 29 20 18 12 i 03 054
SPTB2 HUMAN __Spectrin beta chain, non-erythroeytic 1 an2 214439 530 a1 13 2 3 2 017 o017

“Protein score is calculated from the score of the peptide attribute
®plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein®’

p

d to the protein.

“Number of sequences is number of peptides matched to protein’

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.

tein and exceeds the

“Number of unique sequences is a unique*’ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (ttp:/www matrixscience comelpiquant_empai_help. htmi).
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Table S2. Cont2.

UniProt/SWISS- Protein Num. of Num. of significant Num. of Num. of significant  Num. of unique Sequence
PROT ID Description Protein score® _mass (kDa) _ pl® matches® matches® sequences® sequences’ coverage” emPAI'
GPGD HUMAN 6~ phasphoglucanate dehydrogenase, dacarboryisting a7 53106 58 70 T ] s 038
AP2ZATHUMAN  AP-2 complex subunit apha-1 370 107478 663 a7 19 2 12 1 038 08
AP2AZHUMAN  AP-2 complex subunit abha-2 207 103805 659 21 s 13 s 6 024 022
OATHUMAN  Omithine aminotransferase, mtochondial 310 ass0s 657 1 12 s 7 o 032 082
MMP14 HUMAN  Matrix metaloproteinase~14 367 eses2 763 3 12 10 s 10 02 037
HNRPF HUMAN  Heterogeneous nuclear rbonucleoprotein F 306 aseas 538 19 12 5 s 4 03 013
HNRHI HUMAN  Heterogeneous nuclear rbonuclecprotein H 200 avies ss9 18 ) 10 7 6 038 081
HNRHZ HUMAN  Heterogencous nuclear ribonucleoprotein H2 116 a2s  ss9 1 6 9 6 o 038 055
AATCHUMAN  Aspartate aminotransferase, cytoplasmio 366 w219 652 2 12 12 7 12 053 088
DPPAHUMAN  Dipepticy pepticase 4 365 8222 567 19 1 9 5 o 018 027
LAMCI HUMAN  Laminin suburit gamma- 1 363 177489 501 2 18 15 1" 15 018 03
PICALHUMAN  Phosphatiylnositol-binding clathrin assembly protein 350 70710 77 19 " s 3 s 024 051
SERCHUMAN  Phosphoserine sminotransferas 357 w037 156 a 1 I 10 1 067 8
MDHC HUMAN  Malate dehycrogensse. cytoplssric 354 i3 691 21 13 9 s s 055 017
LRGSO HUMAN  Leucine-rich repeat-contaiing protein 59 353 4000 961 2 15 il o il 039 100
ERP29 HUMAN  Endopiasmic retculum resident protein 20 350 975 617 1 12 s 7 o 045 2
COPEHUMAN  Costomer suburit epsion 319 s a7 18 15 s 7 8 044 133
RLSHUMAN 605 rbosomalprotein LS 313 34301 913 19 10 s 4 8 04 062
VATBZ HUMAN  V-type protan ATPase suburit B, brai isoform 2 seaes 557 25 i n ) 1 o041 094
RCNIHUMAN  Retculocabin-3 329 a0 aze I 10 5 s 2 035 034
FKBPOHUMAN  Peptidyi-prob is-trans isomerase FKBPS 339 63014 491 20 15 s o 6 022 059
YBOX3 HUMAN  Y-box-binding protein 3 218 006 977 1 6 s 2 a 023 02
DDXIHUMAN  ATP-dependent RNA helisase DDX1 335 ss80 681 2 13 14 7 14 032 043
AGMIHUMAN  Phosphoscetylgucasamine mutase 335 59814 584 19 12 13 6 13 04 015
LPPRCHUMAN  Leucine-rich PPR motif-containing protein, mitochondial 333 157605 581 25 1 s s i 022 024
PROX HUMAN  Perosedosin-4 327 20521 580 3 2 15 10 13 071 289
PROXIHUMAN  Peroxiredoxin-1 20 22000 821 5 2 2 1 " 088 o8
PRDX2HUMAN  Perosiradoxin-2 165 2187 566 1 s 7 5 6 044 157
ESTOHUMAN  S-formyiglutathione hydolase 324 sz ase 18 1 9 6 o 057 121
PALLDHUMAN  Palladn 322 150470 687 30 I 2 5 2 024 028
PYGBHUMAN  Gycogen shosphonylase, brein form 322 96635 64 2 1 1 10 is 033 054
PYGLHUMAN  Ghycogen phosphorylsse, ver form 6 o081 61 10 3 7 3 3 o4 014
IFZAHUMAN  Eukaryotic translaton initiaton factor 2 subunt 1 321 soss 502 20 15 10 7 10 047 120
GSLGIHUMAN  Golg apparatus protein 1 21 34464 652 a8 12 1 6 i 026 021
DDX3X HUMAN ndent RNA helicase DDX3X a1 e 6 15 1 10 7 10 025 049
1PO7 HUMAN 31 toa0 47 2 14 13 6 13 023 032
NUGL HUMAN 318 76568 48 2 13 n 6 n 021 039
IT81 HUMAN 316 se3s7 527 a 19 21 10 1 045 058
SYVC HUMAN 316 0387 159 19 12 1 9 1 02 031
CATB HUMAN 314 37797 58 a 12 12 7 12 042 141
RTN4 HUMAN a2 129851 443 19 10 7 4 7 014 017
SYRCHUMAN 305 75331 620 2 1 17 s i 035 056
 HuM Prossposin 04 s074 500 10 1 I 7 ” 05 031
FHLZHUMAN  Four and a half LIM domains rotein 2 304 2171 75 20 9 12 H 12 05 03
FBLNI HUMAN  Fbuln-1 267 me2 507 2 6 iz 3 7 019 024
DOTNZ HUMAN  Dynactin subunit 2 304 4200 51 o s 4 4 4 015 045
ANXASHUMAN  Annexin Ad 209 asa0  sae a0 1 13 s 7 056 i
GOMTHUMAN  Catechol O-methykransferase 302 a0 520 20 13 10 6 0 053 129
NOMOT HUMAN  Nodsl modtor 1 302 134200 554 2 1 15 s 1 027 028
ECHMHUMAN  Enoyl-CoA hydratase, mtochondrial 302 sise1  ase 1 9 7 6 1 042 121
EHDZHUMAN  EM domain-containing potein 2 301 6112 603 2 1 1 10 1 038 098
IPYRHUMAN  Inorganic pyrophosphatase 301 2609 554 21 i 0 6 i 055 4
MYOICHUMAN  Uncanventional myosin-o 300 121606 945 29 12 2 5 2 03 036
TCPGHUMAN  T-compiex protein 1 subunit theta 200 o583 542 a8 1 2 10 2 040 101
IMAZHUMAN  Importin subunit spha~7 208 59991 189 1 1 7 5 [} 028 042
PURSHUMAN  Bifunctional purne biosynthesis protein PURH 207 6575 627 25 is 1 10 14 045 081
FHLIHUMAN  Four and a haf LIM domains protein 1 205 623 925 17 12 7 3 7 032 099
RLOHUMAN  60S rbosomal protein L9 204 21850 996 2 1 s 6 ] 062 215
LIMAT HUMAN  LIM domain and sctin-binding protein | 203 &1 6l 19 9 il s 1 019 028
AMPLHUMAN  Cytosol aminopeptidase 203 50131 803 19 s " s " 033 045
ALTATHUMAN  Apha-aminoadpic semiakiehyde dehydrogenase 202 ss0 a2l 15 10 10 7 10 035 065
THNDS HUMAN  Thioredosin domin-containing rotein 202 4509 563 2 1 1 5 1 043 12
THCHUMAN  Acetyi-CoA acetylransferase, oytosoli 200 as2e 67 13 10 s 8 8 051 120
STRAP HUMAN  Serine-threanine kinase receptor-associated protein 289 8414 498 I " 10 s 10 053 072
PSB4 HUMAN 28 wies sz 1 7 7 6 7 047 138
DHXO HUMAN se A 283 10869 641 I 10 s 3 ] o1 009
ALILZHUMAN  Mitochondriel 10-formyketrahycrofolate dehycrogenase 281 101681 613 a 1 21 12 21 037 084
GLSKHUMAN  Gitaminase kidney isoform, mtochondial 280 741 185 2 10 14 s 14 032 033
Adenine phosphorbosyltransferase 279 19505 578 7 5 6 4 o 053 131
SDCBIHUMAN  Syntenin- 279 a4 705 18 13 5 s 5 039 116
SORNIHUMAN  Secernin-1 274 sasa 4se 19 1 s 4 8 o037 043
USOIHUMAN  General vesicular transport factor p1 15 274 10728 485 2 19 13 10 13 023 047
ECHBHUMAN  Trifunotional anzyme subunit beta, mtochondrial 273 si262 945 1 10 5 4 o 023 038
ESYTIHUMAN  Extended synptotagri 212 122780 557 2 1 10 6 10 018 02
ASNSHUMAN  Asparagine synthetase [gutamine-hyrobeing] 21 6320 630 2 12 I 8 " 051 068
RENI HUMAN subunit 1 270 60527 590 10 25 2 16 21 05 165
RD23B HUMAN UV excision repairprotein RAD23 homolog B 210 At a9 12 1 5 s o oat 018
GOGAZHUMAN  Collagen alpha-2(VD) chain 269 tss12 585 2 15 13 5 13 025 047
ONDPZHUMAN  ytosalic non-specific dpeptidase 208 s845 560 18 10 1 3 1 043 081
MRC2HUMAN  G-type mannose receptor 2 267 i66s6s 554 26 is 15 5 15 023 025
XRGC5 HUMAN  Xray repai cross-complementing protein § 266 652 555 2 1 18 1" 1 045 014
RAB23 HUMAN  Ras-related protein Rob-23 266 23 622 s 7 4 3 4 036 059
NXP2O HUMAN  Protein NOXP20 2066 60704 461 12 9 2 6 o 026 051
IFSAZHUMAN  Eukaryotic transiation initiation factor 5A-2 19 16782 538 10 9 5 6 1 o042 335
TMXIHUMAN  Protein dsulfide-i ™S 265 51839 48 1 o s 4 o 025 038
EFIBHUMAN  Elongation factor 1-beta 263 26748 45 2 13 3 8 5 059 15
EFIDHUMAN  Elongation factor 1-delta 151 s1103 49 19 9 10 7 o 052 154
BASPIHUMAN  Brain acid solube protein | 262 2260 4se a1 15 7 s 7 054 199
PSEGHUMAN  Protassome subuni beta typa-6 261 25341 48 7 6 3 3 3 03 063
PSMEZHUMAN  Prateasome activator complex subunt 2 261 2380 554 7 5 5 3 5 033 057
CANIHUMAN  Capain-1 cataytc subanit 260 siss 549 21 1 1 10 1 042 067
NDKBHUMAN  Nucleosids dphosshate kinase B 259 1281 852 as 10 9 s s o072 315
NDKAHUMAN  Nuoleoside dphosphate kinsse A ) 1188 588 a1 9 1 s 7 088 323
PSMDIHUMAN 265 proteasome non-ATPase regulatory subunit 3 250 6000 847 19 1 10 7 10 023 061
ARCIBHUMAN  Actin-related potein 2/3 complex subunit 1B 258 40023 869 25 13 10 6 o ot 108
ANXITHUMAN  Annesin AT 1 255 54355 753 12 9 5 3 o 017 026
ITASHUMAN  Integrin aghs~5 255 Tiaaes 55 15 10 9 7 o 02 029
(CBR3 HUMAN Carbonyl reductase [NADPH] 3 135 30831 582 1 7 5 3 2 0217 05
MBS HUMAN  Interin beta5 208 a9 572 13 1 10 8 10 029 045
ORB2 HUMAN __ Lysosome membrane protein 2 245 54255 s 21 i 10 4 10 035 036

“Protein score is calculated from the score of the peptide attibuted to the protein.
“plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein”’.

“Number of significant matches is spectrum number tein and exceeds the it criteria.
°Number of sequences is number of peptides matched to protein®.
‘Number of significant number of peptic ding the criteria matched to proteins.

“Number of unique sequences is a unique” number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentally Modified Protein Abundance Index (http:/www.mattixscience.comelp/quant_empai_help.htmi)
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Table S2. Cont3.

UniProt/swiss- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description Protein score® mass (kDa) _pl° __ matches® matches” sequences® _sequences’ sequences’  coverage” _emPAl'
PPGB HUMAN  Lysosomal protective proteim 244 54431 616 s © 5 3 5 017 026
CIQBP_HUMAN  Complement component 1 Q suboomponent-binding protein, mitoshondrial 243 31343 474 15 9 7 3 7 047 01
HINTLHUMAN  Histidine trisd nucleotids-bindng protein 1 202 13793 643 13 9 4 3 4 047 228
EHDIHUMAN  EH domain-contaning protein | 242 60589 635 15 9 10 5 10 033 051
PGMI HUMAN  Phosphoglucomutase~1 241 61411 63 17 1" 13 9 13 037 084
SRO8HUMAN  Sre substrate cortact 240 61549 524 13 s ) s ) 022 04
PAILHUMAN  Plasminogen actvator inhbi 240 45031 668 12 8 8 6 8 036 091
NPILI HUMAN  Nucleosome assemby protein 1-lie 1 240 45346 436 18 1" 3 3 7 043 07
GAPGHUMAN  Macrophage-capoing protei 239 38474 582 2 1 9 6 9 045 113
ARPCS HUMAN  Actin-related protein 2/3 complex subunit 5 238 16310 547 10 5 5 2 5 056 065
NACAMHUMAN  Nascent ~associated cor it aph ~specific form 238 205295 95 13 s 7 s 7 004 011
NACAZHUMAN  Nascent polyoepide-associsted complex subunit alpha-2 109 23209 468 3 3 1 1 1 007 019
LKHAS HUMAN  Leukotriene A~4 hydrolase 237 69241 58 1 1" 6 6 6 016 04s
BZWIHUMAN  Basic leucine ziper and W2 domain-cantaining protein 1 236 48013 575 13 ) 9 5 8 035 054
PA2GAHUMAN  Prolferation-associated protein 2G4 236 43759 613 1 5 8 3 8 032 033
DHB12 HUMAN  Very-long-chain 3-oxoscyi-CoA reductase 233 34302 934 12 7 3 4 3 038 052
GSHBHUMAN  Gutathione synthetase 23 52352 567 10 8 5 4 5 02 037
IMDH2 HUMAN  Inosine~5-monaphosphate dehydrogenase 2 231 55770 644 12 6 5 3 5 021 025
230 46501 808 15 12 8 7 8 04 105
230 41363 65 1 ) 10 7 6 051 102
91 43108 628 10 2 7 2 3 03 021
230 35518 522 20 10 6 4 3 023 078
229 50404 585 32 1" 14 6 1 044 064
229 24808 533 ) " 15 1 15 085 528
RTRAFHUMAN  RNA transcription,transiation and transport factor protein 222 26051 619 12 6 7 5 7 043 109
GOSTHUMAN  Rapt GPase-GDP dissocistion stimulator 1 2 66275 517 19 9 1 7 bl 04 055
GCDATHUMAN  Goled-coil domain~cantaining protein 47 220 55838 476 13 8 5 2 5 02 016
AMPBHUMAN  Aminopeptidase B 219 72549 551 15 9 o 5 9 020 041
EIFSAHUMAN  Eukaryotic transiation intation factor 8 subunit A 218 166468 638 21 1 12 s 12 014 013
RL3 HUMAN 605 rivosomal protein L 218 46080 1019 18 ) ) 4 ) 032 072
GNAIZ HUMAN  Guanine nucleotide-binding protein G() subunit aipha-2 217 40425 534 2 10 12 6 5 044 085
GNAST HUMAN  Guanine nucleotide-binding protein Gls) subunit aoha isoforms Xlas 123 110956 491 s s 4 4 3 006 016
SPDZAHUMAN  SH3 and PX domain-containing protein 2A 216 125213 901 1 7 s 3 5 008 011
GLYMHUMAN  Serine hydroxymethyltransierase, mitochondial 215 55958 876 12 10 7 5 7 021 045
TPD54 HUMAN  Tumor protein D54 214 22224 526 22 10 8 5 8 056 205
LMANTHUMAN  Protein ERGIC-53 213 57513 63 n 3 5 4 5 015 034
EGLNHUMAN  Endogn 213 70533 614 21 1" 1 9 1 03 07
THICHUMAN  3-ketoaoyi-CoA thiolase, peroxisomal 212 44264 876 " 9 6 4 6 033 046
GIRBP HUMAN  Gold-inducibie RNA-bindn protein 212 18637 951 5 4 2 1 2 019 025
KINHHUMAN  Kinesin~1 heavy chain 212 109617 612 2 12 19 10 19 033 046
POXK HUMAN kinase 211 35080 575 1 ] 7 4 7 038 081
TOTPHUMAN  Translationaly-controlled tumor protein 211 19583 484 15 1" s s s 043 254
ALDR HUMAN 210 35830 651 17 8 10 5 10 054 078
CAZATHUMAN  F-actin-capping protein subunit aoha~1 143 32902 545 18 s ) 5 7 055 088
EIFSFHUMAN  Eukaryotic translation intiation factar 3 subunit 208 37540 524 8 5 6 4 6 028 056
ONNTHUMAN  Calponin-1 208 33150 914 12 o s 3 s 035 046
DCTNTHUMAN  Dynactin subun 207 141607 561 13 s 8 4 s 013 013
SAHHHUMAN  Adenosyiomocysteinase 207 47685 592 1 7 10 5 10 029 055
RONTHUMAN  Reticulocabi 207 38866 486 17 s ) 5 ) 037 09
SNTOHUMAN  5-nucleotidase 207 63327 658 13 7 9 4 9 033 03
PAPS2HUMAN  Bifunctional 3phosphoadenosine 5'-phosphosufate synthase 2 206 69457 818 19 10 9 7 9 028 052
HTRAI HUMAN  Serine protease HTRAT 206 51255 809 5 5 3 3 3 019 028
PNPHHUMAN  Purine nucleoside phosphoryiase 205 32097 645 13 10 9 6 9 045 1
CDB1HUMAN  CDS anti 205 25792 509 8 3 3 3 3 025 062
PHBZHUMAN  Prohibitin-2 203 33276 983 12 9 8 s 8 037 086
RLAOHUMAN 60 scidc ribosomal protein 201 34252 571 30 " n s " 056 197
TXDITHUMAN  Thioredoxin domain-containing protein 17 201 13932 54 n ) ) 5 ) 07 3at
GSTOT HUMAN  Gutathione S-transferase om: 201 27548 623 2 13 12 6 12 063 147
POLI HUMAN  PDZ and LIM domain rotein 1 200 36049 656 15 ) ] 5 ] 043 1
ZYK HUMAN Zysin 199 61238 622 34 1" 12 3 12 04 072
SRPRAHUMAN  Signal recognition partcke receptor subunit aipha 199 69767 907 n 5 8 4 8 022 027
FKBIAHUMAN  Peptidyi-prollcis-trans isomerase FKBH 197 11943 788 I3l 9 4 4 4 049 289
MAPTAHUMAN  Microtubule-associated prote 195 05208 485 18 8 14 5 1 X 007
HNRPMLHUMAN  Heterogensous nuclear ribonucleaprotein M 195 77464 884 1 7 2 5 12 026 031
PDIAHUMAN  Protein dsulfide-isomerase At 194 72887 496 18 s 13 3 13 027 049
QORKHUMAN  Quinone oxidoreductase PIG3 194 ass14 667 8 3 5 4 5 024 06
OLATHUMAN  Obg-lie ATPase 193 44715 764 9 6 7 4 7 026 045
LMAN2 HUMAN  Vesicular integral-membrane protein VIP36 192 40203 646 12 s 7 3 7 031 036
PEPD. Xaa-Pro dpeptids 191 54513 564 s 5 7 5 7 028 047
GTHRI HUMAN  Gollagen trine helx repeat-containing protein 1 191 26207 831 15 3 7 4 7 046 088
EIFSLHUMAN  Eukaryotic translation nitation factor 3 subunit | 191 36479 538 1 1 7 6 7 044 08
PCYOX HUMAN  Prenylcysteine osidase 1 190 56604 58 ) 7 3 5 3 024 045
PSBTHUMAN  Proteasome subunit beta type~7 190 29946 757 6 4 s 2 3 021 032
LPP HUMAN Upoma-preferred partner 190 65704 218 9 3 7 s 7 028 046
ICALHUMAN  Capastatin 187 76526 498 10 s 7 6 7 02 039
TMMAZ HUMAN  Transmembrane protein 43 186 44847 786 12 9 6 5 3 029 059
CDCA7HUMAN  Hsp30 co-chaperone Cded7 186 44440 517 1 s 7 5 7 026 06
SNXOHUMAN  Sorting nexin-9 185 66550 54 ) 5 s 3 s 021 021
GOIRIHUMAN  Rho GDP-dissociation inhistor 1 185 23193 502 18 1 7 5 7 051 144
RABP2 HUMAN  Celklar retinoic acid-binding protein 2 185 15683 542 5 4 2 2 2 027 069
LAMP1HUMAN  Lysosome-associated membrane gcoprotein | 184 aagse 9 12 7 6 3 6 o012 032
MYOTBHUMAN  Unconventional myosin-lb 182 181902 943 25 " 1 o 16 023 033
PSCSHUMAN  Delta-1-pyn carbonylate synthase 181 87248 666 13 6 7 2 7 015 X
SYNGHUMAN  Asparagine~—tRNA ligase. oytoplasmic 179 62903 59 1 il 10 9 10 032 082
PRSGAHUMAN 265 protessome regulstory subunit 6A 179 49172 513 18 14 10 8 ) 042 097
PURGHUMAN  Multiunctional protein ADE2 17 47049 695 13 7 10 5 10 05 056
UBP14HUMAN  Upiauitn carboxyi-terminal hydrolase 14 17 56033 52 n 4 8 3 8 021 025
GLUZBHUMAN  Gucosidase 2 subunit beta 172 59388 433 20 1 10 8 10 026 088
HSPBGHUMAN  Heat shock protein beta—6 170 17125 595 1 8 8 5 [ 086 232
PSDI3HUMAN 265 protessome non-ATPase regulstory subunit 13 169 42918 553 1 3 7 3 7 029 034
GLOMHUMAN  Gucosylceramidase 169 59678 728 ) s 7 3 7 026 052
IF4GIHUMAN  Eukaryotic translation initiation factor 4 gamma | 166 175382 525 13 7 " 5 10 013 013
IF4GSHUMAN  Eukaryotic translation initation factor 4 gamma 3 a8 176502 527 5 2 5 2 4 005 005
EIF3DHUMAN  Eukaryotic translation intation factor 3 subunit D 166 63932 579 s 6 5 3 s 016 022
SOHAHUMAN  Succinate dehydrogenase [ubiuinone] flsvoprotein subunit, mitochondrial 165 72645 706 12 6 s 2 5 018 012
E4TLIHUMAN  Band 4.1-like protein 3 164 120608 508 17 7 o s 9 016 018
FABPS HUMAN  Fatty acid-bindng protein, spiderm 163 15155 66 12 4 5 1 s 046 031
RALAHUMAN  Ras-relsted protein Ral-A 163 23552 666 10 7 7 4 7 057 102
GBSLHUMAN  Gystathionine beta-synthase-lke protein 162 60548 62 7 4 4 3 4 018 023
KAIZ HUMAN __ A-kinase anchor protein 12 162 191367 437 i s 5 3 ] 008 007

“Protein score is calculated from the score of the peplide attributed to the protein.

"plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein’"

“Number of significant matches is spectrum protein and exceeds the identification criteria
“Number of sequences is number of peptides maiched to protein™.

‘Number of is number of peplid ding the

SNumber of unique sequences is a unique® number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues 1o the total length of the protein.
'Exponentally Modified Protein Abundance Index (http/www.matrixscience.comhelpiquant_empai_help.htmi).

criteria matched to proteins.
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Table S2. Cont4.

UniProt/SWISS- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description Protein score” mass (kDa) _ pl” matches® matches® sequences® sequences’ sequences® coverage"  emPAl
PRSAHUMAN 265 proteasome regulatory subunt 4 162 49154 587 6 5 O 5 O 022 53
PSMEIHUMAN  Proteasome activator complex subunit | i 28705 578 9 6 7 4 7 044 078
CDIOSHUMAN  CD109 antigen 161 161587 559 12 6 7 3 7 it o
IMA3HUMAN  Importin subunit alpha~3 160 57851 a8 10 6 7 3 6 031 024
IMAS HUMAN Importin subunit alpha—4 93 57775 a8 9 5 4 3 3 019 024
IMPAI HUMAN  Inositol monophosphatase 3 159 8657 638 8 5 3 1 3 022 o011
PARVAHUMAN  Alpha-parvin 159 42217 569 5 4 3 3 3 012 034
HCDHHUMAN  Hydroxyacyl-coenzyme A dehydrogenass, mitochondial 158 34212 838 9 7 6 5 6 035 083
SPEEHUMAN  Spermidine synth 158 33803 53 16 12 1 8 1 065 167
PSMD4 HUMAN 265 proteasome non-ATPase regulatory subunit 4 158 40711 468 10 5 7 3 7 034 036
TGFIIHUMAN  Transforming growth factor beta~1~induced transcript 1 protein 157 49782 662 12 6 7 5 7 03 052
QCRZHUMAN  Cytochrome b-cl complex subunit 2, mitochondrial 155 48413 874 10 6 [ . 6 025 054
SODCHUMAN  Superoxide dismutase [Cu-Zn] 155 15926 57 9 4 5 2 5 045 068
NLTPHUMAN  Non-specific pd-transfer protein 154 58956 644 I 5 8 3 8 022 024
DHB4HUMAN  Peroxisomal multifunctional enzyme type 2 154 79636 836 18 10 1 9 13 035 06
DDAH2HUMAN  N(GIN(G)-dmethylarginine dimethylaminohydrolase 2 153 29625 566 8 4 6 2 6 044 052
TMMIIHUMAN  Transmembrar i 153 27960 875 " 6 5 2 5 028 056
RL7 HUMAN 608 ribosomal protein L7 153 20207 1066 22 7 15 5 1 058 103
RL6 HUMAN 60 ribosomal protein L6 153 32708 1059 " 7 8 “ 8 034 066
MIF HUMAN Masrophage migration inibitory factor 151 12468 774 16 12 4 . 4 04 414
ERFOAHUMAN  Eukaryotic peptide chain release factor GTP-binding subunit ERFIA 150 55720 545 1" 5 5 4 2 019 035
LYAGHUMAN  Lysosomal abha-glucosidase 149 105257 562 13 6 10 4 10 018 017
P3HIHUMAN  Prolyl 3-hydroxylase 3 149 81786 593 7 6 3 3 3 008 017
SC24DHUMAN  Protein transport protein Sec24D 149 112936 691 " 10 12 7 12 022 03
SYHCHUMAN  Histidine—tRNA ligase, cytoplasmic 148 57374 572 " 9 8 7 8 021 066
PPIC HUMAN Peptidyl-probyl cis-trans isomerase C 148 22749 848 5 4 2 1 2 018 044
SIOAGHUMAN  Protein S100-A6 147 10173 533 20 5 8 2 8 067 121
PSBIHUMAN  Proteasome subunit beta type~1 146 26472 821 10 6 6 3 6 041 06
PGRC2HUMAN  Membrane-associated progesterane receptor component 2. 146 23804 476 [ 5 4 3 4 032 068
SIAS HUMAN Sialic acid synthase 146 40281 629 19 10 12 7 12 058 106
SAEZHUMAN  SUMO-aotivating enzyme subunit 2 146 71179 515 8 8 3 3 3 012 026
SRPRBHUMAN  Signal recognition particle receptor subunit beta 145 29684 817 9 5 6 4 6 028 075
GSOME HUMAN  Gasdermin-€ 144 54520 503 13 7 6 3 6 02 026
IKIP HUMAN Inhibitor of nuclear factor kappa-B kinase-interacting protein 143 9285 921 9 3 6 2 6 025 024
IF4H HUMAN Eukaryotio translation iniiation factor 4H 143 21368 667 1 8 5 4 5 038 083
ENAHHUMAN  Protein enabled homolog. 142 66470 651 12 6 6 3 6 017 021
HCD2HUMAN  3-hydroxyacyl-CoA dehydrogenase type=2 142 26906 766 [ 4 7 . 7 052 085
HNRPQ HUMAN  Heterogeneous nuclear ribonucleoprotein G 141 69560 868 1 7 9 4 9 026 035
SPSYHUMAN  Spermine synthase 141 41242 481 10 5 5 3 5 033 035
NAGK HUMAN  N-acetyl-D~glucosamine kinsse 140 7352 581 i 8 10 6 10 053 035
LHUN 140 32555 464 it} 8 8 4 8 033 067
SYYCHUMAN 140 59106 651 24 1 20 9 20 046 089
ADTS HUMAN 140 32845 976 20 5 13 4 7 057 066
MYOTDHUMAN  Unconventional myosin-ld 140 118129 944 1 6 " 5 " 017 02
COTLT HUMAN actosin-like protein 139 15935 554 10 3 6 2 6 059 087
CO3AIHUMAN  Collagen aloha~1 (i) chain 139 138479 621 2 6 0 5 10 012 0is
CPSFHUMAN  Cleavage and polyadenylation specifioty factor subunit 7 138 52018 782 4 2 2 1 2 008 008
NAMPTHUMAN  Nicotinamide phosphoribosytransferase 138 55487 669 7 3 6 2 6 022 016
LASPI HUMAN  LIM and SH3 domain protein | 137 20698 681 1 7 5 3 5 025 052
CDA4HUMAN  CDA4 antigen 137 81487 513 10 5 [ 4 6 01 023
MYPTIHUMAN  Protein phosphatase 1 regulatory subunit 124 137 118211 531 i 6 10 5 10 014 02
ANS2AHUMAN  Acidic leucine-rich nuclear phosphoprotein 32 family member A 136 28568 399 10 4 4 1 4 03 034
CSN2HUMAN  COPS signalosome complex subunit 2 136 51564 536 9 4 6 2 6 026 027
GT251 HUMAN  Procolagen galastosylransferase 1 135 71590 685 1 7 9 6 9 026 042
UBPS HUMAN  Ubiquitin carboxyl-terminal hydrolase 5 135 95725 491 8 4 7 3 7 015 L
RBPSEHUMAN  TATA-binding protein-assosiated factor 2N 50 61793 804 4 2 3 2 2 ol 014
UAPIHUMAN  UDP-N-acetyhexosamine pyrophosphoryla 134 58732 592 1 5 10 . 10 037 043
AHSAIHUMAN  Activator of 90 kDa heat shook protein ATPase homolog 1 133 38250 541 7 6 4 4 4 024 054
SMDIHUMAN  Small nuclear ribonucleoprotein Sm D3 133 13907 1033 [] 5 4 3 4 048 142
MAOX HUMAN  NADP-dspendent malic enzyme 132 64109 579 2 7 9 6 9 036 048
GLOD4 HUMAN  Glyoxalase domain-containing protein 4 132 34771 54 7 6 4 3 4 026 061
DESP HUMAN  Desmoplakin 131 331569 644 23 3 19 2 1 011 003
KTNIHUMAN  Kineotin 131 156179 552 21 6 18 5 1 021 014
MTAP HUMAN  S-methyl-5'thioadenosine phosphorylase 3 31216 675 3 2 3 2 3 021 03
UBR4HUMAN 3 ubiquitin-protein ligase UBR4. 130 573476 57 30 7 28 7 28 013 005
HMOXI HUMAN  Heme oxygenase | 130 32198 788 5 4 4 3 4 022 046
PTKTHUMAN  Inactive tyrosine~protein kinass 7 129 118317 667 i 7 i 4 1 018 015
HXKI HUMAN  Hoxokinas 128 102420 636 10 4 s 3 s 016 013
PPPGHUMAN  Serine/threonine-protein phosphatase 6 catalytio subunit 128 35121 543 3 2 2 1 2 016 013
TFGHUMAN Protein TFG 121 43421 494 " 5 6 3 6 03 033
LATIHUMAN  Large neutral amino acids transporter small subunit 1 121 54974 79 8 5 4 2 4 o1 oie
CSNTAHUMAN  COPS signalosome complex subunit 7 127 30258 833 8 3 [ 2 6 032 031
EIFSLHUMAN  Eukaryotic translation initation factor 3 subunit L 126 66684 593 8 6 6 . 6 015 028
DLDHHUMAN  Dihydralipoyl dehydrogenase, mitochondrial 126 54143 795 " 5 10 4 10 032 036
PIMT HUMAN Protein-L-isoaspartate(D-aspartate) O-methyltransferase 126 24621 67 7 3 5 2 4 043 065
XROCS HUMAN  X-ray repair cross-complementing protein 6 125 69799 623 13 5 1" . 1" 022 027
POSTNHUMAN  Periostin 125 93255 721 1 8 s 6 9 022 031
DOPDHUMAN  D-dopachrome decarboxylase 125 12704 671 7 5 4 3 4 069 163
PDLI4 HUMAN  PDZ and LIM domain protein 4 124 35376 807 1 4 s 3 s 045 06
XRP2HUMAN  Protein XRP2 124 39615 5 4 4 ' 1 ! 008 023
MP2K2 HUMAN . Dual specificity mitogen-activated protein kinase kinase 2 123 44396 612 5 3 3 2 3 015 021
MRP1 HUMAN  Mukidrug resistance-associated prote 123 171481 671 7 3 5 2 4 006 005
MICSOHUMAN  MICOS complex subunit MICSO. 123 83626 608 7 5 5 3 5 016 016
ABCEI HUMAN  ATP-binding cassette sub-family E member | 122 67271 883 5 4 4 3 4 011 02
PDLIZHUMAN  PDZ and LIM domain protein 7 122 49813 876 20 1 12 6 12 042 065
BLMHHUMAN  Bleomycin hydrolase 122 52528 587 [ 5 3 2 2 016 017
DLRBI HUMAN  Dynein light chain roadslock-type | 120 10915 658 7 6 5 . 5 074 344
REM3 HUMAN  RNA-binding protein 3 120 17160 836 7 5 3 2 3 043 051
CATKHUMAN  Gatheps 120 36942 872 9 6 5 3 5 037 04
SEPTO HUMAN  Septin-9 120 65361 806 e 7 12 6 12 028 047
UBXNI HUMAN  UBX domain-containing protein | 120 33305 523 4 3 2 1 2 018 028
GLRX1HUMAN  Giutaredoxin-1 120 11768 833 3 2 1 1 1 02 041
PSDEHUMAN 265 proteasome non-ATPase regulatory subunit 14 119 34555 606 7 4 4 2 4 03 027
TXNLIHUMAN  Thioredoxin-ike protein | 118 32231 484 9 5 [ 2 6 034 029
MAREI_HUMAN  Microtubule-sssociated protein RP/EB family member | 118 29980 502 i 6 10 5 10 06 i
CDV3 HUMAN  Protein CDV3 homolog " 27318 606 4 1 3 1 3 032 ois
SORCNHUMAN  Sorcin " 21662 532 [ 5 4 “ 4 033 114
ENPP1HUMAN  Ectonucleotide pyrophosphatase/phosphodesterase famiy member 1 1" 104857 676 7 6 5 4 5 it 017
MYDGF HUMAN  Myeloid-derived growth factor 1" 18783 62 [ 4 3 2 3 018 055
ATPSH HUMAN __ATP synthase subunit d. mitoshondrial 116 18480 521 1 3 4 2 4 042 056

“Protein score is calculated from the score of the peptide attributed 1o the protein

“plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein”’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria
“Number of sequences is number of peptides matched to protein®.

‘Number of significant sequences is number of peptides exceeding the identification criteria matched to proteins.
SNumber of unique sequences is a unique™ number of peptides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
‘Exponentially Modified Protein Abundance Index (http:/www.matrixscience.comhelp/quant_empai_help.htm).
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Table S2. Cont5.

UniProt/SWISS- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description Protein score’ _mass (kDa) _ pi° matches® matches® sequences® sequences’ sequences® coverage” _emPAl'
DHRSTHUMAN  Dehydrogenase/reductase SDR family member 7 116 6274 859 9 5 3 5 031 038
CBX3HUMAN  Chromobox protein homolog 3 115 20798 523 6 5 5 . 5 045 121
ITAZ HUMAN Integrin alpha-2 115 129214 516 13 6 12 6 12 o019 021
NAATSHUMAN  N-alpha-acetyltransferase 15. NatA auxiiary subunit 115 101208 723 1 5 7 3 7 o014 013
LGULHUMAN  Lactoylglutathione lyase 115 20764 512 8 3 5 2 5 039 049
LAMP2 HUMAN  Lysosome~associated membrane glycoprotsin 2 14 44932 535 6 5 3 3 3 009 032
PDCD6 HUMAN  Programmed cell death protein 6 114 21855 516 5 3 3 2 3 028 046
LICH HUMAN Lysosomal acid pase./cholesteryl ester hydrolase 114 45390 642 1 1 1 1 1 005 01
PTTC 1 14 20310 a4 3 3 1 1 1 o1 022
PRRCI HUMAN  Protein PRRCT 114 46672 556 4 3 2 2 2 007 02
FIOALHUMAN  HsoT0-interacting protein 13 41305 518 i 5 6 3 6 021 035
ATPDHUMAN  ATP synthase subunit delta, mitochondrial 13 17479 538 6 5 3 2 3 033 06
STKI2HUMAN  Syntaxin-12 113 31622 545 7 3 6 3 6 036 048
LAHUMAN Lupus La protein " 46808 668 9 3 8 3 8 028 031
BOATI HUMAN  Branched-chain-amino-acid aminotransferase, cytosolic 112 42039 517 15 6 10 4 10 o051 047
PDLISHUMAN  PDZ and LIM domain protsin 5 112 63904 855 25 10 14 7 9 034 058
RON2_HU Retioulocalbin-2 112 36854 426 1 9 9 5 9 038 076
PURZHUMAN  Trifunctional purine biosynthetic protein adenosine-3 112 107699 626 i 4 1" . 1" 023 017
PYRIHUMAN  CAD protein 112 242829 602 16 6 10 4 10 3 007
ATPOHUMAN  ATP synthase subunit O, mitoshondial 12 23263 897 10 4 5 2 5 037 043
HEBPZHUMAN  Heme-bindng protein 2 112 22861 458 3 2 3 2 3 024 043
DJBTIHUMAN  Dnad homolog subfamily B member 11 m 40489 581 10 3 4 2 4 022 023
DNJAZHUMAN  Dnad homolog subfamily A member 2 111 45717 606 4 4 3 3 3 018 031
TMODIHUMAN  Tropomodulin-3 1 39570 508 6 4 5 3 5 032 037
ATMHUMAN  Aspartate aminotransferase, mitochondrial m 47487 a4 6 3 5 2 5 018 ol
TADBP HUMAN  TAR DNA-binding protein 111 44711 585 5 5 4 . . o1 045
OCADIHUMAN  OCIA domain-containing protein | 11 27609 702 3 2 2 1 2 ol o016
VATEIHUMAN  V-type proton ATPase subunit € | 110 26129 271 9 6 5 3 5 034 061
LIMSI HUMAN LM and senescent cell antigen-ke-containing domain protein 1 110 37226 843 6 5 3 3 3 o015 04
PEFIHUMAN  Pefin 109 30361 61 2 2 1 1 1 006 o015
SGCDHUMAN  Delta-sarcoglycan 109 32051 924 2 2 2 2 2 o1t 03
DCTNGHUMAN  Dynactin subunit 3 109 21106 537 8 3 5 3 5 052 08
DDRGK HUMAN  DDRGK domain-containing protein | 109 35569 512 5 5 4 4 4 026 079
UBP2HUMAN  Far upstream element-bindng protein 2 109 73070 685 1 4 i 3 1 032 o019
PACNZHUMAN  Protein kinase C and casein kinase substrate in neurons protein 2 109 55704 508 8 4 5 2 5 017 o016
TWFIHUMAN  Twinfiln-1 108 40258 648 6 6 3 3 3 o014 036
RSUTHUMAN  Ras suppressor protein 1 108 1521 857 13 8 8 5 8 064 083
WORT1 HUMAN WD repeat-containing protein 11 108 136598 648 5 3 3 1 3 005 003
GNATHUMAN  Giucosamine 6-phosphate N-acetylransferase 107 20736 817 3 3 3 3 3 029 081
PROF2HUMAN  Profiin-2 107 15036 655 8 6 3 3 3 038 127
GOLP3 HUMAN  Golgi phosphoprotein 3 107 33790 605 8 4 4 2 4 026 028
TGMZHUMAN  Protein-gutamine gamma- glutamyltransferase 2 107 77280 511 15 5 10 . 10 031 024
CX6ATHUMAN  Cytochrome o oxidass subunit A1, mitochondrial 107 12147 93 5 4 2 1 2 046 04
EIFSBHUMAN  Eukaryotic translation iniiation factor 3 subunit B 107 92424 489 18 7 1 4 9 025 02
BLVRBHUMAN  Flavin reductase (NADPH) 106 22105 718 7 4 3 1 3 028 021
LYOXHUMAN  Protein-lysine 6-oxidase 106 46915 836 7 2 4 2 4 o016 o019
‘GHMPS HUMAN rged mulivesicular body protein 5 106 24555 458 3 3 2 2 2 022 04
MICIOHUMAN  MICOS complex subunit MIC10 105 8802 868 2 2 1 1 1 022 058
GODSOHUMAN  Coiled-coil domain-containing protein 80 104 108106 812 5 4 3 2 3 009 008
STOMHUMAN  Erythrocyte band 7 integral membrane protein 104 a7 771 7 5 2 1 2 013 o014
AKICI HUMAN  Aldo-keto reductase famiy | member C1 104 36765 802 10 5 5 4 3 026 057
AKIGIHUMAN  Aldo-keto reductase famil | member C3 81 36830 806 9 3 4 3 2 02 04
PCKGMHUMAN  Phosphoenolpyruvate carboxykinase [GTP], mitochondrial 104 70685 757 13 7 9 4 9 028 027
MGSTI HUMAN  Miorosomal glutathione S-transferase 1 104 17587 941 6 3 3 2 3 025 102
6PGL HUMAN - gluconolactonase 104 27530 57 9 3 6 2 6 03 035
PRKDCHUMAN  DNA-dependent protein kinase atalytic subunit 103 468788 675 23 6 18 4 18 008 004
HNRH3 HUMAN  Heterogeneous nuclear ribonucleoprotein H3 101 36903 637 4 2 3 1 3 021 012
SYTCHUMAN  Threonine——tRNA liase, cytoplasmic 101 83382 623 21 8 13 4 13 03 022
TOIPIHUMAN  Torsin~1A-interacting protein 101 66208 822 8 5 4 2 4 017 013
ARGP1 HUMAN  ADP-ribosylation factor-ike protein 6-interacting protein 1 101 23347 938 4 4 1 1 1 o014 o019
PTNITHUMAN  Tyrosine-protein phosphatase non-receptor 100 68303 687 i 5 7 4 7 023 028
TOM70 HUMAN  Mitochondral import receptor subunit TOM70 100 67412 675 5 4 4 3 4 012 02
NPIL4 HUMAN  Nucleosome assembly protein 1-lk 100 42197 45 8 3 5 1 4 026 01
IFIAXHUMAN  Eukaryotic translation infiation factor 1A, X-chromosomal 100 16450 507 3 3 1 1 1 01 028
SYPLIHUMAN  Synaptophysin-ike prote 9 28547 869 2 2 1 1 1 007 016
PIRTHUMAN  Protein phosphatase 1 regulatory subunit 7 99 41539 484 8 4 7 4 7 031 049
CRTAP HUMAN rtiage-associated p 9 46532 55 10 4 6 4 5 022 043
COPDHUMAN  Goatomer subunit delta 9% 57174 589 19 5 16 5 16 o048 044
ECM29 HUMAN  Proteasome-associated protein ECM29 homolog 98 204160 674 16 5 10 3 10 012 008
CTGFHUMAN  Connective tissue growth factor 9 38065 843 16 6 10 4 10 043 055
ARFEHUMAN  ADP-ribosylation factor § 9 20069 904 1 4 7 2 6 o058 051
DCNLIHUMAN  DONI-fke protein 1| 9 30105 518 4 2 3 1 3 02 (35
VAPAHUMAN  Vesicle-associated membrane protein-associated protein A 98 27875 88 10 4 7 2 7 04 035
CTNDI HUMAN  Catenin dekta-1 o7 108103 586 20 7 13 . 13 024 021
UTROHUMAN  Utrophi 97 394220 52 10 4 7 1 7 004 001
ULAI HUMAN  NEDDB-aotivating enzyme E1 regulatory subunit 97 60209 525 4 3 3 2 3 o013 o1s
MONZHUMAN  Protein MON2 homolog. 97 190237 573 4 3 i 1 1 002 002
PGM2HUMAN  Phosphogiucom 97 65240 628 8 6 4 2 4 013 02
KAPSHUMAN  Cytoskeleton-associated protein 5 97 225352 795 13 5 7 3 7 007 006
KLCIHUMAN  Kinesin lignt chain 97 65269 587 10 3 7 3 7 02 021
ERP44 HUMAN  Endoplasmic retioulum resident protein 44 9% 46041 509 9 4 6 2 6 o016 o1
FAAAHUMAN  Fumanylacetoacetase 9 46344 646 3 2 2 1 2 o012 009
GCPGOHUMAN  Golgi residsnt protein GOPGO 9% 60556 502 7 3 6 3 6 021 023
ANXATHUMAN  Annexin A7 95 52108 552 8 4 5 3 5 o014 027
CITCHUMAN  C-1-tetrahydrofolate synthase, cytoplasmic 9% 101495 689 15 7 12 6 12 021 028
SRPTZHUMAN  Signal recognition particle subunit SRP72 9% 74560 931 13 7 8 4 8 025 025
DPMI HUMAN  Dolichol-phosphate mannosyltransferase subunit 1 95 29616 957 5 2 4 1 4 034 o1s
CRYABHUMAN  Apha~crystalin B chain 95 20146 676 6 4 3 2 3 029 051
CTRIHUMAN  High affnty cationio amino acid transporter 1 95 67594 529 10 6 4 2 4 01 013
PSAHUMAN mycin-sensitive aminopeptidase 95 103211 549 16 4 13 3 1 021 o013
OTUBI HUMAN  Ubiquitn thioesterase OTUB1 95 31264 485 7 5 4 3 4 033 07
PYRGI HUMAN  CTP synthase 1 94 66648 602 10 6 6 3 3 017 021
ATPSLHUMAN  ATP synthass subunit g mitochondrial 94 11421 965 9 5 3 2 3 05 103
DYNZHUMAN  Dynamin-2 94 98003 704 9 4 7 4 7 013 o1
CNPY2 HU rotein canopy homolog 2. 94 20639 481 10 4 6 3 6 o045 o082
ERLNZHUMAN  Erlin- 93 37815 547 8 3 5 2 5 025 025
GPNMBHUMAN  Transmembrane glycoprotein NMB 93 63882 817 4 2 2 1 2 005 007
LARPI HUMAN  La-rel nt 9 123434 891 5 3 4 2 4 006 007
DCILIHUMAN  Cytoplasmic dynein 1 light intermediate chain 1 93 56544 601 3 2 2 1 2 o1 008
ANMS HUMAN ___Protein arginine 5 93 72638 588 s 5 6 4 3 025 026

“Protein score is calculated from the score of the peptide attributed to the protein.

®plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein”'.

“Number of trum number

and exceeds the identification criteria.

“Number of sequences is number of peptides matched 1o protein®.

‘Number of significant number of peptic

the identification criteria matched to proteins.

SNumber of unique sequences is a unique®® number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (htip:/www.matrixscience comhelp/quant_empai_help.htmi)
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Table S2. Cont6.

UniProt/swIss- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Description " mass (kDa) _ pl® matches® matches” sequences® sequences’ sequences® emPAl
GYFPI HUMAN  Gytopiasmic FMRI-interacting protei | 93 145088 646 B 3 0 3 0 o1 009
PAKZHUMAN  Serine/threonine-protein kinsse PAK 2 02 58006 569 7 4 I 3 4 013 024
PIGS HUMAN  GPl transamidase component PIG-S 92 61617 605 3 3 2 2 2 009 015
IF5 HUMAN Eukaryatio translaton itition factor 5 o1 19192 541 8 s 5 2 5 018 018
ARMC HUMAN  LisH domain-containing protein ARMCY 91 91704 583 8 3 7 3 7 015 015
GDIGEHUMAN  GD166 antigen 91 65061 592 9 s 5 4 5 02 029
IF2BHUMAN  Eukaryotio translation intiaton factor 2 subunt 2 91 38364 56 7 5 ] 3 4 02 038
GRKHUMAN ~ Adspter molecule crk 91 33810 538 1 1 1 1 1 006 013
RNHUMAN  Granuins o1 63500 643 6 s 4 2 4 011 022
SRPOS HUMAN  Signal recogniton partile 9 kDa protein 91 10105 1 2 2 1 1 1 013 049
UMPSHUMAN  Uridne §-monophosphate synthase %0 52189 681 4 3 ) 2 s 009 017
ROGOHUMAN 60 kDa §S~A/Ro rionuoleoprotein 9 60631 827 6 4 I 3 4+ 014 023
FRINHUMAN  Forritin heavy chain %0 21212 53 12 4 ) 3 s 01 019
NORGI HUMAN  Protein NORGI 9 42808 549 5 s o 3 6 024 034
RL13 HUMAN 05 riosomal protein L13 8 24241 1165 1 4 6 2 6 027 041
HEXBHUMAN  Beta-hexasamindace subunit bota 8 63071 629 15 5 i 4 10 026 03
SGTBHUMAN -rich beta 8 33408 18 3 2 2 2 2 017 028
HNRL2 HUMAN  Heterogeneous nuclear rbonuclaoprotein U-lke protein 2 8 85052 485 s 3 6 1 6 017 005
EROIAHUMAN  ERO1-fke protein alpha 88 54358 548 6 2 6 2 4 024 017
SYMHUMAN  Isoleucine=—tRNA igase. mitochondril 88 nars 67 6 3 5 2 5 012 008
MMS19 HUMAN  MMS18 nucleotide excision rapai protein hamolos 8 3217 se 5 2 5 2 5 011 008
PONAHUMAN  Profferating cell nuclear antigen 87 28750 457 9 4 5 2 5 043 033
TOMIHUMAN  Targot of Myb potein 1 Il 53785 459 10 3 6 2 6 029 017
PGROT HUMAN  Membrane-associated progesterone receptor companent 1 87 21658 456 3 3 1 1 h 012 021
SIOAGHUMAN  Protein S100-A16 a7 11704 628 7 2 4 2 4 053 1
COMDI HUMAN  COMM domin-sontaining protein 1 a7 21165 585 2 2 2 2 2 018 048
HIPLHOMAN  Huntingtin-nteracting protein 1 8 116148 52 1 3 5 1 5 011 004
XPOTHUMAN  Exportin-1 8 123306 571 1 5 10 3 10 016 o1
GPNE HUMAN  Gopin 86 59022 552 5 4 ) 3 3 011 024
KOYHUMAN  UMP-GMP kinase. 8 22208 544 8 3 5 4 5 03 T
GNATI HUMAN  Guanine nucleotide-binding protein subunit aoha 86 42007 551 5 3 4 3 2 02 035
HEBPI HUMAN  Heme-binding protein | 86 21084 571 2 1 2 1 2 015 022
HEXAHUMAN  Beta-hexosaminidase subunit aha 85 60664 504 8 4 5 2 5 012 015
SODMHUMAN  Superoxide dsmutase (M), mitochondrial 85 24735 835 6 2 3 2 s 025 04
EPISRHUMAN  Epidermal growth factor receptor substrate 15-fke | 81 94197 193 4 3 . 3 4 o1 014
GAI98HUMAN  Uncharacterized protein Glorf198 8 36324 56 6 5 2 2 2 015 026
SULFI HUMAN  Extracelllar sulfatase Sul-1 83 100862 923 8 4 5 1 5 014 004
MAT28 HUMAN  Methionine adenosskransferase 2 subunit bota 8 37528 69 3 2 2 1 2 016 012
IPOSHUMAN  Importin-4 83 1860 4ss 5 3 4 2 4 006 007
TRIZSHUMAN €3 ubiauitin/1SG1 5 ligase TRIM2S 8 70928 844 5 4 s 2 s 011 012
STATSHUMAN  Signal transducer and aotivatar o transcristion 3 82 88011 504 9 3 8 2 s 018 o1
DBNLHUMAN  Drebrin-lke protein 82 48178 502 9 3 6 5 5 018 03
TIFIBHUMAN  Transcrition intermedary faotor 1-beta 8 88493 552 12 4 8 3 8 021 015
PSMDS HUMAN 265 protessome non-ATPase regulatory suburit § I 56160 535 5 3 3 2 3 [X) 025
GLGBHUMAN 1 4-alpha-glucan-branching enzyme 82 80423 587 7 5 8 2 s 017 011
ITATUHUMAN  Integrin aoha-11 81 133088 624 15 2 1 2 n 015 006
RL2O HUMAN  60S rbosomal protein L29 a1 17741 1166 16 5 2 1 2 017 026
STML2HUMAN  Stomatin-like protein 2. mitochondral 81 38510 688 9 5 o 2 6 035 024
OSPG2 HUMAN  Versican core protein a1 312500 443 19 4 1 3 1 007 003
DIDIHUMAN  D-aminoacybLRNA deacylase | 80 23408 835 [ 4 4 3 4 035 071
PROX3HUMAN  Thioredoxin-dependent peroxide reduotase, mitochondrial 80 27675 767 7 2 6 2 6 034 035
USMGS HUMAN  Up-regulated during skeletal muscle grovth protein 5 80 6450 978 2 2 1 1 1 026 085
AIMP2 HUMAN smthase 2 80 35326 845 " 5 5 3 5 03 042
PXDNHUMAN  Peroxidasin homolog 80 165170 679 ) 4 7 4 7 009 011
ANMIHUMAN  Proten argnine N-methykransferase | 80 41489 524 6 4 6 4 6 025 049
EFTUHUMAN  Elongation factor Tu, mitochondrial 7 19510 726 7 4 5 4+ 5 024 04
PEXIS HUMAN  Peraxizomal biogenass factor 19 7 32786 426 3 3 2 2 2 017 046
STXTHUMAN  Syntaxin-7 7 29797 541 5 3 3 s s 022 052
2ABA HUMAN Shosphatase 2A 55 kDa rem 8 alha isoform i 51659 582 8 3 6 2 6 025 018
AGADY HUMAN ‘s-chain specific acyl-CoA tochondal 7 70345 852 s 5 ] 5 8 023 035
RTOAHUMAN  RNA 3-terminal phosphate oyclase 7 3011 801 2 2 2 2 2 011 024
NUCE! HUMAN  Nucleabindn~1 7 53845 515 10 3 6 3 s 023 026
MINPIHUMAN  Multipe inostol palyphosphate phosphatase 1 ” 55016 798 3 1 3 1 3 011 008
PARPA HUMAN  Poly [ADP-ribose] polymerase 4 ” 192472 54 2 2 2 2 2 003 004
MPVITHUMAN  Protein M 7 19720 954 2 2 1 1 1 013 023
TALDOHUMAN  Transaldolase 7 37516 636 5 5 ’ 4+ 7 024 056
FKBPIHUMAN  Peptidyi-prolyl cistrans isomerase FKBP 7 25161 929 4 4 2 2 2 018 039
STK2HUMAN  Serine /threanine-protein kinsse 24 7 49277 549 4 2 3 2 s 012 018
CDSIHUMAN  GD63 antigen 7 25619 814 10 5 4 2 4 02 052
SNXGHUMAN  Sorting nexin-6 7 46620 581 7 3 5 3 5 024 031
NOPRHUMAN  NADPH-—cytochrome PAS0 reductase 7 76641 538 4 2 3 1 3 009 006
1VD HUMAN Isovaloryl-GoA dehycroganass, mitochondral 7 46290 845 2 1 2 1 2 009 008
GSTKI HUMAN  Gltathione S-transferaso kagpa | 7 25480 85 8 3 5 5 5 042 125
SIZACHUMAN  Solute carrer famiy 12 member 4 7 12072 602 4 2 3 1 3 005 004
UBAG HUMAN  Ubiauitn-Tike modfier-activating enzyme 6 7 117895 576 s 5 6 3 5 009 011
SERCIHUMAN  Serine ncorporator | 75 50461 559 2 1 2 1 2 006 008
ASAHIHUMAN  Acid ceramidase 7 44631 752 5 2 4 2 4 023 021
KADIHUMAN  Adenylte kinase isoenzyme 1 7 21621 873 8 3 4 2 4 034 046
VATLHUMAN  V-type proton ATPase 16 kDa proteoliid subunit T 15725 798 1 1 1 1 1 02 03
SYK HUMAN Lysine-—tRNA fgssa 7 68005 594 7 3 5 4 5 016 028
RRAS HUMAN  Ras-relsted protein R-R: 7 23466 643 9 4 7 3 7 057 071
JPAHUMAN  G-Jun-amino-terminal knase-interscting protain 4 3 6115 505 8 2 o 2 6 [X) 006
W2 HU» Tuinfin-2 73 30523 637 5 4 4 2 4 021 023
FAOBAHUMAN  Proten FAM9SA 7 55366 915 13 3 5 2 4 016 016
ILVBLHUMAN  Acetolactate synthase-iike protein 7 67625 843 12 6 7 4 7 024 028
E2AKZ HUMAN kinase 7 62056 858 1 i 1 1 1 002 007
DJBIZHUMAN  Dnad homolog subfamily B member 12 2 41793 867 5 2 3 1 3 013 o1
OXSRI HUMAN  Serine /threonine-protein kinsse OSR1 72 57986 603 5 3 5 3 5 017 024
SYQHUMAN  Glutamine~—tRNA lase 72 87743 671 8 3 5 2 5 [X) X
AAATHUMAN  Neutral amino scid ransporter B(0) 2 56562 534 3 3 3 3 3 011 025
GNSHUMAN  N-acetylglucosamine-6-sulfatase 72 62042 [} 7 2 5 2 5 016 014
TBOEHUMAN  Tubuln-specific chaperone E 7 56300 632 6 3 5 2 5 016 015
CARMI_HUMAN Histone-arginine methykransferase CARM1 72 651t 625 9 5 6 3 5 019 021
GC90B HUMAN  Golled-col domain-containing protein 908, mitochondbis 2 29487 699 2 2 1 1 1 009 015
NITZHUMAN  Omega-amidsse NIT2 bl 30589 682 6 4 4 3 ‘ 028 05
AKIATHUMAN  Alcohol dehydrogenase [NADP(+)] 7 36550 632 il 7 7 5 7 036 077
TIZAHUMAN  Transmembrane protein 126A 7 21513 936 ) 2 3 1 3 038 021
RWDDT HUMAN  RWD domsin-containing protein 1 7 27922 art 3 3 2 2 2 023 034
TERIHUMAN  Transforrin receptor protein 1 7 84818 618 12 3 o 4 9 019 022
BGALHUMAN __Bota-galactosidase 70 76021 61 9 4 3 3 s 014 018

*Protein score s calculated ffom the score of the peplide attributed to the protein
"plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein’"

“Number is spectium numb tein and exceeds the criteria.
“Number of sequences is number of peplides matched to protein®
‘Number number of matched to proteins.

9Number of unique sequences is a unique* number of peptides matched to proteins.
"Sequence coverage s the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentally Modified Protein Abundance Index (http:/www.matrixscience.comelp/quant_empai_help.himi).
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Table S2. Cont 7.

UniProt/SWISs- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence

PROT ID Description Protein score® _mass (kDa) _ pi” matches® matches® sequences® sequences' sequences® coverage  emPAl
GSTFTHUMAN  Cleavage stimulation factor suburit 2 tau varant 70 396 679 5 2 @ T 0 015 007
SAMSOHUMAN  Sorting and assembly machinery component 50 homolog 0 51943 644 3 2 3 2 a 014 017
ASPHHUMAN  Aspartyl/asporaginy beta-hydroxylsse 70 85809 492 3 1 3 1 3 007 005
GSTMS HUMAN  Glutathione S-transforase M 3 70 26542 537 2 2 2 2 2 014 037
MPRLHUMAN  Cation-independent mannose-6-phosphate receptor 0 214199 564 1 2 13 1 13 o1 002
EEATHUMAN  Early endosome antigen 1 0 162367 555 1 4 13 4 i3 017 011
ATZB1HUMAN  Plasma mambane calcur-transporting ATPa: 69 138668 573 ) 3 6 2 6 008 006
ROAOHUMAN  Heterogeneous nuclear rbonucleoprotein AD 69 30822 934 4 2 . 2 . 025 031
LEGIHUMAN  Galectin-3 8 26136 857 12 3 7 2 7 035 037
Y 0o 6 38410 762 10 6 4 3 3 013 038
EIFSHHUMAN  Eukaryotic translation intation factor 3 subunit H 69 39305 608 3 3 s s 3 017 037
RABI3 HUMAN  Ras-related protein Rab-13 68 22760 927 5 1 N i a 028 02
72KDa type IV collagenase 68 73835 526 5 3 2 1 2 009 006
CUTAHUMAN  Protein Cuth 68 19104 542 6 i 5 i o 048 024
RAB2I HUMAN  Ras-related protein Rab-21 68 2332 811 5 1 4 1 4 028 019
XPOTHUMAN  Exportin-T 68 109883 524 1 2 9 2 o 017 008
GPNESHUMAN  Copine-3 68 60092 56 6 4 5 3 5 02 023
MYADMHUMAN  Myeloid-associated diferentiation marker 68 35250 858 3 2 1 i 1 007 012
VATHHUMAN  V-type proton ATPase subunit H & 55047 607 7 2 7 2 7 029 016
NCAHUMAN  Nicastrin o1 78362 567 3 3 . 1 . 01 005
GXTAZHUMAN  Oytochrome o oxidase subunit 7A2. mitochondrial 67 9390 975 3 1 2 1 2 045 053
IPOSHUMAN  Importin-9 6 1seey 471 3 2 3 2 3 006 007
INFZHUMAN  Inverted formin-2 o1 138540 526 7 3 6 3 6 011 01
KCDIZHUMAN  BTB/POZ domain-containing protein KCTD12 6 35679 551 4 2 4 2 4 025 026
RBGPRHUMAN  Rab GTPase-activating protein non-catalytic subunit o1 155886 54 9 3 9 3 o 013 008
KAD2HUMAN  Adenylate kinase 2, mitochondril 67 26461 767 3 2 2 i 2 016 017
HUWEI HUMAN 3 ubauitin-protein ligase HUWE! o 481589 51 1 4 15 3 15 007 003
MP2KS HUMAN  Duslspecificity mitogen-activated protein kinase kinase 3 66 39293 705 5 2 4+ i . 021 011
PPIL&HUMAN  Peptidi-prolcis-trans isomoraso- ko 4 66 57189 563 3 2 2 2 2 011 016
VPS25 HUMAN  Vacuolar protein-sorting-sssociated protein 25 66 20735 597 3 2 2 2 2 028 049
NDUAR HUMAN [ubiauinone] 1 furit 10, mitochondrial 66 40725 867 4 3 3 3 3 016 036
DBLOHHUMAN  Distio homolog. mitochondil 66 27114 568 3 2 1 1 1 007 o1
SEC63HUMAN  Translocation protein SECE homolog 66 87842 521 3 4 4 2 4 01 01
TSPOHUMAN  Translocator protein 66 18816 943 5 4 2 2 2 029 055
DNJBAHUMAN  Dnad homolog subfamity 8 memoer 4 6 37783 865 o 4 5 3 5 023 039
LXBZ HUMAN  Plexin-52 65 04097 585 6 2 5 2 o 008 004
ACSLEHUMAN  Long-chain-fatty-acid-~CoA Igase 3 65 80368 865 3 3 2 2 2 007 011
VASNHUMAN  Vasorin 65 71668 716 1 i 1 i 1 002 006
PTGRI HUMAN  Prostaglendn reductase 1 65 35047 845 6 3 4 3 4 03 042
NAGABHUMAN  Alpha-N-acetylgalactosaminidase. 65 46530 498 s 2 2 i 2 01 008
ARFGI HUMAN  ADP-ribosylation factor GTPase-activating protein 1 65 44640 546 5 3 3 3 3 015 032
TMEDTHUMAN  Transmembane emp24 domain-containing protein 7 65 25156 643 13 7 8 4 3 06 093
GPDMHUMAN  Glycerol-3-phosphate dshydrogensse, mitochondial 64 80802 757 10 2 7 2 7 019 011
LIPBT HUMAN  Liprin-beta-1 64 113952 54 ) 3 7 3 7 013 012
LTOR3HUMAN  Ragulator complex protein LAMTORS. 64 13614 678 4 2 3 2 s 054 082
TBCB HUMAN  Tubuln-folding cofsctor B 64 27308 506 4 3 3 2 3 025 035
FAJSBHUMAN  Protein FAM3S 6 37167 596 3 2 3 2 2 017 025
IF2PHUMAN  Eukaryotic translation ntation factor 58 64 198742 539 7 3 5 i 5 009 003
GBP1HUMAN  Guanyate-bindng protoin 1 64 67888 597 4 2 4 2 4 013 013
SPIGHHUMAN  FAGT complex subunit SPTI6 64 119838 55 3 3 ] i . 007 004
SSBPHUMAN  Single-stranded DNA-tinding protein, mitochondria 64 17269 959 3 2 3 2 a 032 051
OSTFIHUMAN  Osteaclast-stimulatng factor | 6 23772 546 1 1 1 1 1 006 019
S23IP HUMAN  SEC23-interacting protein 6 11007 535 4 3 3 2 3 006 008
IFT27HUMAN  Intrafsgellr transport protein 27 homolog. 6 20467 528 2 1 2 1 2 021 022
PURBHUMAN  Adenylosuccinate b 6 54854 669 1 4 6 s o 025 026
UFLTHUMAN  E3 UPM1-protein igsse 1 63 89540 635 7 3 6 2 o 017 01
RAVRIHUMAN  Ribonusleaprotein PTB-bi 6 63837 879 3 2 1 1 1 005 014
THILHUMAN  Acetyi-CoA acetytransferase. mitochondial 63 45171 898 2 1 1 i 1 004 01
DCILZHUMAN  Cytoplasmic dmein 1 fight intermedate ohain 2 6 54066 597 6 2 5 2 5 014 o1
SEMIAHUMAN  Semsphorin-TA 3 4776 757 2 1 1 i 1 005 006
GPCHHUMAN  Gypioan-6 63 62695 529 6 2 5 2 5 016 014
LUNAHUMAN  Prelamin-A/C 6 74005 657 7 3 6 3 o 017 018
LMF2 HUMAN  Lipase maturation astor 2 63 79647 101 4 3 3 2 3 008 011
STATZHUMAN  Signaltransducer and aotivator o transcriotion 2 6 97855 534 6 2 5 1 5 009 004
RLIAHUMAN  60S rbosomal pros 62 23417 1084 1" 5 6 s 6 028 01
 HUMA ODY antige 62 25309 68 3 2 2 ' 2 018 018
NBANHUMAN  Protein N 62 103070 474 9 3 8 3 8 016 013
GORS2 HUMAN ol reassembly-stacking protein 2 62 47116 478 7 3 6 3 o 025 03
SEILIHUMAN  Protein sai-1 homolog | 62 83698 523 3 2 2 2 2 006 o1
TIGARHUMAN  Fructose-2.6-bisphosphatase TIGAR 62 30043 76 5 3 3 2 3 024 032
MPPAHUMAN  Miochondrial-processing poptidase subunt aoha 61 58216 645 6 3 4 1 4 012 007
UBATHUMAN  Ubiauitin-like modifer-activating enzyme 7 61 e 564 2 2 I i 1 003 004
APIDIHUMAN  AP-3 complex subunt celta-1 61 13007 869 10 2 [ 2 8 011 007
TSP2ZHUMAN  Thrombospondn-2 61 129008 462 13 4 9 2 7 012 007
BTFSHUMAN  Transorition factor BTF3 61 22154 a1 7 3 4 i 4 034 02
LONMHUMAN  Lon protesse homalog. mitochondril 61 106422 601 3 3 4 1 4 008 004
FRILHUMAN  Ferritin ight chain 61 20007 551 7 2 5 2 5 043 051
STAMIHUMAN  Signaltranschicing adspter molecule 1 0 59142 47 3 1 4 i 4 014 007
BIEAHUMAN  Bilverdn reduotase A 6 33407 606 7 2 5 2 5 034 028
SNAAHUMAN  Apha-soluble NSF attachment protein 0 as211 528 3 5 4 4 N 02 055
) Adoooyte 0 46451 582 9 3 6 2 o 025 02
ACONHUMAN  Aconitate hydratase. mitachondrial 0 85372 736 3 1 3 i s 008 005
ARFG3 HUMAN  ADP-ribosylaton factor GTPase-activating protein 3 60 56893 706 4 2 4 2 4 013 016
GSHOHUMAN  Glutamate——cysteins ligase regulatory subunit 0 30708 569 2 1 2 1 2 018 014
FOCADHUMAN  Focadhasin 50 199048 617 7 3 5 2 6 007 004
TIC3THUMAN  Tetratricopeptide repeat protein 37 0 15375 747 10 1 s 1 o 01 002
PSMD8 HUMAN 265 proteasome non-ATPase regulatory subunit 8 60 39587 978 ) 2 7 2 7 033 023
PREPHUMAN  Proseauence protease, mitochondrial 0 17338 645 9 1 [ i e 013 004
CETNZHUMAN  Centrin-2 o 19726 491 5 i 4 1 4 045 023
PSMDG HUMAN 265 proteasome non-ATPase regulatory subunit & 60 45502 545 4 2 4 2 4 014 02
ACADMHUMAN  Medum-chain specific aoyi-CoA dehydrogenase, mitochondrial 0 46550 861 3 2 2 1 2 013 009
PHOGN HUMAN  MOB-lke protein phocein 0 26016 55 3 3 4 2 4 032 038
ECUHUMAN  Enoyl-CoA deita isomerase 1, mitochondril 60 32795 88 5 2 3 2 3 023 029
APEXIHUMAN  DNA-(apurinic or apyrimidinc site) lyase: 6 35532 833 7 i 6 i o 026 012
GLIPTHUMAN  GAP-Gly domain-containing nker protein 1 59 162147 529 14 3 bl 2 1 013 005
GREMI HUMAN  Gremin-1 58 20683 953 3 3 2 2 2 017 049
PPIDHUMAN  Peptidy-proly cis-trans isomerase D 59 40738 677 2 1 2 i 2 007 011
ATPSJHUMAN  ATP synthase-couping factor 6, mitochondil 59 12580 952 3 2 3 2 3 041 01
WOFYIHUMAN WD repeat and FYVE doman-contaning protein 1 53 46293 699 2 2 2 2 2 013 02
NRP1HUMAN _ Neurapiin-1 59 103068 556 2 i 2 i 2 004 004

“Protein score is calculated from the score of the peptide attributed o the protein

"plis (Predicted) isoelectric point.

“Number of matches is spectrum number matched to protein”.

“Number of significant matehes is spectrum number that matches protein and exceeds the identiication criteria
“Number of sequences is number of peptides matched o protein

‘Number is number of pepiid ding the identification criteria matched to proteins.
Number of unique sequences is a unique™ number of peplides matched to proteins.

"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (htip:/www.matrixscience.commelp/quant_empai_help.htrmi).

22



Table S2. Cont8.

UniProt/SWISs- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence

ROT ID Descripti Protein score’ _mass (kDa) _pl® matches® matches” sequences® sequences’ sequences® coverage” emPAl'
TSNAHUMAN  Totraspanin-4 59 26100 507 2 1 2 T 2 015 17
IBPTHUMAN  Insulinike growth factor-bindng protein 7 59 20111 825 o 3 5 3 5 029 053
ADK HUMAN sine kinase 59 40520 624 5 2 4 2 4 02 023
DUSIHUMAN  Dual specifciy protein shosshatass 3 59 20465 766 2 1 2 i 2 01 022
RECQIHUMAN  ATP-dependent DNA helicase Q1 59 73410 812 1 4 s 2 s 027 012
2A5D HUMAN protein phosphatase 2A 56 kDa el isoform 59 69947 824 3 2 2 i 2 006 006
THIMHUMAN  3-ketoacyl-CoA thiclase, mitochondsial 56 41898 832 9 4 8 3 i 034 035
STXAHUMAN  Syntaxin-d 56 34150 592 4 2 3 1 3 02 013
UB2R2 HUMAN  Ubiaitin-coniugating eneyme E2 R2 58 27149 426 6 3 3 1 s 034 036
PSB2HUMAN  Proteazome subunit beta type-2 58 22022 651 15 3 6 3 6 036 072
SCMCI HUMAN  Caloium-bindng mitoshondril carrier protein SCalO~1 5 53920 6 s 2 5 2 5 021 o1
D N Dynactin subunit 51 52304 7 1 1 1 i i 008 008
VMPTHUMAN  Vacuole mermbrane protein 1 51 46208 647 2 2 1 1 i 007 009
AP1GI HUMAN  AP-1 complex subunit gamma-1 57 91203 636 s 3 7 3 7 o017 015
NPOIHUMAN  Nemann-Pick C1 protein 51 14204 517 5 1 3 1 3 005 003
TMISZHUMAN  Transmermbrane 9 superfamiy mormber 2 51 75725 723 5 2 3 i 3 008 006
FKBPTHUMAN  Peptidyi-proly cis-irans somerase FKBP7 5 29990 609 4 3 4 3 4 022 05t
VASP Vasodlator-stimulated shosshoprotein 56 39805 905 13 3 8 3 s 024 037
AIFMI HUMAN  Apoptosis-inducing factor 1, mitochondrial 56 66859 904 3 1 3 i 3 009 006
GOXIHUMAN  Gytochrome c oxidase sut 56 57003 619 3 ) 2 2 2 006 016
HIGZAHUMAN  HIGI domain famiy member 2, mitochondria 56 11521 1021 3 3 1 1 1 02 042
NXNHUMAN  Nucleoredosin 56 45362 as8 i 1 1 i i 006 009
GSDE1 HUMAN  Gold shock domain-containing protein E1 56 88829 588 s 2 4 2 4 009 01
DERLZHUMAN  Derlin-2 56 27509 673 2 2 i i I 013 016
COMDZ HUMAN  COMM domsin-contsining potein 2 56 22731 624 7 2 3 2 s 031 044
ERGIIHUMAN  Endoplasmi reticulum-Golg inermedate compartment protein 3 56 43194 568 4 2 2 i 2 009 o1
QCREHUMAN  Cytochrome b-c1 complex subunit 6, mitochondril 56 10732 439 2 2 1 1 1 02 046
NCFD2 HUMAN Mgl coagulation factor deficency protein 55 16380 451 1 1 1 i i 016 028
RFIPS HUMAN  Rab 1 famiy-intaracting protei 55 70372 928 4 3 3 2 3 01 013
NUGB2 HUMAN  Nucleobindn-2 55 50164 503 7 2 4 1 4 016 009
PLDIHUMAN  Phost 55 54671 602 s 1 4 1 4 021 008
TSNAX HUMAN Trandlin-sssosisted protein X 55 33002 61 5 2 4 i 4 021 013
GYBSBHUMAN  Cytochrome 54 16322 488 2 1 2 1 2 029 029
NPC2HUMAN  Epidymal secretory protein 1 54 16559 756 3 3 2 2 2 026 064
TPRHUMAN  Nucleoprotein TPR 54 67131 497 1 2 1 2 1 01 003
ARSAHUMAN  Ansufftase A 54 53554 565 1 1 1 1 1 003 008
RA4HUMAN  Ankycorbin 54 100973 587 6 1 5 1 5 008 004
XPOTHUMAN  Exportin-1 54 123828 591 7 1 5 i s 006 003
OSGEP_HUMAN  Probable tRNA N6~adenosing thraonylcarbamoyitransforase 54 36403 504 i 1 1 1 1 008 o
MFGMHUMAN  Lactadherin 54 43005 847 1 3 9 3 9 041 034
ATI3THUMAN  Manganese-transporting ATPase 13A1 54 192670 846 12 1 6 i 6 007 003
NUDCHUMAN  Nuclear migration protein nudC. st 38219 527 4 2 4 2 4 015 024
TXLNAHUMAN  Aiha-taxiin 54 61853 615 s 2 6 2 6 o8 014
56 21600 077 2 1 2 i 2 o4 021
54 14190 521 3 1 2 1 2 021 033
53 64928 575 6 4 5 4 5 019 029
5 51547 94 2 1 2 i 2 009 008
5 16931 615 2 2 2 2 2 022 052
58 74356 533 4 3 4 3 4 015 018
5 22323 757 6 2 5 2 5 08 045
5 45245 583 5 a 3 2 3 o017 019
5 13079 941 4 2 2 2 2 044 086
5 68286 907 6 1 4 1 4 01 006
SAPIHUMAN  Ganglosid GM2 activator 52 20825 517 3 2 2 2 2 s 048
USPIXHUMAN  Probable ubiaitin carboxy-terminal hycolsse FAF-X 52 20004 552 15 3 1 3 1 o12 004
PEBBHUMAN  Core-bindng factor subunit beta 52 21495 623 3 1 3 i s 041 021
CULSHUMAN  Culin-5 52 0807 808 s 1 s 1 s o1 005
PUN2HUMAN  Periioin-2 52 43015 634 7 2 6 2 6 026 019
DPPIHUMAN  Dipepticyl pepticase 3 52 82538 502 9 2 8 2 s 023 011
MVDT HUMAN nate decarboxylase 52 43377 678 4 3 4 3 4 026 033
ORNHUMAN mitochondrial 52 26816 641 6 3 6 3 6 049 059
MLEG HUMAN st 32214 527 2 1 1 1 i 008 014
TOP4HUMAN  Activated RNA polymerase Il transeriptional cosctivator 15 st 14386 95 5 3 3 2 3 024 016
SI0ADHUMAN  Protein S100-A13 st 11464 591 10 3 5 1 5 039 043
UBSIBHUMAN  Ubiauitin-associated and SH3 domain-containing potein 8 st 72649 648 2 2 1 1 1 003 006
TBKIHUMAN  Serine,threonine-protain kinsso TBK st 83589 632 5 1 4 i 4 008 005
RIRIHUMAN  Ribonucleoside-dphosphate reductase large subunic st 90013 676 5 1 5 1 5 o015 005
DHESHUMAN  Gutamate dehydrogenase . mitochondrial 50 61350 766 s 2 6 2 3 021 015
s yntain-tinding prote 50 7721 798 4 2 3 1 3 008 006
TMISI HUMAN smembrans § superfamiy member 3 50 67843 683 2 1 2 i 2 008 006
P Prostaglandn E synthar 50 17001 959 2 2 1 1 1 016 027
DGKAHUMAN  Diacylghycerol kinase alpha 49 82577 628 5 2 4 i 4 009 005
CSNIHUMAN  GOP9 signalosome complex subunit 3 49 47842 619 6 2 6 2 6 027 019
FKBPAHUMAN  Peptidyi-proly cis-trans isomerase FKBP4 1 5172 535 s 2 4 2 4 o017 017
0DO2 HUMAN companent complex. mitachondral 9 48724 91 3 1 3 1 s ot 009
DIAS HUMAN  Protein diulide-isomerase A5 1 50556 808 2 1 2 i 2 o 007
ADPGK HUMAN  ADP-dopendent ghicokinase 1 54085 577 3 3 2 2 2 008 017
Neutral amino acid transporter A 49 55688 588 4 3 2 2 2 01 016
GOX2HUMAN  Gytochrome c oxidase subunit 49 25548 457 5 3 2 1 2 013 038
NUISSHUMAN  Nuclear pore complex protein Nup155 9 155100 578 6 2 5 1 s 01 003
PAXLHUMAN  Paxiin 19 64464 58 s 2 6 1 6 024 014
SPNSIHUMAN  Protein spinster homolog 1 49 56594 619 3 2 3 2 3 013 016
RIR2BHUMAN  Rbonucleoside-dphosphate reductase subunt M2 B 8 40710 489 1 1 1 1 1 007 o1
TMEDS HUMAN  Transmembrane emp24 domain-containing protein § 8 25988 a7 1 1 1 i 1 012 017
ARPINHUMAN  Arpin . 24827 557 2 2 1 1 i o2 018
LYPAIHUMAN  Acyi-protain thioestarase | 8 24653 629 2 1 2 1 2 o018 o1
HIBOHHUMAN  3-hydroxyisobutyryl-CoA hyckolase, mitoshondral 8 43454 838 4 2 3 1 3 016 o1
DHXIS HUMAN  Pre-mRNA-splcing factor ATP-dependent RNA helicase DHX15 4 90875 712 s 3 4 2 4 009 o1
MXRAS HUMAN  Matrix emodeiin-sssociated protein & a 49101 675 1 1 1 1 1 004 008
LSMZHUMAN U6 snRNA-sssocisted Sm-lke proten LSm2 2 10828 604 2 1 2 i 2 041 045
GPOG2HUMAN  UPFOS05 protein C16orfG2 a tose2 682 3 2 6 2 6 o2 008
SYFBHUMAN  Phenyllanine~—tRNA gase beta subunit 39 66074 64 s 3 4 3 1 015 021
QORHUMAN  Quinone oxdoreductase n 35185 856 2 1 2 1 2 o1z 013
MIATHUMAN  [F-actin]-monooxygenase MICALT 4 117801 6 3 1 5 i 5 012 004
GSPEHUMAN  GDH/6PGL endopiasmic bifunctional protein a 88836 684 6 1 4 1 4 008 005
DDXITHUMAN  Probable ATP-dependent RNA heficase DDX17 “ 80222 853 5 1 5 1 4 o 005
CHPHUMAN 3 ubiauitin-protein igase CHIP a 24834 561 3 1 3 1 s 017 013
TAOSHUMAN  HLA class | histocomatibiy antigen. A-3 sbhs chain 4 40815 566 5 2 5 2 5 025 023
CRIP2HUMAN  Cysteine-rich protein 2 Y 22478 901 1 1 1 1 1 008 02
TYPHHUMAN __ Thymidine phosphoryiase 16 49924 536 3 3 4 2 4 o8 018

*Protein score is calculated from the score of the peptide attibuted to the protein.

*plis (Predicted) isoelectric point.

“Number of matches is spectrum number maiched to protein”’

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein®.
[ is o criteria matched (o proteins.
INumber of unique sequences is a unique*™ number of peptides matched to proteins.

"Sequence coverage s the ratio of the total number of matched peptide residues to the total length of the protein
'Exponentially Modified Protein Abundance Index (http:/iwww matrixscience.comhelp/quant_empai_help.himi)
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Table 2. Cont9.

UniProtSWISS- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence

PROT ID mass (kDa) _ pl® matches® tches? sequences® sequences’ sequences' coverage” emPAl'
“ARHGZ HUMAN Tia7s 689 T T T T T 002 004
VPS4A HUMAN ass67 754 5 3 3 2 3 015 019
RS27LHUMAN 9471 957 2 1 2 1 2 03 053
EXOSS5 HUMAN 25233 753 1 1 1 1 1 01 o8
RIPKIHUMAN  Receptor-interacting serine/threonine-protein kinase 1 6 75883 592 4 1 3 1 s 008 006
SKIVZ HU Hlioase SKIZW a5 157668 572 4 i 3 i 3 005 003
IMAS HUMAN rtin subunit ) 60184 454 3 2 3 2 2 o014 015
NEKTHUMAN  Serine/threonine-protein kinase Nek7 15 34528 849 7 3 3 3 6 036 043
RREZMHUMAN  Ribosome-releasing factor 2, mitachondbial 6 86546 608 2 1 2 1 2 006 005
AMRPHUMAN  Apha-2-masroglobulin receptor-associated protein 6 41441 873 5 3 3 2 3 012 022
MIGISHUMAN  MICOS complex subunit MICIS ) 26136 848 6 1 2 i 2 009 017
YAPIHUMAN  Transcriptonsl coactivator YAP1 6 54427 5 4 1 3 1 3 o1s 008
FKBPBHUMAN  Peptidy-prolyl cis-trans isomerase FKBPS i 44534 a8 8 3 4 1 4 021 01
u Ren-specifc GTPase-activating protein 45 23296 519 5 2 4 i ) 026 019
NSFICHUMAN  NSFLI cofactor pé7 .5 40548 439 5 2 4 2 4 o8 023
NUDCT HUMAN  NudC domain-containig protein 1 I 66713 499 5 1 5 1 5 014 006
ACDSBHUMAN  Short/branched chain specifc acy-GoA dehycogenase, mitoshondral 15 47455 653 3 1 2 1 2 015 009
CITMHUL hondtia 5 15724 832 3 i 2 i 2 004 004
D5 HU €038 ghcoproten 45 14168 602 6 2 3 2 3 049 o078
WASCS HUMAN  WASH complex subunt 4 5 136316 71 6 1 5 1 5 008 003
UPARHUMAN  Urokinase plasminogen activator surface receptor 5 36953 62 5 2 4 1 4 03 o12
RABXS HUMAN TP exchange factor 45 7821 642 8 2 3 1 3 017 005
LBL2 HUMAN  Putative phospholpese B-like 2 5 65430 634 5 2 3 2 s 008 014
LYRICHUMAN  Protain LYRIC 45 63799 933 5 3 3 3 3 015 022
TPBGHUMAN  Trophoblast gycoprotein 15 46003 635 3 1 2 1 2 005 009
PPMIFHUMAN  Protein phosphatase 1F 4 49800 499 3 1 3 1 3 01 009
FKBI1HUMAN  Peptdy-prob cis-trans isomerase FKBP11 4 22166 944 2 1 2 i 2 o4 02
NUPGZHUMAN  Nuclear pore ghcoprot 4 53222 521 2 1 2 i 2 008 o8
GLPILHUMAN  Geft p and plat transmembrane protein 1-lke peotein 3 62189 871 3 3 2 2 2 007 o014
LCTLZHUMAN  Putative RNA-binding protein LucT-lke 2 1 6486 1002 4 i 4 1 4 019 009
SPRE HUI Sepiapteri reductase 4 26031 824 1 1 1 1 1 008 016
OKSPIHUMAN  CDKS regulatory subunit-associated protein 3 m 56885 458 4 2 2 i 2 009 008
HMT HUI Minor histocompatiity antigen H13 “ 1462 601 3 1 2 1 2 018 o1t
DADI HUMAN " 12489 652 2 2 1 1 1 o 038
RABIBHUMAN  Ras-related rotein Rab-38. 4 2702 485 7 1 2 1 1 013 018
PTPAHUMAN  Serine/threonine-protein phosphatase 2A activator 4 40641 563 4 2 3 2 3 02 023
MAVSHUMAN  Mitochondril antiviel-signalng protein “ 56493 536 2 1 2 1 2 o1t 008
SOUB HUMAN  Sianal pptide, CUB and EGFike domain-contaning protein 3 4 100210 785 4 2 3 1 3 006 004
EFHD2HUMAN  EF-hand domain-containing pote a0 26680 515 2 1 2 1 2 012 017
ScPDLHU Saceharopine dehydrogenase-like oxdoreductase 4 47121 924 4 3 2 2 2 013 019
TMOSEHUMAN  Transmarbrana 9 superfamsly mermber 4 74470 61 7 1 5 i 5 016 006
NONO HUMAN comain-containing octamer-binding protein 4 54197 901 5 1 4 1 4 021 008
ARKTZHUMAN  Afiatoxin 81 aklehyde reductase me ) 39564 67 4 1 3 1 3 018 o
NUSM HU NADH-ubiauinone oxidoreductase chain § 4 66982 914 2 1 2 i 2 009 006
AMPDZ HUMAN  AMP dosrminasa 2 2 100628 645 3 i 2 i 2 004 004
IPYR2 HUMAN  Inorganic pyrophosphatase 2, mitochondria 4 37896 707 2 1 2 1 2 014 o012
TAPSHUMAN  Tumor necrosis factor abha-nduced rotein & 4 22989 774 4 1 3 1 3 03 02
MTXZHUMAN  Metasin-2 5 20740 59 4 2 2 i 2 019 015
TMEDI HUMAN  Transmembrane emp24 domain-containing protein 3 4 24761 54 7 1 3 i 3 03 018
PTNZI HUMAN  Tyrosine-protein phosshatase nan-receptor tyge 23 4 178861 645 1 1 1 1 1 oot 002
RABIS HUMAN  Res-related protein Rab-35 3 23011 852 10 1 3 1 2 02 02
SYFAHUMAN  Phenylalanine~—tRNA igase aiha subunit 43 57528 731 3 1 3 1 s 013 008
FAHDI HUMAN  Acybyruvase FAHDI, mitochond . 24827 696 3 3 2 2 2 025 039
RBP2 HUI ~protein igase RanBP: 4 357974 585 7 1 15 i is 009 001
MBOATHUMAN  Lysophospholpd acyliransferase 7 4 52730 9017 ) 1 3 1 3 009 008
RHGI7HUMAN  Rno GTPase-sctivatig protein 17 4 95377 123 3 1 3 1 3 007 004
ARMTIHUMAN  Protein-glutamate O-methylransferase 2 51140 548 3 1 3 i 3 013 008
HUI atalase a2 59719 69 5 i 4 i N 013 007
TBIB2HUMAN 182 KDa tankyrase~1-bindn protein a2 181685 477 6 1 3 1 3 002 002
DOUPHUMAN  Uroporphyrinogen decarboxase A 10761 577 3 2 2 2 2 015 023
BDHZHUMAN  3-hydroxybutyrate dehycrogenase type 2 2 26707 756 3 1 3 1 3 021 017
PLXDT HUMAN  Plexin-DI e 201871 68 5 i 4 i 4 004 o002
HNRLLHUMAN  Heterogeneous nuclear rbonucieoprotein L-lke a2 60045 783 2 2 2 2 2 008 015
HERGAHUMAN  Probakie £ ubauitin-protein igase HERCH a1 118487 58 9 3 6 2 6 o1 007
VPSS1HUMAN  Vacuolar protein sorting-associated protein 51 homolog P 85988 606 2 1 2 1 2 006 005
PHSHUMAN  Pterin-d-alpha-carbinolamine dehydratase a1 11992 628 3 1 3 i 3 041 04
RECK HU tvarsion-inducing cysteine-rich protein wih Kazal motis a1 106386 635 9 1 7 1 7 017 004
CAI23HUMAN  UPFOS87 protain Glerf123 1 18037 493 2 1 2 1 2 o017 026
IMPALHUMAN  Insitol monophosphatase | i 30169 516 3 1 3 1 3 027 015
SNXZHUMAN  Sorting nexin-2 41 58435 504 8 2 s 2 s 017 015
M Tesus factor a1 33047 654 N i 3 i 3 s 013
HIFINHUMAN  Hyposia-inducile factor 1-alpha nhibitor a1 40260 539 1 i 1 1 1 007 ot
METKZHUMAN  S-adenosylmethionine synthase isoform type-2 4 43633 602 7 1 5 1 5 021 01
BAGIHUMAN  BAG famiy molecular chaperone regulator 3 0 61557 646 3 2 3 2 s 013 015
UBE2ZHUMAN  Usiauitin-conjugating enzyme E2 2 0 38186 537 2 1 2 i 2 o o1t
ABHEB HUMAN  Protein ABHDI48 0 22332 594 3 2 2 2 2 015 045
KAP2 HUMAN protein kinase type 0 45490 496 2 1 2 1 2 007 01
UBFDI HUMAN  Usiauitn domain-containin protein UBFDT 0 33361 555 4 2 3 i s 017 013
OSBLEHUMAN  Oxysterol-binding protein-related protein & w0 101132 652 10 1 8 i s o4 004
PARPTHUMAN  TCDD-inducible poly [ADP-ribose] pobymerase ) 76178 619 60 1 3 i 3 008 006
ARMXZ HUMAN  Armadilo rapet-containing X-lnked protein o 65643 868 2 1 2 1 2 006 007
GLRKSHUMAN  Gtaredosin-3 0 37408 531 7 2 5 1 5 026 o012
NP1 HUMAN cannabinoid receptor-interacting peotein 1 w0 18637 172 4 1 4 i 4 053 025
BID HUMAI BH3-interacting domain dosth agonist 0 21981 527 4 3 2 i 2 025 021
SSROHUMAN  Transiocon-associated protein subunit defta o 18987 576 4 2 2 2 2 o8 054
CAST2HUMAN  Gytosolic arginine sensor for mTORG subunit 2 0 36034 502 I i i i 1 o 012
HOHDI HUMAN  Peeudouridne-5 -phosphatase w0 25233 518 1 1 1 i 1 008 018
TOLP HUMAN  TolFinteracting protein 39 30262 568 3 1 3 i 3 o8 015
GSTMZ HUMAN  Gutathione S-transferase Mu 2 39 25728 6 6 2 4 1 4 028 017
FISUHUMAN  Mitochondril fsion | protein 30 16927 884 3 2 2 1 2 o8 028
GOGAZ HUMAN  Golgn subfamily A mermber 2. 39 113017 5 7 1 5 1 5 009 004
HU c 38 21481 as8 3 i 2 i 2 025 021
3s 52995 837 2 1 2 1 2 009 008
30 32648 642 4 2 3 1 3 025 o1
o 30 76280 71 2 i 2 1 2 007 006
LAPZAHUMAN  Lamina-associated polypeptide 2.isoform aoha 39 75446 756 3 3 2 2 2 005 012
MYLK HUMAN  Myosin lght chain kinase, smooth muscle 39 210583 585 10 1 s i s 00 o002
CATZHUMAN  Cathepsin 2 35 33846 67 3 1 2 1 2 o 013
HODG2 HUMAN HD domain-containing protein 2 39 23376 533 3 2 2 1 2 021 019
HPRTHUMAN __Hyporanthine-; 39 20564 621 4 2 3 i s 025 018

“Protein score is calculated from the score of the peptide attributed to the protein.

*plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein®'.

“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.

“Number of sequences is number of peptides matched to protein

‘Number of

ber of

the identification criteria matched to proteins.

“Number of uniq

is a unique™

matched to proteins.
"Sequence coverage is the ratio of the total number of matched pepide residues to the total length of the protein.
'Exponentially Modified Protein Abundance Index (ht:/www matrixscience comelp/quant_empai_help htmi)
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Table $2. Cont 10.

UniProt/SWISS- Protein Num.of  Num.ofsignificant ~ Num.of ~ Num.ofsignificant Num.ofunique  Sequence

PROT ID Description Protein score® _mass (kDa) _ pi® matches® matches” sequences® sequences’ sequences® coverage” _emPAl
BINT HUMAN Myc box-dependent-interacting protein | 3 64659 497 2 1 2 T 2 007 007
QCR8 HUMAN  Oytochrome b-c1 complex subunit 8 38 9900 1007 3 3 1 1 1 026 051
HEM3 HUMAN  Porphobiinogen deaminase. 38 39306 668 4 1 3 1 3 015 ol
NTSDI HUMAN  5'-nucleotidase domain-containing protein 1 38 51812 594 1 1 1 1 1 004 008
ATSFI HUMAN  ATP synthase F(0) complex subunit B1, mitochondrial 38 28890 837 3 1 3 1 3 o014 015
CPPEDHUMAN  Serine/threonine-protein phosphatase CPPEDI 3 35526 518 2 1 2 1 2 012 012
RUVBIHUMAN  RuvB-iike | £ 50196 602 3 2 3 2 3 o012 018
CKOB8 HUMAN  UPF0696 protein C1 1orf68. 38 27338 528 4 2 2 1 2 016 016
SUMF2 HUMAN  Sulfatase-modiying factor 2 38 33822 778 1 1 1 1 1 003 013
PCY2HUMAN  Ethanolamine-phosshate cytidyiyktransferase 38 43808 644 4 1 3 1 3 013 o1
PK3C3HUMAN  Phosphatidylinositol 3-kinase catalytic subunit type 3 38 101485 637 4 1 4 1 4 006 004
CATLI HUMAN  Cathepsin L £ 7540 531 2 1 2 1 2 ot 01z
L Glycogen debranching enzyme 8 174652 631 4 2 3 2 3 004 005
CPTIAHUMAN  Caritine O-paimitoytransferase 1. ver isoform 31 88311 885 2 1 2 1 2 007 005
PAPSIHUMAN  Bfunctional 3-phosphoadenosine 5'-phosphosulfate synthase 1 a1 70788 64 7 1 1 1 1 022 008
TPPCBHUMAN  Trafficking protein particle complex subunit 8 37 160896 641 1 1 4 1 4 005 003
PLAP HUMAN  Phospholipase A-2-activating protein a1 87101 596 3 1 3 1 3 009 005
CLCAHUMAN  Clathrin ight chain A 31 27060 443 1 1 1 1 1 003 017
GMPPAHUMAN  Mannose~1-phosphate guanyltransferase alsha a1 46262 673 2 2 1 1 1 004 008
CSPG4HUMAN  Chondroitin sulfate proteoglycan 4 a1 250382 521 4 1 4 1 4 o004 002
SAHH2 HUMAN  S-adenosylhomocysteine hydrolase-lie protein 1 a1 58913 649 7 3 6 2 6 017 015
SERBHUMAN  Phosphoserine phosphatase a1 24992 553 2 1 2 1 2 o012 018
GIPCI HUMAN  PDZ domain~containing protein GIPC1 a1 36027 59 2 1 2 1 2 008 012
SUCAHUMAN  Succinate-—CoA ligase [ADP/GDP~forming] subunit alpha, mitochond 36 36227 901 3 1 2 1 2 012 012
GBFIHUMAN  Golgi-specific brefeldin A-resistance guanine nucleotide exchange fastor 1 36 206315 548 12 1 10 1 il o1 002
MXRATHUMAN  Matrix-remodeling-associated protein 7 36 21452 424 1 1 1 1 1 014 021
SCFDI HUMAN  Sec famiy domain-containing protein | £ 72334 589 ] 5 6 5 6 017 033
KIGISHUMAN  Keratin, type | cytoskeletal 1 £ 44079 504 1 1 1 1 1 006 o1
ALGS HUMAN  Dolichyl-phosphate beta-guicosyltransferase % 36922 934 1 1 1 1 1 005 012
OPAIHUMAN  Dynamin-iike 120 kDa protein, mitochondrial 3% 11561 788 3 1 3 1 3 007 004
CN3T HUMAN 3=oyclic-nucleotide 3-phosphodiesterase. 36 47549 917 3 2 2 1 2 009 009
GUAAHUMAN  GMP synthase [glutamine-hydrolyzing] 36 76667 642 2 1 2 1 2 005 006
ANXI3HUMAN  Annexin A13 36 35393 547 3 1 2 1 2 009 012
LCAPHUMAN  Leucyl-cystinyl aminopeptidase 6 117274 55 4 1 2 1 2 004 004
CULZHUMAN ~ Culin-2 % 86927 645 3 1 3 1 3 009 005
SCAMI HUMAN  Secretory carrier-associated membrane protein 1 35 37896 703 3 2 1 1 1 007 012
CD248 HUMAN  Endosialn 35 80807 518 3 2 2 2 2 005 ol
UBA3 HUMAN  NEDDB~activating enzyme El cataiytic subunit 35 51819 53 1 1 1 1 1 005 008
MCAS HUMAN  Eukaryotio translation elongation factor 1 epsion~1 35 19798 854 2 1 1 1 1 o014 023
PTERHUMAN  Phosphotriesterase-related protein 35 38993 607 1 1 1 1 1 006 ot
CHCH2 HUMAN 35 15508 943 1 1 1 1 1 019 03
CDSOHUMAN D99 antigen 35 18836 458 1 1 1 1 1 01 024
EIF3JHUMAN  Eukaryotic translation initiation factor 3 subunit J. 3 29045 472 3 1 3 1 3 o021 015
WESTHUMAN — Wolframin 35 100227 834 3 1 3 1 3 006 004
TXDIZHUMAN  Thioredoxin domain-containing protein 12 35 19194 524 2 1 2 1 2 031 024
ITIH2 HUMAN Inter-alpha-trypsin inhibitor heavy chain H2 35 106397 64 ° 1 7 1 7 014 004
ELOBHUMAN  Elongin-E 35 13125 413 8 2 4 1 4 066 037
CMBLHUMAN  Carboxymethylenebutenolidase homolog. 34 28030 611 6 2 4 2 4 03 034
SQORHUMAN  Sulfideiquinone oxidoreductase, mitochondrial 34 49929 918 4 2 3 1 3 ot 008
EIZBAHUMAN  Translation initation factor elF-2B subunit alpha 34 33691 69 4 1 3 1 3 022 013
SPPZAHUMAN  Signal peptide peptidase~ike 2A 34 58104 865 1 1 1 1 1 002 007
SNXIBHUMAN  Sorting nexin-18 34 68851 544 2 1 2 1 2 007 006
RB22AHUMAN  Ras-related protein Rab-22A 34 21841 832 2 1 2 1 2 015 021
UB2R1 HUMAN  Ubiquitin-conjugating enzyme E2 RT 34 26720 441 2 1 1 1 1 012 017
SQSTMHUMAN  Sequestosome-1 34 47657 5.1 8 2 8 2 8 o038 019
ACBPHUMAN  Acyl-CoA-binding protein 34 10038 612 4 2 3 2 3 051 125
'S HUMAN RNA-binding protein EWS. 34 68436 937 4 1 4 1 4 ol 006
SARIBHUMAN  GTP-binding protein SAR1b. 34 22396 576 7 2 6 2 5 046 045
UBXN4HUMAN  UBX domain-containing protein 4 34 56743 6.1 4 3 3 2 3 015 016
SFXN3 HUMAN  Sideroflexin-3 34 35481 926 6 1 4 1 4 024 01z
MGST3 HUMAN  Microsomal glutathione S-transferase 3 34 16506 948 6 4 2 2 2 032 11
TRIPBHUMAN  Thyroid receptor-interacting protein 11 3 227447 518 15 1 13 1 13 012 002
ATPGHUMAN  ATP synthase subunit gamma, mitochondrial £ 32075 923 3 1 3 1 3 017 013
SGTIHUMAN  Protein SGTI homolog £ 40998 507 3 1 3 1 3 015 ol
BOLAZ HUMAN  BolA-lie protein 2 £ 10110 607 4 1 3 1 3 051 049
CRKLHUMAN  Cri-like protein 3 33756 626 3 1 1 1 1 006 013
STXITHUMAN  Syntaxin-1 3 33383 614 3 1 2 1 2 015 013
PDLIZHUMAN  PDZ and LIM domain protein 2 3 37436 ] 2 2 1 1 1 006 01z
N Apolpoprotein B~ £ 515283 658 13 2 11 2 10 005 002
APOL2 HUMAN  Apolipoprotein £ 37069 628 2 1 2 1 2 012 012
SYMCHUMAN  Methionine~—tRNA ligase, cytoplasmic: £ 101052 582 7 1 6 1 6 o014 004
SNXI7HUMAN  Sorting nexin-17 £ 52868 707 1 1 1 1 1 003 008
CDRZLHUMAN  Cerebelar degeneration-related protein 2-ike 33 52078 57 2 1 2 1 2 008 008
HYEPHUMAN  Epoxide hydrolase | 33 52915 617 7 2 5 2 5 024 017
ILF3 HUMAN Interleukin enhancer-bindng factor 3 a2 95279 886 3 2 3 2 3 007 008
TBCELHUMAN  Tubulin-specific chaperone cofactor E-like protein a2 48164 523 2 1 1 1 1 006 008
ceocs b Coled-coil domain-containing protein a2 53258 687 9 2 4 1 4 016 008
MOGS HUMAN  Mannosyi-oligosaccharide glucosidase 32 91861 897 5 2 5 2 5 014 o1
CORIBHUMAN  Coronin-18. 32 54200 561 [l 2 5 2 5 026 017
WDR26 HUMAN WD repeat-containing protein 26 32 72079 514 2 1 2 1 2 006 006
TMIS5 HUMAN  Transmembrane protein 165 a2 34883 654 1 1 1 1 1 006 013
DJCI0 HUMAN  DnaJ homolog subfamily C member 10 a2 91021 678 5 1 6 1 6 014 005
SRPGBHUMAN  Signal recognition particle subunit SRPG8 a2 70686 815 7 1 4 1 4 ) 006
ACADS HUMAN  Acyl-CoA dehydrogenase famiy member 9, mitochondrial a2 68717 816 2 1 2 1 2 007 006
ACPHHUMAN  Acylamino-acid-releasing enzyme 32 81173 529 5 1 5 1 5 017 005
GSK3BHUMAN  Glycogen synthase kinase-3 beta 31 46715 898 3 2 2 1 2 013 009
APIS HUMAN Apoptosis inhibitor 31 58068 698 2 1 2 1 2 008 007
ACOCHUMAN  Oytopiasmic aconitate hydratase 31 98337 623 o 3 2 2 2 006 008
 HUMAN  Basic leucine zipper and W2 domain-containing protein 2 3 48132 626 6 1 5 1 4 028 008
ENDDI HUMAN  Endonuclease domain-containing 1 protein 3t 54981 555 3 1 2 1 2 012 008
PDCL3HUMAN  Phosducin-ike protein 3 ) 27597 478 3 1 3 1 3 026 016
PCLIIHUMAN  PTB-containing, cubiin and LRP1-interacting protein 31 28253 653 5 1 4 1 4 024 016
MALDI HUMAN  MARVEL domain-containing protein | 3l 18902 969 1 1 1 1 1 017 024
DEL2 HUMAN  KDEL motif-containing protein 2 31 58535 842 4 1 4 1 4 ot 007
FUBPI HUMAN  Far upstream element-bindig protein 1 31 67518 718 6 1 6 1 6 015 006
MOCOS HUMAN  Molybdenum cofactor suffurase 31 98058 623 2 2 1 1 1 003 004
PTHZHUMAN  Pepticyl~tRNA hydrolase 2, mitochondrial 3 19181 895 3 1 2 1 2 o016 024
PFDS HUMAN  Prefoldin subunit 31 17317 593 2 1 2 1 2 031 027
SPTCI HUMAN  Serine palmitoykransferase 1 31 52710 572 4 1 4 1 4 o014 008
FUBP3 HUMAN __Far 3 31 61602 86 5 3 3 2 3 012 015

*Protein score is calculated from the score of the peplide attrbuted to the protein.
®plis (Predicted) isoelectric point.
“Number of matches is spectrum number matched to protein”.

“Number number e d exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein®.
‘Number i i t ing the. iteria matched to proteins.

Number of unique sequences is a unique™ number of peptides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues to the total length of the protein.
d Protein Abundance empai_help htmi).
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Table S2. Cont 11

UniProt/SWISs- Protein Num.of  Num.ofsignificant ~ Num.of  Num.ofsignificant Num.ofunique  Sequence
)T ID Description Protein score’ _mass (kDa) _pl® matches® matches” sequences® sequences’ sequences® coverage” emPAl'
214 HUMAN  Transmembrans protein 214 30 7101 928 3 ] 3 T 3 o 06
DHBITHUMAN  Estradol 7-beta-dehycrogenase 11 30 32015 92 1 1 4 i 1 o8 013
TIZIBHUMAN  Putative mitochandrial import inner membrane translacase subunt Tm238 3 28030 047 2 1 2 1 2 021 016
TBLZHUMAN  Transucin beta-lie protein 2 30 49768 952 3 1 2 i 2 008 009
HU Tricarboxylate transport protein, mitochondia 30 33091 991 6 2 4 1 4 02 028
RHESHUMAN  GTP-bindng potein Rheb 30 20485 565 2 2 1 i i o1 022
SCIGAHUMAN  Protein transport protein Sec16A 3 203373 54 5 1 4 1 4 005 002
TBODHUMAN  Tubuiin-specifc chaperons D 30 182515 58 2 1 1 1 1 002 003
NUZI4HUMAN  Nuclear pore complex protein Nup214 29 2isass 115 4 1 3 1 s 008 002
GUPI HUMAN  Gloma pathogenesis-related protein | 29 30345 88 i ' 1 i i 009 015
DHRSIHUMAN  Dehytrogenase/ reductas SDR fomiy member | 29 33887 801 2 2 1 1 1 006 013
KPGAHUMAN  Protein kinase G aloha type 29 76700 661 s 1 3 i s 01 006
RRASZ HU Ros-rolated protein R-Ras2 29 23085 574 4 1 3 1 3 025 019
MBNLIHUMAN  Musclebind-like protein | 29 41790 916 2 1 2 1 2 013 01
ERAPI HUMAN  Endoplasmic reticulum aminopeptidase | 29 107168 602 4 1 3 1 3 006 004
ACOTZHUMAN  Acyi-coenzyme A thioesterase 13 2 14951 9023 i 1 1 i i 013 031
TPBLIHUMAN  Tumor necrosis factor apha-induced protein 8-lke protein 3 29 32639 875 3 1 2 1 2 015 014
EMDHUMAN  Emerin 20 28976 529 3 2 3 2 3 024 033
LAMB1 HUMAN  Laminin subunt beta- 1 2 197900 483 is 2 i 2 1 015 004
ITMZBHUMAN  Integral membrane protein 28 20 30318 5 2 1 2 1 2 015 015
PURAHUMAN  Phosphoribosylformylgvcinamidne synthase 20 144643 55 6 1 6 1 6 013 003
HU BAG famy molecuiar chaperons regulator 2 2 23751 625 5 1 4 i 4 034 019
IAHTHUMAN  Isaamyl acetate-hyckobyzing esterse 1 homolog 20 27581 513 3 1 2 1 2 o1 016
GOSHHUMAN  Gycine cleavage system H protein, mitoshondrial 2 18873 491 2 1 2 i 2 029 024
MGLLHUMAN  Monogycerds lpase 2 33240 649 s I 2 1 2 013 013
GGHHUMAN  Gamma- gutamyl hyckolase 2 35041 657 i ' 1 i i 008 012
ANISAHUMAN  Ankyrin repeat domain-containing protein 13A 2 67577 194 1 1 1 1 1 004 006
CSNSHUMAN  COPY signalosome complex subunit 8 2 23211 525 i 1 1 i i o4 019
LPXNHUMAN  Loupaxin 2 43304 562 i 1 1 1 i 005 o1
MAGFI HUMAN  Microtubule-sotin oross-inking footor 1, isoforms 1/2/3/5 2 87787 528 a1 2 2 2 2 008 001
LMCDI HUMAN  LIM and oysteine-rich domains protein 2 40805 827 6 1 6 1 6 028 011
DNPHIHUMAN  2-deoxymucleoside 5'~phosphate N-hycrolsse 1 2 19007 497 3 1 2 i 2 026 024
DUCIT HUMAN  Drad homolog subfamiy G membe 28 63239 854 7 1 4 1 4 o013 007
PTCDS HUMAN repeat 2 2 78500 o 4 1 3 i s 007 005
ZEWIHUMAN  Zinc finger FYVE domain-containing protein 1 2 87120 129 4 1 N 1 4 01 005
HU) ‘Gonserved oligomerio Golg compiex subunit 3 2 94035 539 2 1 2 1 2 007 005
KGUAHUMAN  Guanyiste ki 27 2712 611 2 2 2 2 2 o017 046
L4 HUMAN  Echinoderm microtubula-associsted pratein-Tke 4 2 108848 59 3 1 3 i 3 008 004
OSNIHUMAN  GOPS signaosome comple 1 2 55501 63 5 2 3 2 3 12 016
FADDHUMAN  FAS-associated death domai proten 27 23265 548 s 1 3 i s 037 019
IA2B1 HUMAN  Lysosomal abha-mannosidase 2 132 6ss o 2 7 2 7 o 008
DDX58 HUMAN  Probable ATP-dependent RNA heficase DDX58 2 106531 603 7 1 6 1 6 ot 004
SRPI4HUMAN  Signal recognition partcle 14 kDa protein 27 14561 1005 3 1 2 1 2 034 032
VPSIAHUMAN  Vacuolr srotein sorting-associated protein 33 2 67568 65 4 2 3 i 3 008 006
GLNSHUMAN  Battenin 26 47592 593 1 1 1 1 1 005 008
GMPRZHUMAN  GMP reductase 2 2 37850 679 5 1 4 1 4 021 012
PLSIHUMAN  Phospholisd scramblase 2 atezs 622 2 1 2 1 2 019 014
PCOCI HUMAN  Procoliagen G-endopeptidase enhancer | 2 47942 741 2 2 2 2 2 o012 019
MUCI8 HUMAN  Gell surface gycoprotein MUCT 2 71563 558 4 1 4 1 4 013 006
i Tyrosine-protein kinase Yes 2 50763 632 5 1 4 i 4 012 007
HDACS HUMAN  Hstone descetyl: 26 15103 514 i 1 1 1 i 002 003
PMM2 HU Phosphomannomtase 2 2 28064 635 4 1 2 1 2 01 016
DYSTHUMAN  Dystonin 2 0127 514 a0 2 2 2 2 007 001
QCRTHUMAN  Cytoshrome b-c1 complex subunt 1, mitachondris 2 52612 594 6 1 5 i B 019 008
DDXSHUMAN  Probable ATP-depandent RNA helicase DDX5 2 69105 906 7 2 5 2 4 o4 013
DABZHUMAN  Disabied homolog 2 2 82397 534 s 1 3 i s 008 005
L2 HU Hyroxysteroid dehyckogensse- ke protein 2 2 45366 807 7 1 6 1 6 026 o1
TRIGLHUMAN  Troortite moti-containing protein 16-fike protein 25 40280 586 1 1 1 1 1 007 011
FI2BHUMAN  Protein FAMI22B 25 26911 598 i 1 1 1 i 009 017
FBNIHUMAN  Fieiin-1 25 si2022 4Bt 2 1 1 i 18 013 001
PEPLIHUMAN  Probable aminopeptidase NPEPL 25 55625 641 1 1 1 1 1 006 008
GOGBIHUMAN  Golgin subfomily B member 1 25 a15790 496 2 1 21 i 21 01 001
ABGSCHUMAN  DNA dG->d 25 22811 752 2 1 2 1 2 o6 02
SDF2HUMAN  Stroml cel 25 23011 683 3 2 2 1 2 026 02
COBAIHUMAN  Collagen alpha-1 (VI chain 25 78317 962 4 1 3 1 3 o1 006
DHRS4HUMAN  Dehycrogenase/reductase SDR famiy member 4 25 20518 881 i 1 1 i i 01 015
PGFRBHUMAN  Platelet-derived srowth factor receptor bota 25 12088 488 6 1 5 1 4 008 003
ALY Nucleolysin TIA- isoform pd0 25 42036 762 1 1 1 1 i 005 o1
PINILHUMAN  Anamorsin 25 33561 544 i 1 1 1 i 00 013
ATOXIHUMAN  Gopper transpert protein ATOX1 2 7397 671 7 1 4 i 4 066 ot
MCAT HUM Mitochandrial carntine/acylcarnitine carrer peotein 2 32022 948 4 1 3 1 3 029 013
MPPBHUMAN  Mitochondria-processing peptidase subunt beta 2 54331 638 6 1 4 i 1 017 008
ROAIHUMAN  Heterogeneous nuclear risonucleoprotein A3 2 39571 01 7 1 6 1 5 024 011
EPGS HUMAN tosic P granuies protein 5 homolog 2 202203 589 s 1 5 1 s 004 001
QPOTLHUMAN  Gutaminyl-peptde cyclotransferase-ike protein 2 42807 984 i 1 1 1 i 009 o1
ADASHUMAN  Alyldihyckoxyacetonephosphate synthase, peroxisomal 2 72865 639 2 ' 2 i 2 007 006
MAPTS HUMAN  Microtubule-associated protein 15, 2 n21e2 62 3 1 2 1 2 003 004
ABCDS HUMAN  ATP-binding cassette sub-family D member 3 2 75428 941 6 1 4 i 4 012 006
MPRIPHUMAN  Myosin phosphatase Rho-interacting protein 2 1681 589 10 1 s 1 s 013 004
DCTOHUMAN  Deoxyoyticylate deaminase 2 20003 749 1 1 1 1 1 01 023
ACOTIHUMAN  Acyi-coenzyme A thioesterase | 2 45248 69 2 2 2 2 2 o 02
AIMP1HUMAN VIERNA synthase compie 2 34331 861 7 1 6 i 6 031 013
BICD2 HUMAN  Protain bicaudal D homolog 2 2 93476 535 s 1 4 1 4 008 005
MTGHZ HUMAN  Mitochondrial arrier homolog 2 28 33309 825 2 1 2 i 2 01 013
HU NAD-dspendent ma enzyme, mitochondria 2 65402 753 6 1 6 1 6 027 007
PSDIOHUMAN 265 proteasome non-ATPase regulatory subunit 10 2 20412 571 s 1 4 1 4 034 o1
PCAT2 HU Lysoshasshatidyiholine acyltransferase 2 2 60160 614 4 1 3 1 3 006 007
RUZA HUM U2 smallnuclear rbonucleogratein A' 2 28308 872 i 1 1 i i 01 016
LTORI HUMAN  Ragulator complex protein LAMTOR 23 17734 501 5 1 4 1 4 049 026
1HUMAN  Protein CYRGT 2 41998 864 6 1 5 i 5 019 o1
DHX29.HUMAN  ATP-cependent RNA helase DHX29 2 155139 83 7 I 6 1 6 008 003
IDE HUMAN Insuiin-degrading enzyme 2 17803 616 i ' 1 i i 002 004
PGHIHUMAN  Prostaglandn G/H synthase | 2 68642 681 3 1 3 1 3 01 006
NNREHUMAN  NAD(PH-hydrate epmerase 2 3654 756 i 1 1 i i 013 014
LGIBP HUMAI 2 85280 513 2 1 1 1 i 003 007
SLFNS HUMAN 2 100080 854 3 1 3 1 3 009 004
ELMDZ HUMAN 2 34938 811 o 1 6 1 6 031 013
RAGP 1 HUMAN 2 83502 453 4 1 4 i 4 o 007
NCEHIHUMAN  Neutral cholesterol estar hydrolase | 2 45778 676 2 1 1 1 1 007 o1
EDCAHUMAN ___Enhancer of mR! 21 151567 555 5 I 5 I 5 009 003
*Protein score is calculated from the score of the peptide attributed to the protein
*plis (Predicted) isoelectric point.
“Number of matches is spectrum number maiched to protein”’
“Number of significant matches is spectrum number that matches protein and exceeds the identification criteria.
“Number of sequences is number of peptides matched to protein®.
I s i criteria matched (o proteins.
INumber of unique sequences is a unique*™ number of peptides matched to proteins.
"Sequence coverage s the ratio of the total number of matched peptide residues to the total length of the protein
'Exponentially Modified Protein Abundance Index (http:/iwww matrixscience.comhelp/quant_empai_help.himi)
Table S2. Cont 12
UniProtiSWISS- Protein Num.of  Num.ofsignificant  Num.of  Num.ofsignificant Num.ofunique  Sequence
PROT ID Descripti Protein score® mass (kDa) _ pl® matches® matches® sequences® sequences’ sequences® coverage” emPAl'
PPRIGHUMAN  Phastensin 21 7902 538 7 T T 0 006
MANFHUMAN  Mesencepnal astrocyte-derived neurotrophic factor 21 20687 893 5 1 2 1 2 016 022
SGOB HUMAN a-sarcogycan 21 34755 886 2 1 2 i 2 o1t 013
Pratein Y1 ) 38223 547 1 ' 1 i ' 008 011
Ubiuitin-sssosiated protein 2-lke 20 Tiaees 66l 9 1 5 1 5 o1 001
Transmembrane protein 181 19 65260 91 2 1 2 i 2 008 006
PRKG spoptosie WT! reguator protein 19 36545 535 1 1 1 i i 005 012
(Galium uniporter protein, mitoshondril 19 39842 883 4 1 3 1 3 016 o1t
Solute carrer famdly 25 member 46 19 16145 697 3 1 1 1 1 006 009
HIG domain famiy member 1A, mtochandris 19 10136 979 i ' 1 i ' 024 049
Carboxypeptidase Q 19 51855 579 2 i 1 i i 007 008
Fixonectin type Il domain-containing protein 38 18 132808 564 7 1 6 1 3 01 003
Vacuolar protein sorting-assaciated protein VTA! homolog 18 33858 587 5 1 3 i s 016 013
Microtubule-associated potein RP/EB famiy member 3 i 31962 533 2 1 2 i 2 ot 014
DHX36 HUMAN __ ATP- RNA helicsse DHX38 15 Tiasss 158 3 1 3 I 3 005 oot

“Protein score is calculated from the score of the peptide attributed to the protein,
®plis (Predicted) isoelectric point
“Number of matches is spectrum number maiched to protein”"

“Number of is spectrum numb protein and exceeds the identification criteria.
bber of peptides matched to protein®.
‘Number is number criteria matched to proteins.

“Number of unique sequences is a unique™ number of peplides matched to proteins.
"Sequence coverage is the ratio of the total number of matched peptide residues (o the total length of the protein.
Modified Protein Abundance t empai_help.htm)
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Table S3. Identification of endogenous proteins (Biological Precess: growth) in hADSC;
group CDM & DMEM.

Table S3. Identification of endogenous proteins (Biological Precess: growth) in hADSC; group CDM & DMEM.

UniProt/SWISS- Biological Process emPAFP°
Alternate ID growth CDM DMEM
VIM skeletal muscle tissue regeneration 588.33 1108.52
TUBB6 seed trichome elongation 488.41 682.32
IQGAP1 neuron projection extension 101.79 191.57
VCL axon extension 47.63 161.43
ANXA1 myoblast migration involved in skeletal muscle regeneration 51.36 88.25
MAP1B axon extension 20.55 139.91
ATP5A1 growth 44.83 92.56
MYL9 cell elongation involved in imaginal disc-derived wing morphogenesis 40.16 92.56
PSAP prostate gland growth 38.29 55.96
CLic4 multicellular organism growth 19.61 71.03
GNAI2 multicellular organism growth 26.15 55.96
GNAS developmental growth, multicellular organism growth 1.87 17.22
ITGB1 axon extension 24.28 55.96
MAPK1 endochondral bone growth 22.41 34.44
RAB10 pollen tube growth 15.88 64.57
ATP6V1A imaginal disc growth 10.27 66.73
TNC bud outgrowth involved in lung branching 5.60 75.34
ITGAV cell growth 3.74 43.05
EIF4H developmental growth 14.94 21.52
MTPN cell growth, skeletal muscle tissue regeneration 18.68 10.76
POSTN bone regeneration, neuron projection extension 14.01 23.68
SLC3A2 cell growth 1.87 43.05
PAK2 budding cell apical bud growth 12.14 10.76
SEC61A1 cell growth 14.94 10.76
CDC42 multicellular organism growth 10.27 17.22
CPNE1 neuron projection extension 12.14 10.76
GPX1 skeletal muscle tissue regeneration 3.74 12.91
PTK7 axis elongation 0.93 21.52
TRIM28 convergent extension involved in axis elongation 6.54 10.76
TMED2 multicellular organism growth 4.67 12.91
PRKAR1A cardiac muscle cell proliferation 5.60 10.76

?Exponentially Modified Protein Abundance Index (http://www.matrixscience.com/help/quant_empai_help.html).

27



Table S4. Identification of endogenous proteins (Molecular Function: antioxidant activity)
in hADSC; group CDM & DMEM.

Table S4. Identification of endogenous proteins (Molecular Function: antioxidant activity) in hADSC; group CDM & DMEM.

UniProt/SWISS- Molecular Function emPAP
Alternate ID antioxidant activity CDM DMEM
ALB antioxidant activity 698.52 47.35
GSTP1 glutathione peroxidase activity 58.83 124.84
PRDX6 antioxidant activity, glutathione peroxidase activity, peroxidase activity, peroxiredoxin activity 48.56 64.57
PARK7 peroxiredoxin activity 30.82 51.66
PRDX1 peroxidase activity, peroxiredoxin activity, thioredoxin peroxidase activity 38.29 60.27
GSTO1 glutathione dehydrogenase (ascorbate) activity 26.15 30.13
PRDX4 antioxidant activity, peroxidase activity, peroxiredoxin activity, thioredoxin peroxidase activity 20.55 60.27
PRDX5 peroxidase activity, peroxynitrite reductase activity, thioredoxin peroxidase activity 14.01 49.51
TXNRD1 thioredoxin-disulfide reductase activity 2.80 66.73
PRDX2 antioxidant activity, peroxidase activity, peroxiredoxin activity, thioredoxin peroxidase activity 11.21 19.37
TXNDC17 peroxidase activity 5.60 21.52
GSTK1 glutathione peroxidase activity 6.54 15.07
PRDX3 peroxidase activity, peroxiredoxin activity, thioredoxin peroxidase activity 7.47 12.91
MGST1 glutathione peroxidase activity 8.40 10.76
GPX1 glutathione peroxidase activity 3.74 12.91
SOD1 superoxide dismutase activity 4.67 15.07
“Exponentially Modified Protein Abundance Index (http:/www.matri i /helplq _empai_help.html).
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Table S5. Identification of endogenous proteins (Biological Process: immune
process) in hADSC; group CDM & DMEM.

Table 55,

UniProUsWISS- Biological Process

Altornate 1D immune system process

[fuses [Patural kiler coll mediated cytotoeity

Tuss. [raturalkilr coll mediated cytotoxicity

TusB4B. [raturalkilr coll mediated cytotoxicity

vHo lostablishment of T coll poarity, leukocyto migration, monocyte diftrontiation, patolatformation

HP90AB!

HsPo0B1 tolike receptor signaling pathway

HSPOOAAT

IacTNg platelet formation

lacTNe platolt formation

leLte MHC class

eer2 [homatopolotic progenitor cell iferentation

ANz Josteociast development

LoaLst T cellcostimuiation, lasma celldifferentiation

N1 leukocyte migration

DYNCTH1 MHC class Il

lcoL1a1 leukocyte migration

lcALR

PoIA3

st mmune response

= leukocyte migration

HsPD1  coll activatic

IARFa WHC class

|ARF1 MHC class Il

lcTsD MHC class

|ANXA1 Ipha-beta T.

lcoL1az leukocyte migration

lsTaTH

EpRs [celutar response to nterferon-gamma

lcTss tolike receptor signating pathvay.

IacTRS

PRKDC v ; o oY

HsPAY lorythrocyto diforontiation

lcaNx M

lGPt lerythrocyte homeostasis, humoral immune response

IxrCes. [homatopoloti stem cll iferontiation

PROX1T

loeD ferythrocyte maturation

PswD2 = | TAP-dependent,

PswD1 o Tap-

ee1 diforontiation leukocyte tothering or rolling

MAPK1 T ptor

MAPK3

RAB10 jantigen processing and presentation 508 east)

RAB3S [antigen processing and presentation seo| 1201

lacTR2 2988 4090

lARPC2 521 as20)

MiF innate immune responss,loukocyte migration 375 s01a)

P21 2] eera)

P28z ae7| 2199

secata

IaP281 MHC class Il

ooosT T collactivation

Res7 [hemopoiesis

pYNCHiz MHC class Il

P07 ianate immune responso. 1.5t 5

leTsk tolike receptor signaling pathway 2005 1201

loLet leukocyte migration 01| 3659

wyorc 1774400

IACTRIA MHC class Il 508 s4aa)

Pswas = | TAP-dependent, 508 se7a)

lARPC1B. 508  sera)

ey e8] 2580

RABSC 934 4305

o3 [homopoiosis 934 3059

oox3x ianate immune responso. o8| 7360

PswE2 = | TAP-dependent, 2055 1201

PcaP2 [defense responss to virus, innate immune response. 2521 s4aa)

pswica = | TAP-dependent, 07| 2583

moav MHC class |, TAP-dependent, lsukocyts migration 374 4303

IAP1B1 MHC class e8] 7360

PSMAT o Tap- a0 1937

PSMD3 o ‘TAP-dapendent, stimulatory C-type lectn receptor signaling pathway 80| 3659

lcapzAt ianate immune rosponso s8] 7360

PswAG = | TAP-dependent, 12| 236

RAB7A MHC class Il ra1| 229

Istc3nz leukocyte migration 187 4305

PRKACA [stimulatory C-type lectin receptor signaling pathway sa0| 1037

PRKACE stimulatory C-type lectn receptor signaiing pathway a0 1507]

PswB2 o Tap- a07]  107)

sects 654 2199

use2v1 = Ja 931 2ues

FKBP1A T collactivation 02| 215

|ARPC4. 02| 112

beTNt WHC class | 236

IsHmT2 response totypel 02| ns:

PaK2 timuat 21410

Pswcs ot TAP- 374 36.5¢

sec2n T

PswAs = | TAP-dependent, 093 sazs

lco109 losteociast fusion 07| 129

PSwD14. = | TAP-dependent, 124 1071

Isecs1A1 response to nterferon-gamma 149 1071

laHCY [ehronic inflammatry responsa to antigenic stimulus. 24 19

PsmBs o ‘TAP-dapandent, stimulatory C-type lactn recaptor signaling pathway 5 .

PiCALM [homopoiosis T =

P21 MHC class Il a 1291

larpC3 4 1937

PPPIR1SE innate immune response. 1533 215,

Pswaz = | TAP-dependent, 1494 861

PsmB4 o TAP-dapendant, simula a1 2
ponentially tempal_help tmi).

Table $5. Cont 1.

UniProyswiss- Biological Procoss. empAr

Altornate 1D com_ omem

PSMD13 T = TAP-dependent, 107 1291

psmcz T o TAP-dependent, 747 2388

lcocaz 7| 122

oPps 1T colactivation, T el costimulation 093] 3659

lcaPzaz innato immune responso. a1l 3013

PAFAH1B1 Josteoclast development 934 1201

Prp immune response 461 219

psmcs i o TAP.dependent, a7z

Psmes I o TAP.dependent, s40] 1122

RPs17 lerythrocyte homeostasis sa0] 1937

use2n 934 1507]

IsYNCRIP [callutar rasponse to intorforon-gamma 37412

mPDH2 lymphocyte profferation a1l 1937

loLot losteociast dferentiation 934) 861

Psmes d o TAP.dependent, 840 1507]

PswD7 u o TAP-depend as1 1037

PPPICA [Tcolactivation 1w 12

PsmB1 i o TAP.dependent, 654 1122

psma7 I o TAP.dependent, 934 1201

Pswice u P TAP-depend a7l 1078

ees. 1, TAP-dopondent 374] 2368

loTus1 /adaptive immune response 651 1201

RPLZ2 [apha-beta T cell diferentiation sa0] 1201

jsTAT2 747 6.45)

Enpe1 immune rosponse 651 1201

PROXS myelold cel diferentiation a1l 29

PswDa u o TAP-depend as7| 1037

Iskp1 i o timulat 374 2182

IAPaB1 B as7 2o

lcTPs1 B cell prolferation, T cell profferation Tar] 2o

RAC1 a7 1s07]

lcTNNB1 i T s3] 2182

PsD11 u o TAP-depend 374 1e37]

PswD12 i o TAP-dependent, FEZIRTT

TRz inate immune responso. 6sa] _ 107g]

DYNLLY 560 1201

TMop3. lerythrocyte development 2 861

lsTomL2 |CD4-positive,alpha-beta T cellactivation, Tcall receptor signaling pathway 374] 1201

PswDE u o TAP-depend 747 a5

beTN2 1w 12

PSMET I o L TAP-dopendent, pror 200 1507]

[TROVE2 immune systom dovelopment 654 861

lsop1 myslold cell homeostasis, thymus development ae1 1507

LoALS3 i 280 1507

use202 I o o ptor 849 431

|ARPC1A 314 12

empal_help htm).
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Table S6. Identification of endogenous proteins (Biological Process: biological regulation)
in hADSC; group CDM & DMEM.

Table s6. ouEM

UniProtsWiss- Biological Procoss
Altornate 1D biological regulation
[ACTAZ
PoTEE retina homeostasis

10 reguiation of cell shape.

emolysis "
EEF1A1 g » ” ot tomplated
e P

RNA nterfe i n endoplasmic -

TNz leytosk

tal anchoring at plasma membrano

leLewt positive regulation of glucoss import, sigra trans duction

LoHA positive reguiation of apoptotic process

lcoLeas
lcovta1
SERPINH1 negative regulation of sndopeptidase activity
|AHNAK

MARCKS reguiation of nsulin secretion

PoIAS i redox homeosts

vep. process, endoplasmic

oSN i . into host call, i 2 2 i i o

=2 o tive regulation of T Pt tive rog 53 "

veL negative rogulation of cell migration, platelet agaregation

lacLy positive regulation of callular metaboli procoss.

= s tive rogulation of e i i i i . i th

kT roguiation of growth

IARFS |small GTPase modiatod signal transduction
IARFS |small GTpase mediated signal transduction
lcapN2 raguiation of cytoskelaton organization

R1 repolarization
KPNB1 i ton by virus of host pr

EFsa polyamine hor
ErFsaz polyamine hor

sTATH |JAK-STAT cascade i host cell e jogenesis, negat

z
H

yL1ZB roguiation of coll shapo
vL1zA |ephin receptor signaling pathway, piatelet aggregation
1ARS roguiation of ransiational fidolty

PROX6

edox homeostasis.

Fscnt ton organization regulation of microv.

ponentially Inde t_ompal_holp.htmi).
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Table 86, Cont 1

UnProtswiss-
Aternata 1D

Biological Process.

Hou1
ioH1
P05
eprs

Inegative reguiationofransiation. regulatio of ransiation

Inegative reguiationof catalytic actvity

[angiotensin maturation
:

[signal ransduction

lendopiasmic retculum unfoldad protein respanse
Inegative reguiation of mitochondria fusion

lpancreati juice secration

MAPK cascade,

[negative reguiationof ATPase activity

MAPK cascads,

JAK-STAT,

07| mas
som|  ziee
2521 5
1550 o4
[small GTPase mediated signal ransduction 560 2.
654 2739
560 2

Jationof transiaton

Inegative reguiationof apoptotic process

lglucose homeostasis

2
Inegative reguiationof non-motie ciium assembly i
reguition of gene expression

25|z
IRE1-medated unfolded proten response tes1|  aes1

NA-templated, ONA-templated, 3
20
2

[reguation o callahesion, regulaton of signaiing

IMAPK cascade, negative regulation ofendopeptidase activity

DNA-templated

reguation of catayti activiy, signal transduction

ompai_help i)
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Table 6. Cant2.

UniProtswiss- Biological Processs

wE1 bindi

RNPEP negative ro

Jaton of lood pressure.

NAPILY positive reguiaton ofcoll prolferation
PTeP ept

ONRD1 [col redox homeostasis, signal ransduction
|ADHS, positive reguiaton of blood pressure:

HEEHH

PLODI [vasodiation 735
Pswas MAPK cascad i 3074,
|SERPINBS. negative regulation o endopeptidass activy 5596

losrP1 platelet aggregation s

PaPSS2 |blood coagutation . 3229

[sequestering of actin monomers T
= ONAtemplated, ¥
o omsostasis of numbar of cels withn atissue .
¥
[

Lamct [positive reguation of epithelal col prolferation

[tem2 [roguiation of ATPase activity

intracelutar signal ransduction X
wRC2 [sgnal ransduction a a

¢
4
P
H
§
8

5
i
s

reguiation

Imeav. ErKt of

lap1B1 [reguiation of defense response tovirus by virus
5z reguation of ranscription, ONA-templated

Eran [reguiation of ransiational nitation

'vars [sgnal ransduction
HsD1784 |androgen metabalic process, estrogen metabolic process.

MED10 [roguiation of bata-amyold formation
PN Jat

POt roguiation of mRNA stabilty
usE2Ls ONA-templated 4
lcApzat [barbed-ond actin flament capping, blood coagulation 2
Ers reguiation of ransiational nitation X 3

Pswas Fe-apsion recept e cellpolarty nal e
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Table $6. Cont 3

UniProtSwIss-

Biological Process.

Alternate 1D
RABTA

PAFAH1B2
PswD1s
ReLs
IsEcstAt
s

[Tem1
Psuas

[positive reguiation of actn flament depolymerization

MAPK cascads T

[posiive reguiation o TOR signaling

DNA-templated

[positive reguiation of insulin secretion

roguaton of transiatonal ntation

DNA-templated

reguaton of transiatinal fideity

ftve roguiat

7

H

3

S

3

[positive reguiation of cal proiferation

HH

Blz[R[2]z

HH

alale

MAPK cascade, T T
[negative regulation ofinsulin secretion

MAPK cascads i
lpositive reguiation of rotein targeting to mitochandrion

roguiaton of

profteration

[Notch signaling pathway, fatty acid homeostasis:

fbroblast growth factor receptor signaling pathiay.
reguaton of transiational ntation
[posiive reguiation of macroautophagy
MAPK cascade T

HHMMBE

RENNENH

IRE1-modiatod unfolded proten response

ONAS

HHH

MAPK cascads T

HHEEHHEEBRRRNNSEHERE

14

MAPK cascade T
lctation

[

S

S

lactation

3

8

lposiive regulation of phagoeytosis.

reguiation of synapic vesicle priming

o
[barbod-end actin flament capping, blood coagulation

P RNA splicing
[posiive reguiation of signal ransduction

of kappa8 ki

722

MAPK cascade T

regulaton of translatonal ntation
regulaton of translatonal ntation
[ER overload response, calclum ion homostasis

[Fe-opsiton receptor signaling pathway, T =

722

1037

1507

722

1507

1037

934]

1507
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Table $6. Cont.

UniProtsWISs- Biological Process empAr
Atternate 1D coM_ omem
[aKaP12 2 T
EFaF [rogutation oftranstationa ntiation Tozr| 1291
FHL2 templated, ONA 37| 768
= Tar|  wm
i redox homeost o7 851
IsYnCRIP FE T
3 37| 78
loLo 934 861
PeNa i 934 1076
Pswss MAPK cascade, T p it D 1507
PswD7 MAPK cascade, T p st O 1937
RPL1S 2798
ISURF4. [posiive regulation of organell organization 268
e kappat X 22
[1sPo. 34| 861
ISERPINE1 forinoly: 7| s
ReL13 a0 1722
FoLNY asr| s
PPPICA e iz
lcRTAP 93] 1291
lcTNND1 7 zis
oNAJB11 1507
oNwIL 722
o1 regulation oftranslationa fideity 1291
loPNME T andERK2e| 12 431
PEATS MAPK cascade i 1937
PROX2 0 1937
psws1 MAPK cascade, T p it T 1722
RTNG e w043
Iscro1 a0 1291
[Txnpc17 [tumor necrosis factor modiated signaling pathway se] 2152
uses 21 861
RPS1SA 56| 1937
et DNA-tempiated 4] a1
Psws7 MAPK cascade, T P - 34] 91
Pswcs MAPK cascade, T p it 7] 7
RaB22 74] 3
oss o 74] 5
Ers 7] 7
ErF3n 50]
PPPIRIZA jat 56| 1507
IsHaGLt [signal transducton [ )
|ame2 a0 121
leNpY2 56| 1507
leves 2.4 431
HsD17B12 aw| vz
HADH negative regulation of insuiin socretion 56| 1507
AsT 742182
o 722
NACA reguiation of transcription, DNA-templated 22
jotus+ 1291
lcTsA protein sabilty 1507
vas [posiive reguiation of actn flament polymerization 37 1291
oo et w2
KPNAL [ modulation by virus of host process. o3| 1507
ReLZ2 B4 1291
FsL1 P signating pathway 93] 1076
lsTAT2 |JAK-STAT cascade, a1 645
e o7 215
lacsLa 121 645
= ONA-templat o t214] 215
|ARF 2 56| 1507
o081 v et vz
ErF3H [regulation of translational iniation 934 645
EnPP1 ot o5 1291
Ful [reguiation of transcription, DNA-templated a1 861
HEXA [SMAD protein signal transduction, pid torage o5 1291
Lt negative reguiation of actin ilament depolymerization om|  z1s2
ANt se0| 121
Por 934 645
PoLIMI [roguiation oftranseription, DNA templated 37| 1937
PROX3 dox homaosts vt 20 T
Prnz a1 1
PswDs MAPK cascade, T p it ae7) 7
skt T P 74]
54
[TAX1BP3 7
UBE2K Jatio 7
IaTPBVIET 0
IapaB1 T |
lcos1 se| 1722
ReL21 asr| a1
PcoLce [posiive reguiation o peptidase activty 934 )
T a1 1507
= death 2 YY)
ReL1D 7411016
lcTNNB1 0% 2182
lcARM1 " R
lorL2 E
o6 transiation
ERPas. el redox homeostasis: ¥
HNRNPH1 o RNA splicing 2
HspBs [roguiation of muscle contraction 2
Lmst ONA-templated, 65| 1291
E1 [rgutation of NADP metabolic process FE T
PSwD11 MAPK cascade, T o " 37 1937
Psu12 T P 3 nen
P17 polarity patiay os]  z1m2
RPL1BA T T
[ToFB1t reguiation ofspithelal o mes DNA-tomplated, positive regulation { w1 e
“Exponentially Lompal_helphtri)
Table $6. Conts.
UniProtswiss- Biological Process. empAr
Attornate ID com  omem
[rRimzs. . ONAtampiated, esa] 1079
Ps: Wnt signaling pathway 654 861
ovNLLY tomplated )
lssR1 [ LT
Bac2 s
IANKFYT lpositive regulation of pinocytosis. 121 X
oPY30 ONA-templated a1l 103
oKz a7 76
pLI asr  isor
ONAJAT kinase activiy a7 61
ERH Ipositive reguiation of Notch signaling pathway T
Exoct X
NuTF2 17
RPL1S 15
RPs12 2
RPS20 Y 25
pTGES: FE )
[MED2 4wt 12om
[TMoDs a7 261
oNAJAZ [positive reguiation of celprofferation a7 261
KPNAS Imodlation by virus of ost process 2 )
IsTomL2 v o 374 1291
MACFT aw| 1201
PSwDs MAPK cascade T v a7 [
|ANP328. nucleus. o T
NTsE [nogative reguation ofnflammatory rosponso. 0% 1037
IAKR1CT [cholesterol homeostasis, pragesterons metabolic process as1  12em
T 654
oYNC1LI 40
us reguaton of nuclec acid-templated transcription a7 1ac
lonaQ o potential, o 374 1ac
PRKARTA M 2 560 107
MATRS [posttranscriptional regulation of gene expression 374 12
MEsD Wnt signaling pathway 654 61
= K cascad y 200 1507
Tes3a gulation of apoptotic process 200 1507
ReLZIA 1507
[TRovE2 [smoothened signaing pathway. 561
lson1 v 1507
isrPRS 1507
[TARDBP. datio 1076
|ANXAT water hemosts 1291
= [negative reguistion of cell profferation 374 1507
uBAz lpositive reguiation of cataytic actvty 200 1722
XL ell redox homeostasis 200 1507
loLRX a7 23
|ANP32A oNA 200 1937
Erse regulaton of transiational ntation Y
LoaLss T T P T 200 1507
Myo1D Inogative regulation of phosphatase activity 1291
PARVA roguiation of cell shapo 1078
ISRPRA IRE1-modiated unfolded proten response 1078
s [ell redox homsostasis 1291
jsTia [nogative regulation ofprotein refolding 5 1
KDELR2 lrotein retention in ER lumen 02 X
vexs 5 1
usE202 T plor 40
|ARPC1A 7 1
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Table S7. Identification of endogenous proteins (Biological Process: metabolic process) in

hADSC; group CDM & DMEM.

Table 7.
UniProuswiss- Biological Process
Aternate 1D
My [ATP matabolic process, membrane proteinsctodomain protealysis
FLNA | mRNA transcription from RNA polymerase lpromter
HSPooAB1 R ol
HsPooB1 R )
HSPo0AA1
laLe lipoprotein metabolic process
Eeria1 transcription, DNA-tempiated, ranslatin, translational longation
HsPas RNA splc
HsPATA |ATP matabolic process.

K
WA |gucocortcoid catabolic process.
Enot Jption, DNAtemplated
Enoz |canonical lycolysis, gluconaogenesis,glycolyti process
e MAPK cascade
loure receptor internalization
Pas
LoHA
eer2 transiat
laLooa "
laLooc
1 poptde cross.inking
lcoLeas lcollagen cataboc process
lcoL1A1 |cotlagen blosyntheti process, collagen cataboli process
ISERPINH1 |cotlagen bosyntheti process, protein maturation
lacAPt ERIc1 and ERK2 cascado.
At
FASN
lcALR protein maturation by proten foding
|aTesa
PoIAT |oxidation-roduction process, proteolysis
THBS1 peptide crossinking, protein O-inked fucosylation
v o
|anpe poptde catabolic process, proteolysis
= |amyloid bl formation, celuar protein metabolic process
|aNxas [xenopha
sn receptor internalzation
e [roceptor internalization
Hspo1 sotype switching to IgG isotypes, protoin maturation
lacLy
lcoLeat [collagen catabolic process.
lasTP1
Eraat RNA spi nuclous, mRNA spiicing,
Eran2 Jat
TPt
[Tk
AR
IARF1 hosphatidylinosiol biosyrthetic process.
IARF3 phosphatidylinositol biosyrthetic process.
lcaPNz
Lowe.
LRP1 lipoprotein metabolic process, retnoid metabolic process.
loKaps [celular protein metabolic process.
lGANA |carbohydrate metabolic process.
Paam
Poam |guconeogenesis, lycolytic process
KPNB1 |apoptotic DNA fragmentaton
lcTsD.
|ANXAT DNA strand ronaturation, poptds cross-linking
Ersa e ot
Errsaz Jat
lcoL1a2 [collagen cataboc process
Prie protoin poptdy-prolylisomerization
jsTATH transcription, DNA-templated
|aTPSAT

RS isoloucyRNA aminoacyation,transiation
o laycerot athor prote transcription, DNAdemplated
RNH1 | mANA catabolic process

et |gutathione metabalic process
opysL2 nuclocbase-containing compound metabalic process
lsND1 transeription, DNAomplated
PROXS
eeric Jat
PaAT
HADHA
uee2
ioH1
eprs iyt
Psap
lcTse.
panz |oxiation-reduction process, pepidyl-proline hydroxylation
IaARS. Jato
PRKDC T o V(DM recombinat ey
ekt
AT Imethylation
RPN protein Nenked lycosylation via asparagine

i proteol
RREP1 transiation
oo
[TorBl [celuar protein metabolic process.
PARK? thyigh
FAp protaolysis involved n celluar protein catabolic process.
et
lvaTt |oxidaton-reduction process
Gt
Pre
RPN
ixrecs Iption, DNA templated
PROX!
lGePD. pentose-ph
PswD2 wap omplex-dependent
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Table 7. Cont 1.

UniProyswiss- Biological Process
Altornate 1D biological reguiation
RPSA RNA, LSU-RN/ 585 rRNA, LSU-rRNA), nuclear iranscribed mRNA catabolic process,
leuica |outathions matabolic process
LRPPRC transcription, DNA-tomplated
WoH2
lcoL1za1 |coliagen catabolic process
PsmD1 MAPK cascad
PPP2RIA RNA splicing, coramide
D b-gluconate
lcAPNS1 proteolysis
ooz |oxidation-reduction process.
lonAR
laNAS resarve
mos1 receptor internalzation
MAPK1 ERKY MAPK
MAPK3 ERK1 iption, DN/
PoCOGIP
\WARs
MDH1 bohyar
PPPICA
PrpicE laycogen motabolic process, protein dophos phorylation
RAB10 |autophagosome assembly, autophagy, peptdyl-cysteine mathylation
RAB1E. jautophag
RAB1A |autophagosome assembiy, autophagy
IsPTANT MAPK cascade

N1 transiation

Patt
lcoLsaz |collagen catabolic process
wiF
pLOD1
|aTPOVIA |ATP motabolic process
voact macroautophagy
HoLsP [cholesterol metaboli process.

FKBP10 protein pepidy-prolyl isomerization
HNRNPK RNA spi transcript
Pvce
PYoL
IsARs. transia
PHGOH L "
ixrces N, o binat transcriptc

101 thylat

o7 protein ubiquitination
NP ONA repair
boosT
lcaND1 protoin ublquitination
eso
PeBP1 MAPK cascade
RPLS Jat
Res3 N, ot transtat
PsaTH "

RPLI2
RPS7
lcaPN1 proteolysis, receptor catabolic process
PROX4
VARS transiat
eer1s2 transiation,transiational elongation
RPLTA maturation of LSU-RNA, transia
leTsk
NMET .

PROXS
IsPTBN1 MAPK cascade, common-partner SMAD protein phosphorylation
IALDH1L2 biosynthet
RNPEP oo catabolic process, proteolysis
laTP1A1 |dephosphorylation
NAPILT DNA replication
PTBP1 RNA spi
IaTPeVIB2 |ATP metaboii process

8p1 "

pLoD2
RPS3A
ITXNRD1
|ADHS
ot [catecholamine
=
pLOD3 |oxidation-reduction process.

Pswas MAPK cascad
ic1asp. RNA spi iption, DNA-templated
lareTt
loBE1 e precursor
ErFact Jat
RaBSC P
P "
lcNoP2 roteoly:

DX3X
EcHst ratty
FoPs
lcvasRa
PaPss2 -

RAN DNA metabolic process
RPLS
mTHED . formate
HADHB fatty
eer1D Jat
P
Ppa
ReLS
Res2

lcoLsat |collagen catabolic process, peptide cross-inking
PRKCSH N-giycan processing
MRC2 |colisgen catabolic pracess
PSME2

{_empa_help htm)
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Table 57. Cont2.

UniProuswWISs- Biological Process empA?
Altornate 1D com _owem
da novo' 027 3659
Ress transiat 6s1| 2368
lacaT2 e 215
Ivext RNA spi r74] 2583
|AKR1B1 68t 2583
654 3650
pcar2 RNA spi 2521 3444
Ress 585 RNA, LSU-rRNA), transiat a7 3444
IscRN1 lproteolysis X 2798
lss8 1291
pswca ysis, 2583
RPs15 Jatior 1937
RPSaX Jatior 2798
APt |UDP-N-acetylglucosamine biosynthetic process. 22
moav [ERK1 and ERK2 cascade. i 4305
ErsE Jatior 2148 1076
52wt transcription, DNA-templated 168 1937
Er2st Jat a 102 3444
EFan transiat [ )
PABPCA RNA spi transiat 74| 2583
PABPCT RNA spi 74 2368
PSwAT otaoh 494 1937
ReL3 RN 44| 2798
IvARS transtation yrosyl 027 3229
HsD17B4 934 w220
RO1A o g 17 1291
PsuD3 40| 3650
e [protsin metabolic process, proteolysis. 121 2rem
MTeN leatecholamine metabolic process [ T
|ALDH18AT 7| 21m
RaD238 28] 2368
NANS 027|218
usEaLs ription, DNA-templated, ss8| 1722
== formation of transiation preinitation complex, transiation 3013
ELoc Jption, DNA-templated, X 2583
LTASH ysi 2798
Pswas T 2568
RAB7A ipopha 3229
RPS10 Jatior 4941076
IsTRAP IRNA splicing, mRNA " D 3013
lcBR1 ae1|  sera
lcars 374] 1291
lsicaaz lcarbohydrate metabolic process. a7 4305
ETF1 24 1507
FraPo [rotsin peptidy-prolyl isomerization 560 3650
lcon loxidation-reduction process 2095 5596
Eir2s3 formation of transiation preintation complox, ransiation as7|  sera
PRKACA 40| 1037
PRKACB 40| 1507
PsuBz otaoh 07| 1507
HNRNPAT [RNA spi RN RN sa0] 2152
RARS Jat 54| 3659
[TaRs Jatior 654 2198
2Vt 034 2368
usE2v2 54| 1037
HINTI iption, DNA-templated Tar| 1037
|ALDHOAT 588 1076
LDt 1538 431
DHx IRNA processing, mRNA splicing, via spiceosome 2798
ErF3K formation of transiation preinitation complex, transiation 07| 1937
FKBPIA 027|215
RPLS Jat I
RPLT S (RNA, LSU-1RNA), tat a2
HARS [istidyRNA aminoacylation, mitochondrial ransiation T2t 21m
Lars loucyHRNA aminoacylation, transiation 40| 2583
NARS transtat 654 2798
uspia 07|21
lcARs leystoiny 4RNA aminoacylation,translation 374 3444
RPL29 . a7 2198
PRTS torminati thylat . transcription, DNA-templated 1218 1291
oot RNA spi ONAtampiated seo| w229
laseT1 transiat FE T
lsHmT2 o " 027|215
Lawe1 [autophagy 027|112
a2 1218 1076
PrKL " 1. 07| 2368
Pswcs 74| 3659
NPEPPS ysi 07| 1291
M a| 2198
laaRs [gutaminy -RNA aminoacylation, ransiation B 076
|soHA 1037
FaBPS 7 1291
PswAs X 3874
lsoTt " s 3229
les [carbohydrate motaboli procoss, tricarboxylc acid cycle 1774 a1
lcoLsa1 374 3444
HEXB o3| w2z
HNRNPM RNA spi 934 2182
Erse translation, ranslational ntation 1121 1076
PAFAH1B2 lipd catabolic process a0t 1291
PSuD14 28] 1078
ReLs transiati 027 1507
laey thylat 24] 1937
lseT [ONA repiication 21 21
Psues 54| 7798
oz
PicaLM
|ALDHTAT
lasNs.
joaT
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Table 57. Cont 3

UniProtsWISs- Biological Process empAr
Atternate 1D coM_ omem
w1 o5 2198
PHB2 transcripton, DNA-tomplated o3| 1037
PsuAz 494 861
PswBs i T
Psu13 o7 291
Paics de v sa0| 7152
lcAD de novar “da novor 40 1507
ReLI1 tansiat 1937
UsRa 1722
pswc2 268
lapRT I 1076
lcocaz protein ubiquitnaton, viral RNA genome replication 1 22
[TuFm Jatior 1 1291
wp1a iysis, 3444
1 |ATP metabolic process 1 1291
RNA spi 1291
a0 1722
[recoptor recyciing seo] 2198
loxidation reduction process 1027] 648
proteaiysis s3] 3650
[peptidyLyrosine phosphorylation 7| 2is
Jysis Iption, DNA-templated 24 076
[proteclysis 1401 645
RNA splc iption, DNAtemplated 54 076
a| a2
RNA splici o w29
7 T
He DNA biosyrthetic process, istone deacetylation 34 o1
NP ast| e
psmcs a1z
PsuBs a0 1722
PTGRY 027|076
Rest7 transiat a0 1937
KRS transiat oz 291
RPLI7 Jat a| 1507
ErFam Jat 1722
ErFsL Jati 1507
lccocar ubiquitindependent ERAD pathway 1937
usE2N " 1507
|ALDH1B1 [t 431
BLVRA Ineme catabolic process, oxidation-reduction process 121 tore
eiFaF transiat ozr| 291
FHL2 {transcripton, DNA-tomplated 37| 768
= 20 T
loLRX3 |oxidation-reduction procoss 1027] 861
IsvnCRIP RNA spi RNA spi FE T
3 [peptidyt-serine phosphorylation, phosphorylation 7 me
MPOH2 a1
loLo1 54
Mocs. 7
lapRT 0 X
PeNa ONA gap fil o 10 lesio 107
PREP [proteolysis 2
Pswss 1
PsuD7 ast| a1
ReL1 transiat e zres
Rese 65| 215
jsms. se| 17z
1sp0 934 [
RPL13 transiat sa0| 1z
Ecuz9 |ubiqutin-dependent ERAD pathway o5 1291
FaLNT [blood coagulation, fibin clot formation a1 nes
PPP3CA |dephosphorylaton,protein dephosphorylation 1| 122
(cRTAP pepidyl-proline hydroxylation o 3-hydroxyL-proline [ 1291
lcTNND1 {transcriptin, DNA-templated 7| as
o1 54 1201
jons. 7] 861
POXK 37| 1937
PEATS MAPK cascade 654 1937
PrROX2 21 a7
Psu1 iysis o5 17z
[Txnpc17 |oxidation-eduction procoss se| 215
uses 121 1
RPS15A Jat o 1937
et Jption, DNA-templated, ransiati v
Psws7 ysis [ 12
Pswcs 7| 107
PPIC protein peptidy prolyl isomerization 1027
Ers Jatior 7| 107
ErFan o]
PPPIRIZA [rotin dephos phorylation 56| 1507
|Amp2 {tRNA aminoacylationfor protein ransiation,transtation a0 1291
s 234 aa1
HsD17B12 aw|
lass asr| a1
HADH B 1507
Lwr2 [protein maturation 0. 645
s [celuar protein metabolc process o 722
NACA {transcription, DNA-templated . 722
NAGK 1 252
joTu+ oA repai 6 1291
PEPD ysi 2 1507
lcTsA . 1507
oo to ubiqui | w2
ReLz2 a0 1291
lsTAT2 trans criptn, DNA-tomplated 747 645
e o027 215
IacsLa 21 645
IapEX1 tompla 12:14] 215
o8+ fonrepair, DNA darmay ow lonrepair, DNA Incision, 4o lesio. E R
“Exponentially Lompal_helphtri)
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Table 7. Conts.

UniProtswiss- Biological Process. empAr
om_ omem
ooT [melanin biosynthetic process aw  wsor
ErsH Jat 934) 6as
Enpe1 . 291
Fun (wanscription, DNA-templated 361
oSkt 1507
HsD17810 1076
T 1291
Lant protein N-inked glycosylation via asparagine 5 [
3 demethylat [
PrOX3 ™ T
PRPST i 2 ¥
Psws s T
lGART de novar [ T
Iskp1 b s aim
ars Jaspartyl4RNA aminoscylatin,transiation 200 268
B2k 2 T
lcos1 rocoptor intornatzation seo vz
wosT! sa0 076
lcTPst o 2 BT
pLaDz pid cataboli process, lipid metabolk process: 747 61
RPL21 Jat aw| tear
PeoLce proteoiysis 934 an
|aPMAP. blosynthetic process 2 361
aPx1 374 1291
ReL10 0
l0GoH s
g1 ONAtemplated 7
|AKR1AT L idatio 7
BCATt 2
lcARM1 histone H3-R17 methylat hylati iption, DNA-templated ¥
ooxs 47
ERPas (ycoprotein metabolc process. 5 291
P 40 a3
HNRNPHT “ 281
lakz X 645
= 7 722
Pswp11 7
Pswp12 1
P17 protein phosphorylation 2
RPL1ZA Jat 2
TarBin .
[Trmzs ONAtemplated [ T
ovwLL Imacroautophagy, rans cription, DNAempiated se0 1201
BaG2 protein metaboic process
oPY30 Jption, DNAtemplated 1
Pckz 2
RPL1S Jat X 154
UroD
ErH
HePD
laDSL. de rovar “de novar
RPL1S Jat
Res12
Res20
[TaLDO1
PTGESS
50
DHRS? (oxidation-reduction process
isTomz
Pswos olysis
IaTesL mitochondrial ATP synthesis coupled proton ransport
nTsE
IAKR1CT
PRMTI ylato
lcasL.
Fus ImRNA spicing, via splceosome
PSWE! 1507
Tesann INADP metabolic process, oxidaton-reduction process 1507
RECL 1937
ReL2A 1507
TRovEz ranscription from RNA polymerase I promoter 361
/so01 ae o7
TaRDEP RN spi 560 3
uBas 289 7
|ANXAT jautophagy 7 T
P3H3 374) 7
usaz protein sumoylation 280 2
XwL . 1507
|aBHD10 ellular glucuronidation, gucuronoside catabolic process 861
o a5
|ANP32A {ranscriptin, DNA-templated 1937
DECR1 an
e
loFPT2
LGALs3 [RNA splcing, mRNA processing
Iaca
[Thxs peptdyl-cystoino oxidation
IacP1 eptdyltyrosine dephosphorylation
vexs {wanscription, DNA-templated
uBEz02
HNRNPHZ |gene expression, mRNA spikcing, via spliceosome.
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Table S8. Identification of endogenous proteins (Biological Process: response to

in hADSC; group CDM & DMEM.

stimulus)

Table sa. DuE
UniProuswiss- Biological Process.

Attornate ID response to stimulus

[AcT [response tovirus

v

TuBss |axon guidance, natural Kiler cell mediated cytotoricity

TuBe3

[Tuss

TusBe

vy s

MvH10 |axon guidance, plasma membrane repair

LA i heali

HsPo0AB1 3 .

HsPo0B1 ER ol

HSPo0AAT

8 [coluar oxidant dotoxification,colllarresponse to starvation 7

Eer1a1 w288 37668
HsPas lhlar res. 30350 55064
HsPATA BT
HsPA2 :
[TuBAtE nigmotaxi E i

aQ /small GTPase medated signal transduction 5027
aG [elluar response to insuln stimulus. 4735

YWHAE Iippo signaling,intracelluar signaltransduction B
YwHAH lglucocortcold roceptor signaling pathuay 021 3013
Enot response to virus 25094 21336
e - 3541 st4ad
Tt [platelt aggregation 1 .
i [ 37,
loure polarity i 283
loTeLt [signal ransauction %
Pans 136 236
LoHA X o730 4seds
eer2 6240 8942
|ALDOA Imitctic G2 DNA damage chockpoint 1019 2r0m2
|ANXAz response to thyroid hormone 116 .
pLEC response to nutrient, wound healing [ 284
LoaLst s 180,
it ¥ Hular respo o7 251.
lcoL1a1 76 2261
ISERPINH1 sponse to unfolded protein 2794 5.
lacAPt response Hoizs] 19157
At [colluar rosponso to DNA damage stimulus: 0366 16350
FASN lcoluar rosponso tonterloukin4 1307 5
PRNT polarity g 7
lcALR ion, 0 0:
PoIA3
THBS1 .
lcaPt [signal ransauction 0.
vep 8592 13345
et [Rho proteinsignal transduction,responss to virus. 2887 986
= [striated muscle atrophy asss] o001
|ANXAS i 7 1
SN idan . E 1
= jdan g
Rox 12 u
veL plateiet aggregation 4 1614
HspD1 X 7
lcoLeat [ollular rosponse to amino acid stimulus. [ )
Is100a8 [signal ransduction Aoizs] 1201
lasTer sem3| 12484
Eraa1 7097 sei0
|ARF4 P 738 e02r
IARF1 /small GTPase medated signal transduction asss| 238
|ARF3 Jsmall GTPase medated signal ransduction X T
IaFs /small GTPase medated signal transduction Asss| 1507
lcaPNz [elluiar responsa to amino acid stimuius, responss to hypoxia 7564 8610
LRP1 asso| 12484
Is100a11 [signal ransduction 7938 5596
KeNB1 [Ran proteinsignal transduction
IANXAT innate i
lcoL1a2 ot
wvor [celuar response to heat, plasma membrane repair
lsTaTH
|ANXAS lapoptotic signating pathway
MAP1E
mve [ER8B signating pathway
wvis Jephrin receptorsignaling pathway, platelet aggregation
vLi2A

N
HsPB1 P 3
lcuct Iplatelet aggregation, signal ransduction
opysL2 idr
FLNe jsignal ransauction
PROXS
eeric response o virus
HADHA response to drug, response to nsulin
Hout
ioH1
P05 [celuar response to amino acid stimulus
EprS [celuar response tonterferon-gamma
Psap
cTse
HsPAs response o unfolded protein
lAcTRS
laaRs
[xnpcs. response to endoplasmic reticulum stress.
PoIA 02
PRKDC T
ucHLt response toschemia EX
ALY sast
HsPa Imitochondrial unfolded protein response. 888
AT sponse to 269 o2z
“Exponentilly (empai_help htmi)
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Table 58, Gont 1

UniProtsWISs-

Biological Process

Atternate 1D
RPN2

MmE
RREP1
Tarel
lonB2
onB1
lonBs
PARK?
usem

eer1D
lcoLa1
PRKCSH

[response to drug

celluar
[signal transducton
rosponse to stimulus

[celuar response to glucagon stimulus, signal transduction

response tovirus

MAPK cascade, T

[celuar rosponso to calcium ion

MAPK cascade,

visuallearning

JAK-STAT

lentrainment of circadian clock by photoperiod

|small GTPase mediated signal transduction

MAPK cascads, axon guidanco.

[celuar response to mechanical stimulus

response to lucase.

|Wnt signaling pathway

|behavioraifear response

[signal transducton

response to endoplasmic reticulum stress

2148

response to cytokine
MAPK cascade

innate immuna rosponse, signal transduction

kappaB phosphorylation, collular oxidant detoxifcation

toTNF agonist

response to ethanol
tolike receptor signalig pathway

to growth factor

|semaphorin-plexin signaling pathway
[Frobiast growth factor receptor signaling pathway
insulinreceptor signaling pathway

[caluar rosponse to hormone stimulus, response to hypoxia

[celuar response to hormons stimulus

MAPK cascade,

[celuar response to osmtic stress
lactve inducton of host immune

ponse by virus

[latelet aggrogation
IRE1-medated unfolded protein response
[behavioralfear response.

[signal ransducton

|blood coaguiation

response tostress:
[celuar response tofonzing radiation, sgnal transduction

774

1401
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Table $8. Cont2.

UniProvswiss-

Biological Procoss.

[Signal transduction

MAPK cascade,

response to Inorganic substance.

collpoarity

[celuar response to cytokine stimulus, response to axon injury
fonse response to virus, nnate immune respon

MAPK cascade,

response to drug.

collpoarity

[blood coaguiation

[blood coaguiation

MAPK cascade,
[celuar response to ntereuint
[signal transcuction

collpoarity

MAPK cascade,
[signal transcuction
rosponse to alkaloid

|blood coagulaton,innate immune response

[axon guidance

MAPK cascade,
|small GTPase modited signal transduction

response to unfolded protein

response to exogenous dsRNA

MAPK cascade,
flroblast growth actor receptor signaling pathway

Intrinsic apoptoic signaling pathway by pS3 class medator

Ras protein signal transductin, chemotaxis
response to vius.
Notch signaling pathway, signal ransduction

IRE1-mediated unfolded protein response.

wound healing

response to type interferon
Jaranzyme-meiated apoptotic signaling pathway

necrosi 1207

MAPK cascade, T
response to glucose.

MAPK cascade,

[coluar rosponse to hypoxia
/small GTPase mediated signal transduction
response to wounding

collpoarity

MAPK cascade,

| wound healing, proading of epiderma cells
[Wnt signaling pathway, planar celpolarty patiway
[froblast growth actor receptor signaling pathway

collpoarity

MAPK cascade,

sponse toreactive oxygen spacies, wound healing

MAPK cascade,

collpoarity

innate immune response.

collpoarity

collpoarity

cellpoarity

[celuar response to insull stimulus

collpoarity

rosponse to thanol

|behavioral fear response, response to hypoxia
biood coaglation,innats immune responso.

[celuar response to caicium on
[celuar rasponse to cytokins stimulus
[frablast growth actor receptor signaling pathway

immune rosponss

sponse todrug

MAPK cascade,

cell poarity

MAPK cascade,
ER overioad responso, ubiqutin-dopendont ERAD pathway

|androgen receptor signaling patiway, response to hormane

IsYNCRIP [celuar response to nterferon-gamma
3

MPDHZ [cotuar rosponse to nterieukin
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Table $8. Cont 3

Unprotswss. BilogatProcess amea®
Atemate © cow__owem
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Psuer a v 534 51
Psucs MAPK cascad T 747 :
Ras2n mall GTPase meciated signaitransaucton — -
moes or 374 .
ers sponse o inauin 75T
pepiR12A cotuar response o dug, sigat ranscuction sa| 507
jsuacLt sonat ransduction T am
onev enzyme inked receptor protinsigaling pathway TS0
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loss. 037
e 1507
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- [8M sigraing patway. response tostarvation D o7
sam2 K STAT 7 s
lasen 0 s
lacsis response to nutrient, response toaeganic eyclic compound T o5
apext ) T 215
larrs mallGTPasa maciated signatransduction — —
ooe1 o m
onases spone fohea, response to unfoded protan S5 aer
. aponas foinsun stk immune respore w5 asn
lostit cotutar oxidar dtoxication TS0
vexa SWAD proteinsigna transducton 291
Lwant ood conguiation 1291
Por 5
PoLm 1037
proxa 2T
pouns WAPK cascad T o e
loarT s ore
- Teonrecen F )
Taxieps Rnoprotinsignatranscucton,Wot signting patusy Y
= T e
IaTeoviEs nsuln ecoptor signating ety se] aen
apap1 ood conguiatir o e
lcost — -
wosTi s ore
lcTes1 responsa todrug Tarast
ract

lopxt 0V protects

lcmes

lcarmt

erpss

AnRNPH frobiast rowth factor receptor signaing pathway Z Y
st celarrosponse to transforminggrowth factor beta st 65 asr
et responsa o carboydeas, response o hormone s m
Pouott a T "
psuoiz MAPK cascad, T o1
PTKT. Ppolarity pathway 'd heall

rorsin

TRz N repai

) ot signaing pathway 61
jsswt RE1-mecited ufokded prtoin respanse a
poxa T e
onaA1 a Tar ser
exoct [hosphaticyinosiobmatiated signaing s am
Iapst PRI
Proess signat ransduction s m
ona2 response toheat ZI T
sTom.z - -
wacet Wotsgnatiogpetvesy wound heatng [ T
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Iaxrict o aer
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Table S9. Primer sequences for quantitative real-time PCR.

Table S9. Primer sequences for quantitative real-time PCR.

Gnens

Accession No.

Sequences (5'— 3')

Length (bp)

human ASS1
human ITGAS
human p65
human p50
human cyclin D1
human CD29
human CD34
human CD44
human CD45
human CD90
human Ki67
human PCNA
human PPARy
human FABP4
human C/EBPa

human B-actin

NM_000050.4
NM_002205.4
XM_011545207.2
NM_001165412.1
NM_053056.2
NM_002211.3
NM_001025109.1
NM_000610.3
NM_001267798.1
NM_001311160.1
NM_001145966.1
NM_002592.2
NM_001330615.1
NM_001442.2
NM_001285829.1

NM_001101

Forward: CATCCTTTACCATGCTCATTTAGAC
Reverse: ATTGTAGAGAGACAGTGGGGACTC
Forward: CTGCTACCTCTCCACAGATAACTTC
Reverse: GATCAGGTACTCGGGGTAATAAGAT
Forward: GGAGAAACGTAAAAGGACATATGAG
Reverse: AAMACTCATCATAGTTGATGGTGCTC
Forward: GAGCCAGAGTTTACATCTGATGATT
Reverse: AAGGCATTATTAAGTATCCCCAGAC
Forward: CCCCTTGATTTAAACACACAGATAC
Reverse: AGGTTGAGTACCCTAATTTTCCTTG
Forward: CTGAAGACTATCCCATTGACCTCTA
Reverse: GCTAATGTAAGGCATCACAGTCTTT
Forward: CCTGCTCTCTTGTAATGATATAGCC
Reverse: GAGACTAGAACTGAGCTGTTTGTCC
Forward: ACTAGTGTTCAAGTGCCTCTTGTTT
Reverse: GCCTCTTTTTGGGAATATCTAGAAG
Forward: TTCTTAGGGTAACAGAGGAGGAAAT
Reverse: ACAAATACTTCTGTGTCCAGAAAGG
Forward: CAATCGGAGATCACTATGTCTTTCT
Reverse: ACTGCTTCATATACGTGAGACACAA
Forward: AACACCTACAAAATGACTTCTCTGG
Reverse: TAGTAGTGTTGCCTTCTGACCTCTT
Forward: CAAGTAATGTCGATAAAGAGGAGGA
Reverse: TGGGAGCCAAGTAGTATTTTAAGTG
Forward: AGCATTTCTACTCCACATTACGAAG
Reverse: CATGAGGCTTATTGTAGAGCTGAGT
Forward: AAGTCAAGAGCACCATAACCTTAGA
Reverse: CCACAGAATGTTGTAGAGTTCAATG
Forward: GTTTGTACTGTATGCCTTCAGCATT
Reverse: AGAGTCTCATTTTGGCAAGTATCC
Forward: TGGCACCCAGCACAATGAA
Reverse: CTAAGTCATAGTCCGCCTAGAAGCA

250

229

193

164

235

179

227

227

167

177

204

207

169

217

248

186
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