Supplementary Dataset 1. List of human milk whey proteins

repulsion-hydrophilic interaction chromatography (ERLIC).

using electrostatic
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1 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 1433B_HUMAN 28 kDa 6 52%

2 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 1433E_ HUMAN 29 kDa 20 74%

3 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 1433F_HUMAN 28 kDa 11 46%

4 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 1433G_HUMAN 28 kDa 13 60%

5 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=1 1433S_HUMAN 28 kDa 11 52%

6 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 1433T_HUMAN 28 kDa 7 48%

7 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 1433Z_HUMAN 28 kDa 15 63%
HLA class I histocompatibility antigen, A-3 alpha chain OS=Homo sapiens o

8 GN=HLA-A PE=1 SV=2 1A03_HUMAN 41 kDa 2 24%
HLA class I histocompatibility antigen, A-23 alpha chain OS=Homo sapiens 1A23 HUMAN o

i GN=HLA-A PE=1 SV=1 (+1) 41kDa 2 20%
HLA class I histocompatibility antigen, A-69 alpha chain OS=Homo sapiens o

10 GN=HLA-A PE=1 SV=2 1A69_HUMAN 41 kDa 5 20%
HLA class I histocompatibility antigen, B-35 alpha chain OS=Homo sapiens 1B35_HUMAN o

1 GN=HLA-B PE=1 SV=1 (+1) 40kDa 4 24%
HLA class I histocompatibility antigen, B-49 alpha chain OS=Homo sapiens 1B49_HUMAN o

12 GN=HLA-B PE=2 SV=2 (+1) 41'kDa 2 19%
HLA class I histocompatibility antigen, Cw-7 alpha chain OS=Homo sapiens o

13 | GNoHLAC PE=1 SVo3 1C07_HUMAN 41 kDa 5 26%
Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha o

14 isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 2AAA_HUMAN 65 kDa 17 34%
HLA class II histocompatibility antigen, DRB1-13 beta chain OS=Homo o

15 sapiens GN=HLA-DRBI PE=1 SV=1 2B1D_HUMAN 30 kDa 2 9.40%
3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens o

16 GN=HIBADH PE=1 SV=2 3HIDH_HUMAN 35 kDa 4 20%

17 ésil\7/2: gell—surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 4F2 HUMAN 68 kDa 1 20%

18 Cytosolic purine 5'-nucleotidase OS=Homo sapiens GN=NT5C2 PE=1 SV=1 SNTC_HUMAN 65 kDa 2 5.50%
6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens o

19 GN=PGD PE=1 SV=3 6PGD_HUMAN 53 kDa 20 53%

20 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 6PGL_HUMAN 28 kDa 6 29%

21 Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORMI1 PE=1 SV=1 A1AG1_HUMAN 24 kDa 8 41%

22 Alpha-1-acid glycoprotein 2 OS=Homo sapiens GN=ORM2 PE=1 SV=2 A1AG2_HUMAN 24 kDa 6 40%

23 Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=3 A1AT_HUMAN 47 kDa 29 64%

24 Alpha-1B-glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=4 A1BG_HUMAN 54 kDa 14 42%

25 Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3 A2AP HUMAN 55 kDa 15 41%

26 Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=2 A2GL_HUMAN 38 kDa 14 54%

27 Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 A2MG_HUMAN 163 kDa 52 48%

28 Amyloid beta A4 protein OS=Homo sapiens GN=APP PE=1 SV=3 A4 HUMAN 87 kDa 21 24%

29 Is\l\e/it;al amino acid transporter B(0) OS=Homo sapiens GN=SLCI1AS5 PE=1 AAAT HUMAN 57 kDa 4 8.30%

30 Acetoacetyl-CoA synthetase OS=Homo sapiens GN=AACS PE=1 SV=1 AACS_HUMAN 75 kDa 3 4.80%

31 Alpha-1-antichymotrypsin OS=Homo sapiens GN=SERPINA3 PE=1 SV=2 AACT_HUMAN 48 kDa 26 62%
5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens o

32 | SNSPRKAGI PEoT SV-1 AAKGI_HUMAN | 38 kDa 3 13%

33 g“s]p:a;‘tate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 AATC_HUMAN 46 kDa D 40%

34 ?]:jrfibslr\l?:lgg cassette sub-family B member 5 OS=Homo sapiens GN=ABCBS5 ABCB5_HUMAN 90 kDa 5 2.10%

35 ?]::rribs":/d:l?g cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 ABCEl_HUMAN 67 kDa 3 5.70%

36 FA)]"El"i’l—bSn;/d:lr?:g cassette sub-family G member 2 OS=Homo sapiens GN=ABCG2 ABCG2 HUMAN 72 kDa 3 16%
Abhydrolase domain-containing protein 14B OS=Homo sapiens o

37 | GNOABHDI4B PE1 SV—1 ABHEB_HUMAN | 22kDa 7 41%

38 Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=3 ACACB_HUMAN 277 kDa 10 4.70%
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39 Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=2 ACBP_HUMAN 10 kDa 5 61%
40 Angiotensin-converting enzyme OS=Homo sapiens GN=ACE PE=1 SV=1 ACE_HUMAN 150 kDa 15 14%
41 Angiotensin-converting enzyme 2 OS=Homo sapiens GN=ACE2 PE=1 SV=2 ACE2 HUMAN 92 kDa 13 20%
42 ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 ACLY_HUMAN 121 kDa 43 46%
53 /S%\c/};licoenzyme A thioesterase 11 OS=Homo sapiens GN=ACOT11 PE=1 ACO11_HUMAN 68 kDa 5 3.80%
44 Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 ACOC_HUMAN 98 kDa 29 44%
45 Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=1 SV=1 ACOT1_HUMAN 46 kDa 4 10%
46 Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=4 ACPH_HUMAN 81 kDa 11 18%
47 1/)\]gitlylg;)frllzyme A synthetase, cytoplasmic OS=Homo sapiens GN=ACSS2 ACSA_HUMAN 79 kDa 10 19%
43 Igslrlzgl—chaln—fatty—a01d——COA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 ACSLI_HUMAN 78 kDa 4 730%
49 Iéglnzgé-cham-fatty-ac1d--COA ligase 3 OS=Homo sapiens GN=ACSL3 PE=1 ACSL3_HUMAN 30 kDa 4 750%
50 Iéglnzgz-cham-fatty-ac1d--COA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 ACSL4 HUMAN 79 kDa 3 930%
51 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 ACTB_HUMAN 42 kDa 22 63%
52 Beta-actin-like protein 2 OS=Homo sapiens GN=ACTBL2 PE=1 SV=2 ACTBL _HUMAN 42 kDa 3 18%
53 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1 é_(i')FC_HUMAN 42 kDa 2 31%
54 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTGI PE=1 SV=1 ACTG_HUMAN 42 kDa 2 63%
55 Alpha-actinin-1 OS=Homo sapiens GN=ACTNI1 PE=1 SV=2 ACTNI_HUMAN 103 kDa 21 48%
56 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 ACTN4_HUMAN 105 kDa 40 50%
57 Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 ACTZ _HUMAN 43 kDa 2 5.90%
58 Aminoacylase-1 OS=Homo sapiens GN=ACY | PE=1 SV=1 ACY1_HUMAN 46 kDa 2 4.90%
Disintegrin and metalloproteinase domain-containing protein 10 OS=Homo o
59 sapiens GN=ADAM 10 PE=1 SV=1 ADA10_HUMAN 84 kDa 6 12%
Disintegrin and metalloproteinase domain-containing protein 15 OS=Homo o
60 sapiens GN=ADAM15 PE=1 SV—4 ADA15_HUMAN 93 kDa 4 7.00%
Disintegrin and metalloproteinase domain-containing protein 9 OS=Homo o
61 | Copiens GNCADAMO PE1 SV~1 ADAMY_HUMAN | 91 kDa 2 3.50%
62 ADAM DEC1 OS=Homo sapiens GN=ADAMDEC]1 PE=1 SV=2 ADEC1_HUMAN 53 kDa 3 7.40%
63 Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADHS PE=1 SV=4 ADHX HUMAN 40 kDa 7 20%
64 Afadin OS=Homo sapiens GN=MLLT4 PE=1 SV=3 AFAD HUMAN 207 kDa 2 0.82%
65 Afamin OS=Homo sapiens GN=AFM PE=1 SV=1 AFAM_HUMAN 69 kDa 13 22%
66 Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 | AGM1_HUMAN 60 kDa 8 13%
67 /S\\r}t:e{lor gradient protein 2 homolog OS=Homo sapiens GN=AGR2 PE=1 AGR2_HUMAN 20 kDa 5 13%
68 Agrin OS=Homo sapiens GN=AGRN PE=1 SV=4 AGRIN_HUMAN 215 kDa 3 1.80%
Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens o
69 GN=AHSAI PE=1 SV=1 AHSA1 _HUMAN 38 kDa 3 12%
70 g“l}i%raft inflammatory factor 1-like OS=Homo sapiens GN=AIF1L PE=1 AIFIL_HUMAN 17 kDa 7 43%
Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 o
7 OS=Homo sapiens GN=AIMP1 PE=1 SV=2 AIMPI_HUMAN 34 kDa 4 18%
Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 o
72 OS=Homo sapiens GN=AIMP2 PE=1 SV=2 AIMP2_HUMAN 35 kDa 2 3-30%
73 ISA\I/CS?OI dehydrogenase [NADP+] OS=Homo sapiens GN=AKR1A1 PE=1 AKIA1 HUMAN 37 kDa 9 79%
74 Q]lad:ol-kse\t/o: rleductase family 1 member C1 OS=Homo sapiens GN=AKR1Cl1 AKIC1_HUMAN 37 kDa 3 379,
75 Alcio-ket(i reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 AKIC3 HUMAN 37 kDa 11 42%
PE=1 SV=4 -
76 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2 AL1A1_HUMAN 55 kDa 24 49%
77 Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens ALIA3_HUMAN 56 kDa 20 41%

GN=ALDHI1A3 PE=1 SV=2
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78 é%\(]iilgil]e) gi}gldr[?]ggfllag% Eizmily 1 member L1 OS=Homo sapiens ALILI_HUMAN 99 kDa 44 550
79 égEaA—irglg;)aAdllp;% ielmslit/k:ighyde dehydrogenase OS=Homo sapiens AL7AI_HUMAN 58 kDa 17 399
30 ggi?ﬁgg&?ﬁlgfgegde dehydrogenase OS=Homo sapiens AL9AI HUMAN 54 kDa 21 519
81 Alanine aminotransferase 1 OS=Homo sapiens GN=GPT PE=1 SV=3 ALAT1 HUMAN 55 kDa 11 31%
82 Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 ALBU_HUMAN 69 kDa 66 84%
33 lszi;l:tzose—bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 ALDOA HUMAN | 39kDa 31 80%
34 1;$:tzose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 ALDOC_HUMAN 39 kDa 13 519
86 Protein AMBP OS=Homo sapiens GN=AMBP PE=1 SV=1 AMBP_HUMAN 39 kDa 11 41%
87 gelfl):}()lzll-vgllgcgzi :;ls}iaz-amidating monooxygenase OS=Homo sapiens AMD_HUMAN 108 kDa 4 4.20%
88 Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 AMPB_HUMAN 73 kDa 19 33%
89 Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 AMPL_HUMAN 56 kDa 31 72%
90 Aminopeptidase N OS=Homo sapiens GN=ANPEP PE=1 SV=4 AMPN_HUMAN 110 kDa 5 5.90%
9] ég)gi—éi)rgeg:lr(;géo:blulslg ielceptor—associated protein OS=Homo sapiens AMRP_HUMAN 41 kDa 5 12%
92 Alpha-amylase 1 OS=Homo sapiens GN=AMY 1A PE=1 SV=2 AMY1_HUMAN 58 kDa 29 74%
93 Alpha-N-acetylglucosaminidase OS=Homo sapiens GN=NAGLU PE=1 SV=2 | ANAG _HUMAN 82 kDa 17 34%
94 Angiogenin OS=Homo sapiens GN=ANG PE=1 SV=1 ANGI HUMAN 17 kDa 3 27%
95 Angiopoietin-related protein 4 OS=Homo sapiens GN=ANGPTL4 PE=1 SV=2 | ANGL4 HUMAN 45 kDa 11 39%
96 Angiotensinogen OS=Homo sapiens GN=AGT PE=1 SV=1 ANGT_HUMAN 53 kDa 10 28%
97 Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 ANT3_HUMAN 53 kDa 21 44%
98 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 ANXA2_HUMAN 39 kDa 8 28%
99 Annexin A5 OS=Homo sapiens GN=ANXAS5 PE=1 SV=2 ANXA5 HUMAN 36 kDa 7 23%
100 Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 ANXA6_HUMAN 76 kDa 3 5.90%
101 AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 AP1B1_HUMAN 105 kDa 7 9.20%
102 AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 AP1G1_HUMAN 91 kDa 3 3.80%
103 AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 AP2A1_HUMAN 108 kDa 2 2.00%
104 Amyloid-like protein 2 OS=Homo sapiens GN=APLP2 PE=1 SV=2 APLP2_HUMAN 87 kDa 3 5.90%
105 Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=I APOA1_HUMAN 31 kDa 30 78%
106 Apolipoprotein A-II OS=Homo sapiens GN=APOA2 PE=1 SV=1 APOA2_HUMAN 11 kDa 7 69%
107 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=3 APOA4_HUMAN 45 kDa 28 63%
108 Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 APOB_HUMAN 516 kDa 103 27%
109 Apolipoprotein B receptor OS=Homo sapiens GN=APOBR PE=1 SV=1 APOBR_HUMAN 115 kDa 8 8.50%
110 Apolipoprotein C-III OS=Homo sapiens GN=APOC3 PE=1 SV=1 APOC3_HUMAN 11 kDa 2 27%
111 Apolipoprotein D OS=Homo sapiens GN=APOD PE=1 SV=1 APOD_HUMAN 21 kDa 8 38%
112 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=I APOE_HUMAN 36 kDa 24 71%
113 Apolipoprotein F OS=Homo sapiens GN=APOF PE=1 SV=2 APOF_HUMAN 35 kDa 2 8.30%
114 Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=3 APOH_HUMAN 38 kDa 12 46%
115 Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=2 APOM_HUMAN 21 kDa 2 8.50%
116 Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 | APT HUMAN 20 kDa 12 86%
17 (A};:\;rp-‘rgls(t;eldBpggii? ée :csomp]ex subunit 1B OS=Homo sapiens ARCIB_HUMAN 41 kDa 10 38%
118 ADP-ribosylation factor I OS=Homo sapiens GN=ARF1 PE=1 SV=2 ARF1_HUMAN 21 kDa 11 69%
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119 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 ARF4 HUMAN 21 kDa 2 42%
120 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=2 ARF6_HUMAN 20 kDa 2 15%
121 iﬁzgg?/zlrlbose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 ARHL2_HUMAN 39 kDa 5 550%
122 ?Sjtlogglgl aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 ARK72_ HUMAN 40 kDa 9 28%
123 /SX\If)Ez—rlbosylatlon factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 ARL3 HUMAN 20 kDa 3 17%
124 Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=4 ARLY_HUMAN 52 kDa 13 30%
125 Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 ARP2 HUMAN 45 kDa 6 16%
126 Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 ARP3_HUMAN 47 kDa 13 36%
Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens o
127 GN=ARPCSL PE=1 SV=1 ARP5L_HUMAN 17 kDa 3 29%
128 ?];t:lrll-ge\l/ajd protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 ARPC2_HUMAN 34 kDa 6 20%
129 1/)\];:t:nll—geillaztgd protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 ARPC3 HUMAN 21 kDa 3 17%
130 Act_ln—rela_ted protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 ARPC4 HUMAN 20 kDa 6 46%
PE=1 SV=3 -
131 Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=2 ARRB1_HUMAN 47 kDa 5 15%
132 | Arylsulfatase A OS=Homo sapiens GN=ARSA PE=1 SV=3 ARSA_HUMAN 54 kDa 10 25%
133 Acid ceramidase OS=Homo sapiens GN=ASAH1 PE=1 SV=5 ASAH! _HUMAN 45 kDa 4 12%
Apoptosis-associated speck-like protein containing a CARD OS=Homo sapiens o
134 GN=PYCARD PE=1 SV=2 ASC_HUMAN 22 kDa 4 24%
135 L-asparaginase OS=Homo sapiens GN=ASRGL1 PE=1 SV=2 ASGL1_HUMAN 32 kDa 2 9.10%
136 g%lzzgomyelm phosphodiesterase OS=Homo sapiens GN=SMPD1 PE=1 ASM_HUMAN 70 kDa 5 330%
Acid sphingomyelinase-like phosphodiesterase 3a OS=Homo sapiens o
137 GN=SMPDL3A PE=1 SV=2 ASM3A_HUMAN 51 kDa 3 7.30%
Acid sphingomyelinase-like phosphodiesterase 3b OS=Homo sapiens o
138 GN=SMPDL3B PE=2 SV=2 ASM3B_HUMAN 51 kDa 7 26%
N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase OS=Homo sapiens o
139 GN=AGA PE=1 SV=2 ASPG_HUMAN 37 kDa 2 5.20%
140 ?E):b;bsl\e/ ie;tlon-transportmg ATPase 13A4 OS=Homo sapiens GN=ATP13A4 AT134 HUMAN 134 kDa 3 430%
Ubiquitin-like modifier-activating enzyme ATG7 OS=Homo sapiens o
141 GN=ATG7 PE=1 SV=1 ATG7_HUMAN 78 kDa 3 5.00%
142 Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=1 | ATOX1_HUMAN 7 kDa 3 38%
143 Attractin OS=Homo sapiens GN=ATRN PE=1 SV=2 ATRN_HUMAN 159 kDa 11 9.40%
144 Beta-2-microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 B2MG_HUMAN 14 kDa 6 47%
UDP-GIcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 3 OS=Homo o
145 sapiens GN=B3GNT3 PE=1 SV=2 B3GN3_HUMAN 43 kDa 2 7.30%
UDP-GIcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 7 OS=Homo o
146 sapiens GN=B3GNT7 PE=2 SV=1 B3GN7_HUMAN 46 kDa 4 9.70%
UDP-GIcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 9 OS=Homo o
147 | Caniens GN-B3GNT9 PE-2 SV—1 B3GN9_HUMAN | 44 kDa 2 5.70%
148 lS3‘e]t:a-51 ,4-galactosyltransferase 1 OS=Homo sapiens GN=B4GALT1 PE=1 B4GT1 _HUMAN 44 kDa 13 3%
149 B7 homolog 6 OS=Homo sapiens GN=B7H6 PE=1 SV=1 B7H6 HUMAN 51 kDa 6 19%
Brain-specific angiogenesis inhibitor 1-associated protein 2 OS=Homo sapiens o
150 GN=BAIAP? PE=1 SV=1 BAIP2_HUMAN 61 kDa 4 8.20%
151 Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 BASI HUMAN 42 kDa 4 15%
152 é—\];z(ziroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 BDH2_HUMAN 27 kDa 5 25%
153 Beta-galactosidase OS=Homo sapiens GN=GLB1 PE=1 SV=2 BGAL _HUMAN 76 kDa 13 23%
Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens o
154 GN=TGFBI PE=1 SV=1 BGH3_HUMAN 75 kDa 2 3.40%
Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo o
155 sapiens GN=ARFGEF2 PE=1 SV=3 BIG2_HUMAN 202 kDa 2 1.60%
156 Myc box-dependent-interacting protein I OS=Homo sapiens GN=BIN1 PE=1 BINI_HUMAN 65 kDa 5 1%

SV=1
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157 Flavin reductase OS=Homo sapiens GN=BLVRB PE=1 SV=3 BLVRB_HUMAN 22 kDa 4 26%
158 Bone morphogenetic protein 1 OS=Homo sapiens GN=BMP1 PE=1 SV=2 BMP1_HUMAN 111 kDa 3 3.00%
159 é’\(/Zz')l,S'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 BPNTI_HUMAN 33 kDa 1 359,
160 ]s\l}gll domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 BROX_HUMAN 46 kDa 4 15%
161 Brain-specific serine protease 4 OS=Homo sapiens GN=PRSS22 PE=1 SV=1 BSSP4 HUMAN 34 kDa 5 19%
162 ];\L;tifgophilin subfamily 1 member A1 OS=Homo sapiens GN=BTN1A1 PE=1 BTIAl HUMAN 59 kDa 30 47%
163 g{?ilicription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=1 BT3L4 HUMAN 17 kDa 2 12%
164 Biotinidase OS=Homo sapiens GN=BTD PE=1 SV=2 BTD_HUMAN 61 kDa 10 22%
165 g?\]ri%lfg%l\; FC1 1 g ];L;T(ér\;lze;rosis factor-related protein 1 OS=Homo sapiens C1QTI_HUMAN 32 kDa 3 10%
166 Complement Clr subcomponent OS=Homo sapiens GN=C1R PE=1 SV=2 CIR_HUMAN 80 kDa 6 12%
167 gEogllplse\r/n:;t Clr subcomponent-like protein OS=Homo sapiens GN=C1RL CIRL HUMAN 53 kDa 10 24%
168 Complement Cls subcomponent OS=Homo sapiens GN=C1S PE=1 SV=1 C1S_HUMAN 77 kDa 5 8.40%
169 g]—alz-;e;r{a/i};drofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFDI1 CITC_HUMAN 102 kDa 14 15%
170 C4b-binding protein alpha chain OS=Homo sapiens GN=C4BPA PE=1 SV=2 C4BPA_HUMAN 67 kDa 12 23%
171 ggiagzgﬁ)zg(g?tp?icliusr% il;annel subunit alpha-2/delta-1 OS=Homo sapiens CA2DI_HUMAN 125 kDa 5 6.60%
172 Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 CAB39 HUMAN 40 kDa 9 25%
173 45 kDa calcium-binding protein OS=Homo sapiens GN=SDF4 PE=1 SV=1 CAB45_HUMAN 42 kDa 19 56%
174 Cadherin-1 OS=Homo sapiens GN=CDH1 PE=1 SV=3 CADHI_HUMAN 97 kDa 6 7.30%
175 Carbonic anhydrase 2 OS=Homo sapiens GN=CA2 PE=1 SV=2 CAH2_HUMAN 29 kDa 6 27%
176 Carbonic anhydrase 6 OS=Homo sapiens GN=CA6 PE=1 SV=3 CAH6_HUMAN 35 kDa 12 42%
177 Calretinin OS=Homo sapiens GN=CALB2 PE=1 SV=2 CALB2_HUMAN 32 kDa 14 53%
178 Calmodulin-like protein 5 OS=Homo sapiens GN=CALMLS5 PE=1 SV=2 CALL5_HUMAN 16 kDa 13 78%
179 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 CALM_HUMAN 17 kDa 8 56%
180 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 CALR_HUMAN 48 kDa 8 28%
181 Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 CALU_HUMAN 37 kDa 7 20%
182 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 CALX_HUMAN 68 kDa 2 4.60%
183 Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 CAN1_HUMAN 82 kDa 9 15%
184 Calcineurin subunit B type 1 OS=Homo sapiens GN=PPP3R1 PE=1 SV=2 CANB1_HUMAN 19 kDa 3 16%
185 gﬁlgrcl-zislc]))c]iaggizljl:é]\)/]zg-dissociated protein 1 OS=Homo sapiens CANDI_HUMAN 136 kDa 2 21%
136 g;llli)lg éillcium-activated nucleotidase 1 OS=Homo sapiens GN=CANT]1 CANTI_HUMAN 45 kDa 3 27%
187 gsir;ylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 CAP1_HUMAN 52 kDa 14 359
188 Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 CAPG_HUMAN 38 kDa 14 56%
189 Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 CAPR1_HUMAN 78 kDa 4 5.20%
190 ]S:;z]iit‘in—capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 CAPZB_HUMAN 31 kDa 10 48%
191 Alpha-S1-casein OS=Homo sapiens GN=CSN1S1 PE=1 SV=1 CASA1_HUMAN 22 kDa 16 56%
192 Beta-casein OS=Homo sapiens GN=CSN2 PE=1 SV=4 CASB_HUMAN 25 kDa 12 90%
193 Protein CASC4 OS=Homo sapiens GN=CASC4 PE=2 SV=1 CASC4_HUMAN 49 kDa 2 4.40%
194 Kappa-casein OS=Homo sapiens GN=CSN3 PE=1 SV=3 CASK_HUMAN 20 kDa 10 68%
195 Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 CASP3_HUMAN 32 kDa 4 18%
196 Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 CATA_HUMAN 60 kDa 11 25%
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197 Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3 CATB_HUMAN 38 kDa 8 28%
198 Dipeptidyl peptidase 1 OS=Homo sapiens GN=CTSC PE=1 SV=2 CATC_HUMAN 52 kDa 12 31%
199 Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 CATD_HUMAN 45 kDa 16 44%
200 Pro-cathepsin H OS=Homo sapiens GN=CTSH PE=1 SV=4 CATH_HUMAN 37 kDa 4 11%
201 Cathepsin S OS=Homo sapiens GN=CTSS PE=1 SV=3 CATS_HUMAN 37 kDa 12 43%
202 Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 CATZ HUMAN 34 kDa 5 18%
203 llzgiitlins—\c;izp?’ping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 CAZAI HUMAN 33 kDa 9 44%
204 lligiitln;-\c/a:p?’pmg protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 CAZA2 HUMAN 33 kDa 5 36%
205 Calcium-binding protein 39-like OS=Homo sapiens GN=CAB39L PE=1 SV=3 | CB39L HUMAN 39 kDa 4 15%
206 g\o/r:tilcosteroid—binding globulin OS=Homo sapiens GN=SERPINA6 PE=1 CBG HUMAN 45 kDa ] 28%
207 Carboxypeptidase B2 OS=Homo sapiens GN=CPB2 PE=1 SV=2 CBPB2_HUMAN 48 kDa 5 14%
208 Carboxypeptidase Z OS=Homo sapiens GN=CPZ PE=1 SV=2 CBPZ HUMAN 74 kDa 4 8.10%
209 Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 CBR1_HUMAN 30 kDa 13 56%
210 Cystathionine beta-synthase OS=Homo sapiens GN=CBS PE=1 SV=2 CBS_HUMAN 61 kDa 2 3.80%
11 lgdsilgcyte differentiation antigen CD14 OS=Homo sapiens GN=CD14 PE=1 CD14 HUMAN 40 kDa 1 69%
212 CD2-associated protein OS=Homo sapiens GN=CD2AP PE=1 SV=1 CD2AP_HUMAN 71 kDa 2 3.10%
213 Platelet glycoprotein 4 OS=Homo sapiens GN=CD36 PE=1 SV=2 CD36_HUMAN 53 kDa 12 29%
214 Leukocyte surface antigen CD47 OS=Homo sapiens GN=CD47 PE=1 SV=1 CD47_HUMAN 35 kDa 3 8.70%
215 CD59 glycoprotein OS=Homo sapiens GN=CDS59 PE=1 SV=1 CD59 HUMAN 14 kDa 5 27%
216 | CDS antigen-like OS=Homo sapiens GN=CD5L PE=1 SV=1 CDSL_HUMAN 38 kDa 3 8.90%
217 CDS8]1 antigen OS=Homo sapiens GN=CD81 PE=1 SV=1 CD81_HUMAN 26 kDa 4 28%
218 CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 CD9_HUMAN 25 kDa 4 18%
219 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 CDC37_HUMAN 44 kDa 7 20%
220 SEI:I 1(118\/\1/5120; control protein 42 homolog OS=Homo sapiens GN=CDC42 CDC42_ HUMAN 21 kDa 6 44%
221 Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=1 CDV3_HUMAN 27 kDa 4 34%
222 Bile salt-activated lipase OS=Homo sapiens GN=CEL PE=1 SV=3 CEL_HUMAN 79 kDa 37 56%
223 Ceruloplasmin OS=Homo sapiens GN=CP PE=1 SV=1 CERU_HUMAN 122 kDa 38 44%
224 Uncharacterized protein C6orfl5 OS=Homo sapiens GN=C6orfl5 PE=2 SV=3 | CF015_HUMAN 34 kDa 6 40%
225 (SZ{)/s:tzlirs family protein C6orfl15 OS=Homo sapiens GN=C6orf115 PE=1 CF115_HUMAN 9 kDa 4 47%
226 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=1 CF211_HUMAN 51 kDa 5 12%
227 Complement factor B OS=Homo sapiens GN=CFB PE=1 SV=2 CFAB_HUMAN 86 kDa 29 42%
228 Complement factor H OS=Homo sapiens GN=CFH PE=1 SV=4 CFAH_HUMAN 139 kDa 25 27%
229 Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=2 CFAI HUMAN 66 kDa 15 33%
230 | Cystathionine gamma-lyase OS=Homo sapiens GN=CTH PE=1 SV=3 CGL_HUMAN 45 kDa 4 15%
231 g;l]lzg(g:rg\;/tg Fr;zé;uéitgrsv\v/iil; EF hand domain protein 1 OS=Homo sapiens CGRE1_HUMAN 32 kDa 4 16%
230 11)% l:dl)eé ilfe:zg shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 CHI0 HUMAN 11 kDa 3 31%
233 Chitinase-3-like protein 1 OS=Homo sapiens GN=CHI3L1 PE=1 SV=2 CH3L1_HUMAN 43 kDa 14 44%
234 Chitinase-3-like protein 2 OS=Homo sapiens GN=CHI3L2 PE=1 SV=1 CH3L2_HUMAN 44 kDa 6 22%
235 16)% l:dl)eé ilfe:zg shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 CH60 HUMAN 61 kDa 3 6.80%
236 g{}ij{mse domain-containing protein 1 OS=Homo sapiens GN=CHID1 PE=1 CHIDI HUMAN 45 kDa 4 13%
237 Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B CHM4B _HUMAN | 25kDa 6 29%

PE=1 SV=1
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238 g\l}a:r3ged multivesicular body protein 3 OS=Homo sapiens GN=VPS24 PE=1 CHMP3_HUMAN 25 kDa 5 9.00%
239 1S];;lzciusrri}r:ezgulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 CHSP1_HUMAN 16 kDa 4 31%
240 g\a/l:zum and integrin-binding protein 1 OS=Homo sapiens GN=CIB1 PE=1 CIBI_HUMAN 29 kDa 6 359,
241 Cell death activator CIDE-A OS=Homo sapiens GN=CIDEA PE=1 SV=1 CIDEA_HUMAN 25 kDa 2 10%
242 g\o/ljiinducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 CIRBP_HUMAN 19 kDa 5 20%
243 Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=1 CK054_HUMAN 35kDa 2 9.20%
244 (C}E]E(S; Belgl;i:rpr% sPué):rlli;-\a,s;;)ciated protein 2 OS=Homo sapiens CK5P2. HUMAN 215 kDa 2 0.85%
245 gé’f?égéfl :tiansmembrane protein C120rf23 OS=Homo sapiens GN=C12o0rf23 CL023 HUMAN 12 kDa 3 359,
246 Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 CLH1 _HUMAN 192 kDa 3 2.50%
247 (S:{I/Efde intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 CLICI HUMAN 27 kDa 13 74%
248 (S:\h/lir;ide intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 CLIC4 HUMAN 29 kDa 3 15%
249 g\e/r;);d—lipofuscinosis neuronal protein 5 OS=Homo sapiens GN=CLN5 PE=1 CLNS_HUMAN 41 kDa 5 13%
250 | Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 CLUS_HUMAN 52 kDa 24 45%
251 (Sj\a/rla;)xymethylenebutenolidase homolog OS=Homo sapiens GN=CMBL PE=1 CMBL_HUMAN 28 kDa 3 10%
252 UPF0568 protein C140rf166 OS=Homo sapiens GN=C140rf166 PE=1 SV=1 CN166_ HUMAN 28 kDa 2 12%
253 é‘,\i—;yclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 CN37_HUMAN 48 kDa 3 6.20%
254 (Sj\e]liullar nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 CNBP_HUMAN 19 kDa 4 29%
255 g\y/ti)golic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 CNDP2_HUMAN 53 kDa 28 66%
256 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 CNN2_HUMAN 34 kDa 3 11%
257 Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 CNPY2_HUMAN 21 kDa 3 19%
258 UPF0552 protein C150rf38 OS=Homo sapiens GN=C150rf38 PE=1 SV=1 C0038_HUMAN 25 kDa 2 9.30%
259 Complement C2 OS=Homo sapiens GN=C2 PE=1 SV=2 CO2_HUMAN 83 kDa 12 19%
260 | Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 CO3_HUMAN 187 kDa 116 78%
261 Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=1 CO4A_HUMAN 193 kDa 85 59%
262 Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=1 CO4B_HUMAN 193 kDa 2 59%
263 Complement C5 OS=Homo sapiens GN=C5 PE=1 SV=4 CO5_HUMAN 188 kDa 14 10%
264 | Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3 CO6_HUMAN 105 kDa 9 11%
265 Complement component C7 OS=Homo sapiens GN=C7 PE=1 SV=2 CO7_HUMAN 94 kDa 25 41%
266 g{)/rilglement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 CO8A_HUMAN 65 kDa 6 12%
267 (Sjsfrllglement component C8 beta chain OS=Homo sapiens GN=C8B PE=1 COSB_HUMAN 67 kDa 6 13%
268 g‘(;ril?},)lement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 CO8G_HUMAN 22 kDa 3 16%
269 Complement component C9 OS=Homo sapiens GN=C9 PE=1 SV=2 C0O9_HUMAN 63 kDa 21 38%
270 ]:\i/ﬁ:n;ctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 COASY HUMAN 62 kDa 5 12%
271 Cochlin OS=Homo sapiens GN=COCH PE=1 SV=1 COCH_HUMAN 59 kDa 10 19%
272 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 COF1_HUMAN 19 kDa 12 69%
273 Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=2 COMT_HUMAN 30 kDa 9 39%
274 Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 COPA_HUMAN 138 kDa 4 2.70%
275 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 COPB_HUMAN 107 kDa 2 2.30%
276 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 COPB2_HUMAN 102 kDa 2 2.30%




Proteomes 2013, 1 S8
. . Molecular Numl?er Percent
# Proteins Uniprot ID Weight of uqnque of
peptides coverage

277 Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 COPD_HUMAN 57 kDa 7 15%
278 Coatomer subunit gamma OS=Homo sapiens GN=COPG PE=1 SV=1 COPG_HUMAN 98 kDa 3 4.50%
279 Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=4 CORIA_HUMAN 51 kDa 2 6.70%
280 | Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 COR1B_HUMAN 54 kDa 8 24%
281 Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 COTL1_HUMAN 16 kDa 3 25%
282 UPF0764 protein C160rf89 OS=Homo sapiens GN=C160rf89 PE=2 SV=2 CP089_HUMAN 45 kDa 5 16%
283 Carboxypeptidase N subunit 2 OS=Homo sapiens GN=CPN2 PE=1 SV=3 CPN2_HUMAN 61 kDa 2 4.60%
284 Calpain small subunit 1 OS=Homo sapiens GN=CAPNSI PE=1 SV=1 CPNS1_HUMAN 28 kDa 3 14%
285 Protein C170rf37 OS=Homo sapiens GN=C170rf37 PE=1 SV=1 CQ037_HUMAN 12 kDa 2 16%
286 Chordin-like protein 2 OS=Homo sapiens GN=CHRDL2 PE=1 SV=1 CRDL2_HUMAN 47 kDa 21 60%
287 g\};s:t?ine—rich motor neuron 1 protein OS=Homo sapiens GN=CRIM1 PE=1 CRIMI_HUMAN 114 kDa 3 12%
288 Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=1 CRKL_HUMAN 34 kDa 2 6.90%
289 C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=1 CRP_HUMAN 25 kDa 2 9.80%
290 Lambda-crystallin homolog OS=Homo sapiens GN=CRYL1 PE=1 SV=3 CRYL1_HUMAN 35 kDa 7 21%
291 UPF0556 protein C190rf10 OS=Homo sapiens GN=C190rf10 PE=1 SV=1 CS010_HUMAN 19 kDa 3 21%
292 gEol:d1 s;;)/(fzdomain-containing protein E1 OS=Homo sapiens GN=CSDE1 CSDEI_HUMAN 89 kDa 3 2.60%
203 gd\?irzophage colony-stimulating factor 1 OS=Homo sapiens GN=CSF1 PE=1 CSFI_HUMAN 60 kDa 7 16%
204 82;11:1?;?;11;1{1(;;%}?5% g(;l;)}r{;;s[t)ign;alaéi\r;i 1factor receptor subunit alpha CSF2R_HUMAN 46 kDa 2 6.20%
295 (SI\(])i’z signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 CSN1_HUMAN 56 kDa 5 430%
206 (838219 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 CSN2_HUMAN 52 kDa 3 770%
297 g\(])i’? signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 CSN3_HUMAN 48 kDa 2 5.40%
298 (838219 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 CSN4 HUMAN 46 kDa 4 15%
299 (s:\?i? signalosome complex subunit 5 OS=Homo sapiens GN=COPSS5 PE=1 CSN5_HUMAN 38 kDa 3 9.90%
300 g\};s:tzine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 CSRPI_HUMAN 21 kDa 4 339
301 Calsyntenin-1 OS=Homo sapiens GN=CLSTN1 PE=1 SV=1 CSTN1_HUMAN 110 kDa 4 5.30%
302 Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 CUL4A_HUMAN 88 kDa 2 2.50%
303 Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=2 CUTA_HUMAN 19 kDa 3 31%
304 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=1 CX026_ HUMAN 26 kDa 2 9.00%
305 C-X-C motif chemokine 2 OS=Homo sapiens GN=CXCL2 PE=1 SV=1 CXCL2_HUMAN 11 kDa 5 47%
306 Cytochrome b5 OS=Homo sapiens GN=CYBS5A PE=1 SV=2 CYB5_HUMAN 15 kDa 4 34%
307 Cytochrome b reductase 1 OS=Homo sapiens GN=CYBRDI1 PE=1 SV=1 CYBRI_HUMAN 32 kDa 3 12%
308 F()3]};:0113lsa\s/n:nlc FMR 1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 CYFPI_HUMAN 145 kDa 5 4.50%
309 Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 CYTB_HUMAN 11 kDa 5 78%
310 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1 CYTC_HUMAN 16 kDa 11 67%
311 Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 DAB2_HUMAN 82 kDa 7 11%
312 Dystroglycan OS=Homo sapiens GN=DAG1 PE=1 SV=2 DAG1_HUMAN 97 kDa 13 23%
313 Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 DBNL_HUMAN 48 kDa 5 13%
314 DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=4 DBPA_HUMAN 40 kDa 3 16%
315 Deoxycytidylate deaminase OS=Homo sapiens GN=DCTD PE=1 SV=2 DCTD_HUMAN 20 kDa 3 21%
316 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 DCTN1_HUMAN 142 kDa 2 2.00%
317 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 DCTN2_HUMAN 44 kDa 6 16%
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318 L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 DCXR_HUMAN 26 kDa 14 81%
N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens o
319 GN=DDAHI PE=1 SV=3 DDAH1_HUMAN 31 kDa 16 67%
N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens o
320 GN=DDAH2 PE=1 SV=1 DDAH2 _HUMAN 30 kDa 5 22%
321 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 DDB1 HUMAN 127 kDa 5 4.10%
Epithelial discoidin domain-containing receptor I OS=Homo sapiens o
322 GN=DDRI PE=1 SV=1 DDR1_HUMAN 101 kDa 14 16%
323 /S\\”l;zPédependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 DDX3X_HUMAN 73 kDa 5 8.20%
324 gg):fbslé SZTP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 DDX6_HUMAN 54 kDa 2 370%
325 Neutrophil defensin 1 OS=Homo sapiens GN=DEFA1 PE=1 SV=1 g_Fil):l*HUMAN 10 kDa 2 16%
326 Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=2 DENR_HUMAN 22 kDa 5 30%
327 Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 DEST HUMAN 19 kDa 9 58%
Bifunctional ATP-dependent dihydroxyacetone kinase/FAD-AMP lyase o
328 (cyclizing) OS=Homo sapiens GN=DAK PE=1 SV=2 DHAK_HUMAN 39 kDa 13 32%
329 ggr:flggln:lgl multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 DHB4 HUMAN 30 kDa 3 5.40%
330 Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=2 DHPR_HUMAN 26 kDa 5 28%
331 Di-N-acetylchitobiase OS=Homo sapiens GN=CTBS PE=1 SV=1 DIAC_HUMAN 44 kDa 8 23%
332 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 DIAP1_HUMAN 141 kDa 4 3.00%
333 Disks large-associated protein 4 OS=Homo sapiens GN=DLGAP4 PE=1 SV=3 | DLGP4 HUMAN 108 kDa 2 3.10%
Delta and Notch-like epidermal growth factor-related receptor OS=Homo o
334 sapiens GN=DNER PE=1 SV=I DNER_HUMAN 78 kDa 2 4.60%
335 Is){iliJS homolog subfamily B member 2 OS=Homo sapiens GN=DNAJB2 PE=2 DNJB2 HUMAN 36 kDa 3 12%
336 Is)\l}ithomolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 DNJC3_HUMAN 58 kDa 7 16%
337 DNA ligase 1 OS=Homo sapiens GN=LIG1 PE=1 SV=1 DNLII_HUMAN 102 kDa 2 2.00%
338 Deoxyribonuclease-2-alpha OS=Homo sapiens GN=DNASE2 PE=1 SV=2 DNS2A_HUMAN 40 kDa 5 15%
339 D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 DOPD_HUMAN 13 kDa 4 36%
HLA class II histocompatibility antigen, DP alpha 1 chain OS=Homo sapiens o
340 GN=HLA-DPA1 PE=1 SV=1 DPA1_HUMAN 29 kDa 2 11%
Dolichol-phosphate mannosyltransferase subunit 3 OS=Homo sapiens o
341 GN=DPM3 PE=1 SV=2 DPM3_HUMAN 10 kDa 2 24%
342 Dipeptidyl peptidase 2 OS=Homo sapiens GN=DPP7 PE=1 SV=3 DPP2_HUMAN 54 kDa 11 27%
343 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 DPP3_HUMAN 83 kDa 11 20%
344 Is)\ljlzldropyrlmldmase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 DPYL2 HUMAN 62 kDa 25 64%
345 Is)\i/h:yldropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 DPYL3 HUMAN 62 kDa 13 579,
HLA class II histocompatibility antigen, DR alpha chain OS=Homo sapiens o
346 | GNoHIA.DRA PE-1 SV—1 DRA_HUMAN 29 kDa 4 21%
Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens o
347 GN=DRGI PE=1 SV=] DRGI_HUMAN 41 kDa 2 6.80%
Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens o
348 GN=DRG2 PE=1 SV=] DRG2_HUMAN 41 kDa 2 5.80%
349 Desmocollin-2 OS=Homo sapiens GN=DSC2 PE=1 SV=1 DSC2_HUMAN 100 kDa 6 6.40%
350 g‘};tjglasmlc dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H]1 PE=1 DYHCI HUMAN 532 kDa 35 9.00%
351 ]é)\};ielm light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 DYL2 HUMAN 10 kDa 5 339
Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo o
352 sapiens GN=ECH|1 PE=1 SV=2 ECH1_HUMAN 36 kDa 2 7.30%
Enoyl-CoA hydratase domain-containing protein 1 OS=Homo sapiens o
353 | GNAECHDCT PE-1 SV-2 ECHDI_HUMAN | 34 kDa 2 10%
354 Extracellular matrix protein 1 OS=Homo sapiens GN=ECM1 PE=1 SV=2 ECM1_HUMAN 61 kDa 4 8.10%
355 Extracellular matrix protein 2 OS=Homo sapiens GN=ECM2 PE=2 SV=1 ECM2_HUMAN 80 kDa 2 3.40%
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Proteasome-associated protein ECM29 homolog OS=Homo sapiens o
356 GN=ECM29 PE=] SV=2 ECM29 HUMAN 204 kDa 2 1.30%
357 Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 EEA1_HUMAN 162 kDa 3 1.40%
358 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 FJF]I)AI*HUMAN 50 kDa 18 48%
359 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 EF1B_HUMAN 25 kDa 6 33%
360 Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 EF1D_HUMAN 31 kDa 10 47%
361 Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 EF1G_HUMAN 50 kDa 12 24%
362 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 EF2 HUMAN 95 kDa 39 54%
363 ];Zf/—il{ind domain-containing protein DI OS=Homo sapiens GN=EFHD1 PE=1 EFHDI_HUMAN 27 kDa 3 67%
364 gf/-:hfmd domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 EFHD2_HUMAN 27 kDa 2 18%
365 Pro-epidermal growth factor OS=Homo sapiens GN=EGF PE=1 SV=2 EGF_HUMAN 134 kDa 27 25%
366 | Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 EGLN_HUMAN 71 kDa 3 5.00%
367 EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 EHD4_HUMAN 61 kDa 9 18%
Translation initiation factor eIF-2B subunit epsilon OS=Homo sapiens o
368 GN=EIF2BS5 PE=1 SV=3 EI2BE_HUMAN 80 kDa 2 3.10%
369 ];illl;alryotlc translation initiation factor I OS=Homo sapiens GN=EIF1 PE=1 EIFl_HUMAN 13 kDa 4 61%
370 5;&6;%(;;1:03&&“13“011 initiation factor 2A OS=Homo sapiens GN=EIF2A EIF2A_ HUMAN 65 kDa 5 4.80%
Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens o
371 GN=EIF3A PE=] SV=1 EIF3A_ HUMAN 167 kDa 2 1.90%
Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens o
372 GN=EIF3C PE=] SV=1 EIF3C_HUMAN 105 kDa 2 2.80%
Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens o
373 GN=EIF3F PE=1 SV=1 EIF3F_HUMAN 38 kDa 3 9.00%
Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens o
374 GN=EIF3H PE=1 SV=1 EIF3H_HUMAN 40 kDa 2 8.80%
Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens o
375 GN=EIF3] PE=1 SV=1 EIF31_ HUMAN 37 kDa 3 9.20%
Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens o
376 GN=EIF3] PE=] SV=2 EIF3J)_HUMAN 29 kDa 3 19%
Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens o
377 | GNoBIFSL PRl SVl EIF3L_HUMAN 67 kDa 2 3.00%
Transcription elongation factor B polypeptide 1 OS=Homo sapiens o
378 | GNATCEBI PEol SVAl ELOC_HUMAN 12 kDa 2 17%
Echinoderm microtubule-associated protein-like 2 OS=Homo sapiens o
379 | GNoEML2 PE=1 SV-1 EMAL2_HUMAN | 71 kDa 7 13%
380 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 ENOA_HUMAN 47 kDa 30 78%
Mitochondrial enolase superfamily member 1 OS=Homo sapiens o
381 | GNCENOSFI PE-1 SVl ENOFI_HUMAN | 50 kDa 3 11%
382 Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 ENOPH_HUMAN 29 kDa 4 28%
383 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 ENPL_HUMAN 92 kDa 22 26%
384 | Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=1 ENSA _HUMAN 13 kDa 4 29%
Ectonucleoside triphosphate diphosphohydrolase 3 OS=Homo sapiens o
385 | GNOENTPD3 PELI Sved ENTP3_HUMAN | 59 kDa 5 11%
386 Ephrin type-A receptor 7 OS=Homo sapiens GN=EPHA7 PE=1 SV=3 EPHA7 HUMAN 112 kDa 10 13%
387 Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 EPIPL_ HUMAN 556 kDa 2 0.90%
388 ﬁgi(;pgiféc reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 ERAPI_HUMAN 107 kDa 15 19%
Eukaryotic peptide chain release factor GTP-binding subunit ERF3A o
389 | OS=Homo sapiens GN=GSPT1 PE=1 SV=1 ERF3A_HUMAN | 56 kDa 6 14%
390 Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=1 ERG7_HUMAN 83 kDa 8 12%
391 §gci(;pée$§ic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 ERP29 HUMAN 29 kDa 4 16%
390 ?Ei(ipgjrjllc reticulum resident protein 44 OS=Homo sapiens GN=ERP44 ERP44_HUMAN 47 kDa 5 10%
393 Epidermal growth factor receptor kinase substrate 8-like protein 2 OS=Homo ES8L2 HUMAN 31 kDa 4 1%

sapiens GN=EPS8L2 PE=1 SV=2
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394 Carboxylesterase 3 OS=Homo sapiens GN=CES3 PE=1 SV=1 EST3 HUMAN 62 kDa 3 8.20%
395 Carboxylesterase 4A OS=Homo sapiens GN=CES4A PE=2 SV=2 EST4A_HUMAN 64 kDa 2 3.90%
396 S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 ESTD HUMAN 31 kDa 9 43%
397 Ellis-van Creveld syndrome protein OS=Homo sapiens GN=EVC PE=1 SV=1 EVC_HUMAN 112 kDa 2 2.60%
398 Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 EZRI_HUMAN 69 kDa 26 54%
399 Protein FAM107B OS=Homo sapiens GN=FAM107B PE=1 SV=1 F107B_HUMAN 16 kDa 8 51%
400 Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=2 F10A1_HUMAN 41 kDa 8 24%
401 Fructose-1,6-bisphosphatase 1 OS=Homo sapiens GN=FBP1 PE=1 SV=5 F16P1 HUMAN 37 kDa 15 54%
402 Coagulation factor XII OS=Homo sapiens GN=F12 PE=1 SV=3 FA12_HUMAN 68 kDa 4 8.60%
403 Protein FAM20A OS=Homo sapiens GN=FAM20A PE=2 SV=4 FA20A_HUMAN 61 kDa 2 6.70%
404 Protein FAM8&3F OS=Homo sapiens GN=FAM&3F PE=2 SV=1 FA83F_HUMAN 55 kDa 2 7.20%
405 Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=2 FAAA HUMAN 46 kDa 8 22%
406 Fatty acid-binding protein, brain OS=Homo sapiens GN=FABP7 PE=1 SV=3 FABP7_HUMAN 15 kDa 7 58%
407 Fatty acid-binding protein, heart OS=Homo sapiens GN=FABP3 PE=1 SV=4 FABPH HUMAN 15 kDa 16 81%
408 Protein FAM3B OS=Homo sapiens GN=FAM3B PE=1 SV=2 FAM3B_HUMAN 26 kDa 8 39%
409 Protein FAM3C OS=Homo sapiens GN=FAM3C PE=1 SV=1 FAM3C_HUMAN 25 kDa 8 34%
410 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 FAS_HUMAN 273 kDa 133 73%
411 Protocadherin Fat 2 OS=Homo sapiens GN=FAT2 PE=1 SV=2 FAT2_HUMAN 479 kDa 31 9.20%
412 Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 FBLN1_HUMAN 77 kDa 2 2.80%
413 ggli—];:;réﬁglln% Igll::iill;r{;lzllge extracellular matrix protein 1 OS=Homo sapiens FBLN3 HUMAN 55 kDa 9 29%
414 Fibulin-5 OS=Homo sapiens GN=FBLNS5 PE=1 SV=1 FBLN5_HUMAN 50 kDa 2 4.90%
415 IgGFc-binding protein OS=Homo sapiens GN=FCGBP PE=1 SV=3 FCGBP_HUMAN 572 kDa 9 1.90%
416 | GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 FCL_HUMAN 36 kDa 7 31%
417 Ficolin-2 OS=Homo sapiens GN=FCN2 PE=1 SV=2 FCN2_HUMAN 34 kDa 4 13%
418 Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 FERM2_HUMAN 78 kDa 5 9.10%
419 Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 FETUA_HUMAN 39 kDa 15 53%
420 Eg):ibg;t: %rowth factor-binding protein 1 OS=Homo sapiens GN=FGFBP1 FGFP1_HUMAN 26 kDa 4 25%
1 (Sjsfr;lglement factor H-related protein 1 OS=Homo sapiens GN=CFHR1 PE=1 FHR1_HUMAN 38 kDa 5 9.70%
422 Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=2 FIBA_HUMAN 95 kDa 23 30%
423 Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 FIBB_ HUMAN 56 kDa 17 48%
424 Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=3 FIBG_HUMAN 52 kDa 14 38%
425 Filaggrin OS=Homo sapiens GN=FLG PE=1 SV=3 FILA_HUMAN 435 kDa 4 1.50%
426 | Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 FINC_HUMAN 263 kDa 49 30%
427 g%p:tildgl\-/lirglyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A FKBIA HUMAN 12 kDa 5 25%
48 ggp:tildgl\-fp:rlolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 FKBP3 HUMAN 25 kDa 5 10%
429 Ezpztlldgl\—}ir;lyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 FKBP4_HUMAN 52 kDa 16 399
430 Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 FLNB_HUMAN 278 kDa 36 19%
51 gré)ie;i; E;n:;lzfilégzn(s}flzr:a;%gria;}éfi:r;l\l/y:ltlransferase type-1 subunit alpha FNTA_HUMAN 44 kDa 3 770%
432 Folate receptor alpha OS=Homo sapiens GN=FOLR1 PE=1 SV=3 FOLR1_HUMAN 30 kDa 9 43%
433 Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 FPPS_ HUMAN 48 kDa 6 13%
34 FRAS]1-related extracellular matrix protein 3 OS=Homo sapiens GN=FREM3 FREM3_HUMAN 238 kDa 16 9.20%

PE=2 SV=1
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435 Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2 FRIH_HUMAN 21 kDa 4 23%
436 | Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 FSCN1_HUMAN 55 kDa 3 7.10%
437 Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=1 FSTL1 HUMAN 35 kDa 21 65%
438 Tissue alpha-L-fucosidase OS=Homo sapiens GN=FUCAI PE=1 SV=4 FUCO_HUMAN 54 kDa 8 19%
439 Plasma alpha-L-fucosidase OS=Homo sapiens GN=FUCA2 PE=1 SV=2 FUCO2_HUMAN 54 kDa 7 15%
440 Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 FUMH_HUMAN 55 kDa 3 6.90%
441 Alpha-(1,3)-fucosyltransferase OS=Homo sapiens GN=FUT6 PE=2 SV=1 FUT6_HUMAN 42 kDa 8 31%
442 GO0/G1 switch regulatory protein 2 OS=Homo sapiens GN=G0S2 PE=1 SV=1 G0S2_HUMAN 11 kDa 2 27%
443 géy:clersa\l;i:gyde—}phosphate dehydrogenase OS=Homo sapiens GN=GAPDH G3P_HUMAN 36 kDa 20 74%
444 (S}\I;J:czse—&phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 G6PD_HUMAN 59 kDa 3 19%
445 Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 G6PI_HUMAN 63 kDa 13 31%
446 UDP-glucose 4-epimerase OS=Homo sapiens GN=GALE PE=1 SV=2 GALE_HUMAN 38 kDa 10 52%
Polypeptide N-acetylgalactosaminyltransferase 1 OS=Homo sapiens o
447 GN=GALNTI PE=] SV=1 GALT1_HUMAN 64 kDa 2 4.30%
Polypeptide N-acetylgalactosaminyltransferase 2 OS=Homo sapiens o
448 GN=GALNT2 PE=1 SV=1 GALT2_HUMAN 65 kDa 15 32%
Polypeptide N-acetylgalactosaminyltransferase 3 OS=Homo sapiens o
449 GN=GALNT3 PE=2 SV=2 GALT3_HUMAN 73 kDa 3 7.30%
Polypeptide N-acetylgalactosaminyltransferase 5 OS=Homo sapiens o
450 GN=GALNTS PE<1 SV=1 GALT5_HUMAN 106 kDa 2 2.80%
451 Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 GANAB_HUMAN 107 kDa 21 29%
Golgi-associated plant pathogenesis-related protein I OS=Homo sapiens o
452 GN=GLIPR2 PE=1 SV=3 GAPR1_HUMAN 17 kDa 6 51%
Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo o
453 sapiens GN=GNBI PE=1 SV=3 GBB1_HUMAN 37 kDa 2 25%
Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo o
454 sapiens GN=GNB2 PE=1 SV=3 GBB2_HUMAN 37 kDa 8 31%
Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens o
455 | CNCGNBA PE-1 SVo3 GBB4_HUMAN 38 kDa 2 21%
Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12 o
436 OS=Homo sapiens GN=GNG12 PE=1 SV=3 GBG12_HUMAN 8 kDa 4 >6%
Guanine nucleotide-binding protein subunit beta-2-like I OS=Homo sapiens o
457 | GNCGNBOLI PE=1 SV-3 GBLP_HUMAN 35kDa 2 6.30%
458 Int(irferon_-mduced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 GBP2 HUMAN 67 kDa 2 4.60%
PE=2 SV=3 —
459 Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 GCN1L _HUMAN 293 kDa 4 1.60%
460 [S{\a/b:gDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 GDIA_HUMAN 51 kDa 6 38%
461 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 | GDIB_HUMAN 51 kDa 30 72%
462 };\}}i 3GDP-dlssoclatlon inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 GDIR1_HUMAN 23 kDa 6 589
463 [S{i}ci 3GDP-dlssocmtlon inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 GDIR2. HUMAN 23 kDa 5 10.00%
464 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 GELS_HUMAN 86 kDa 26 42%
465 Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=1 GEPH_HUMAN 80 kDa 9 16%
Glucosamine--fructose-6-phosphate aminotransferase [isomerizing] 1 o
466 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 GFPTI_HUMAN 79 kDa 27 41%
GTP cyclohydrolase 1 feedback regulatory protein OS=Homo sapiens o
467 GN=GCHFR PE=1 SV=3 GFRP_HUMAN 10 kDa 3 40%
468 Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 GGCT_HUMAN 21 kDa 5 31%
469 Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 GGH_HUMAN 36 kDa 4 14%
470 Gamma-glutamyltranspeptidase 1 OS=Homo sapiens GN=GGT1 PE=1 SV=2 GGT1_HUMAN 61 kDa 14 25%
471 Gamma-glutamyltransferase 5 OS=Homo sapiens GN=GGTS5 PE=1 SV=2 GGT5_HUMAN 62 kDa 2 4.60%
472 Gamma-glutamyltransferase 6 OS=Homo sapiens GN=GGT6 PE=2 SV=2 GGT6_HUMAN 51 kDa 3 11%
473 Gamma-interferon-inducible lysosomal thiol reductase OS=Homo sapiens GILT HUMAN 28 kDa 5 8.80%

GN=IFI30 PE=1 SV=3
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474 lgezzdomam-contammg protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 GIPC1_HUMAN 36 kDa 5 17%
475 Glucosylceramidase OS=Homo sapiens GN=GBA PE=1 SV=3 GLCM_HUMAN 60 kDa 8 18%
476 ééjzlpha-glucan-branchmg enzyme OS=Homo sapiens GN=GBE1 PE=1 GLGB_HUMAN 80 kDa 2 2.70%
477 Glutamine synthetase OS=Homo sapiens GN=GLUL PE=1 SV=4 GLNA_HUMAN 42 kDa 4 12%
Hydroxyacylglutathione hydrolase, mitochondrial OS=Homo sapiens o
478 GN=HAGH PE=1 SV=2 GLO2_HUMAN 34 kDa 4 16%
479 gé);Ofggl\e;sidomam—contalnmg protein 4 OS=Homo sapiens GN=GLOD4 GLOD4 HUMAN 35 kDa 3 30%
480 Golgi phosphoprotein 3-like OS=Homo sapiens GN=GOLPH3L PE=1 SV=1 GLP3L HUMAN 33 kDa 3 15%
481 Glycerol kinase OS=Homo sapiens GN=GK PE=1 SV=3 GLPK_HUMAN 61 kDa 5 10%
482 Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=2 GLRX1_HUMAN 12 kDa 8 78%
483 Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 GLRX3 HUMAN 37 kDa 5 16%
484 Glycolipid transfer protein OS=Homo sapiens GN=GLTP PE=1 SV=3 GLTP_HUMAN 24 kDa 2 18%
485 Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 GLU2B_HUMAN 59 kDa 11 24%
486 IS)icaririeS};}//irloxymethyltransferase, cytosolic OS=Homo sapiens GN=SHMT1 GLYC _HUMAN 53 kDa 14 359,
487 Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=4 GLYG_HUMAN 39 kDa 2 6.90%
488 GDP-mannose 4,6 dehydratase OS=Homo sapiens GN=GMDS PE=1 SV=1 GMDS_HUMAN 42 kDa 16 46%
489 Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 GMFB_HUMAN 17 kDa 3 25%
Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens o
490 | N OMPPA PEA] SVl GMPPA_HUMAN | 46 kDa 8 22%
491 Maimose;l -phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB GMPPB HUMAN 40 kDa 9 349
PE=1 SV=2 —
492 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 GMPR2_HUMAN 38 kDa 5 21%
Glucosamine 6-phosphate N-acetyltransferase OS=Homo sapiens o
493 | CNeGNPNATI PE—1 SV-1 GNAI_HUMAN | 21kDa 2 16%
Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens o
494 GN=GNAI3 PE=1 SV=3 GNAI3_HUMAN 41 kDa 2 10%
Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens o
495 GN=GNAQ PE=1 SV=4 GNAQ_HUMAN 42 kDa 6 19%
Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas GNAS1 _HUMAN o
496 | OS—Homo sapiens GN=GNAS PE=1 SV=2 (+1) 111kDa | 8 10%
497 1?l;u:clossa\r/n:lrlle-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA GNPII_HUMAN 33 kDa 4 17%
N-acetylglucosamine- 1 -phosphotransferase subunit gamma OS=Homo sapiens o
498 | GNGNPTG PE—1 SV GNPTG_HUMAN | 34kDa 4 19%
499 N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=3 GNS_HUMAN 62 kDa 8 15%
500 S\O/lfi integral membrane protein 4 OS=Homo sapiens GN=GOLIM4 PE=1 GOLI4 HUMAN 32 kDa 3 4.60%
501 Golgi membrane protein 1 OS=Homo sapiens GN=GOLM1 PE=1 SV=1 GOLMI1_HUMAN | 45 kDa 17 45%
500 g\c;l:g; reassembly-stacking protein 2 OS=Homo sapiens GN=GORASP2 PE=1 GORS2_ HUMAN 47 kDa 5 4.40%
503 G-protein coupled receptor 126 OS=Homo sapiens GN=GPR126 PE=1 SV=3 GP126_ HUMAN 137 kDa 12 10%
G-protein coupled receptor family C group 5 member B OS=Homo sapiens o
504 | CNLGPROSE PE=2 SV GPC5B_HUMAN | 45kDa 4 16%
G-protein coupled receptor family C group 5 member C OS=Homo sapiens o
505 GN=GPRC5C PE=] SV=2 GPC5C_HUMAN 48 kDa 3 7.90%
Glycerol-3-phosphate dehydrogenase 1-like protein OS=Homo sapiens o
506 GN=GPDIL PE=1 SV=1 GPDIL_HUMAN 38 kDa 4 14%
Glycerol-3-phosphate dehydrogenase [NAD+], cytoplasmic OS=Homo sapiens o
507 GN=GPD! PE=] SV—4 GPDA_HUMAN 38 kDa 10 33%
508 g;i:;membrane glycoprotein NMB OS=Homo sapiens GN=GPNMB PE=1 GPNMB_HUMAN | 64 kDa 3 790%
509 G-protein coupled receptor 56 OS=Homo sapiens GN=GPR56 PE=1 SV=2 GPR56_HUMAN 78 kDa 4 8.80%
510 Glutathione peroxidase 3 OS=Homo sapiens GN=GPX3 PE=1 SV=2 GPX3 HUMAN 26 kDa 8 38%
511 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Homo GPX4 HUMAN 22 kDa 9 46%

sapiens GN=GPX4 PE=1 SV=3
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512 g\r/(iml'th factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 GRB2_HUMAN 25 kDa 5 3.80%
513 Gremlin-2 OS=Homo sapiens GN=GREM2 PE=1 SV=1 GREM2_HUMAN 19 kDa 4 27%
Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens o
514 GN=GRHPR PE=1 SV=1 GRHPR_HUMAN 36 kDa 4 18%
515 Granulins OS=Homo sapiens GN=GRN PE=1 SV=2 GRN_HUMAN 64 kDa 19 46%
516 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPAS PE=1 SV=2 | GRP78_HUMAN 72 kDa 34 49%
517 Glu_tamati--cysteme ligase catalytic subunit OS=Homo sapiens GN=GCLC GSHI HUMAN 73 kDa 7 12%
PE=1 SV=2 -
518 Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 GSHB_HUMAN 52 kDa 20 52%
519 Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 GSLG1_HUMAN 135 kDa 4 4.70%
520 Glutathione S-transferase theta-2 OS=Homo sapiens GN=GSTT2 PE=1 SV=1 (erslr{z*HUMAN 28 kDa 4 22%
521 Glutathione S-transferase A1 OS=Homo sapiens GN=GSTA1 PE=1 SV=3 ((iSl";“Al_HUMAN 26 kDa 2 8.60%
522 Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 | GSTK1_HUMAN 25 kDa 3 12%
523 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 GSTM3_HUMAN 27 kDa 4 21%
524 g\l;xzt;thlone S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 GSTOI HUMAN 28 kDa 5 21%
525 Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 GSTP1_HUMAN 23 kDa 3 18%
526 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=4 GSTT1_HUMAN 27 kDa 4 23%
527 GTP-binding protein 5 OS=Homo sapiens GN=GTPBP5 PE=2 SV=1 GTPB5S_HUMAN 44 kDa 2 5.70%
528 Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2 ng?lB_HUMAN 14 kDa 2 22%
529 Histone H2B type 1-C/E/F/G/I OS=Homo sapiens GN=HISTIH2BC PE=1 H2B1C_HUMAN 14 kDa 5 41%
SV=4 (+6)
530 Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3 3_321)T*HUMAN 16 kDa 2 5.90%
531 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 H4 HUMAN 11 kDa 5 40%
532 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 HAP28 HUMAN 21 kDa 3 14%
PE=1 SV=1 -
533 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 HBA_HUMAN 15 kDa 4 40%
534 Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=2 HBB_HUMAN 16 kDa 6 48%
Haloacid dehalogenase-like hydrolase domain-containing protein 2 OS=Homo o
535 | Gapiens GN-HDHD2 PE~1 SV-1 HDHD2_HUMAN | 29 kDa 3 18%
536 Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 HEBP1_HUMAN 21 kDa 6 40%
537 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 HEBP2 _HUMAN 23 kDa 7 43%
538 Is)élial-ammolevullmc acid dehydratase OS=Homo sapiens GN=ALAD PE=1 HEM2_HUMAN 36 kDa 3 30%
539 Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 HEMO_HUMAN 52 kDa 18 51%
540 | Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=3 HEP2_HUMAN 57 kDa 10 20%
541 ]SS\e/t:a-Zhexosammldase subunit alpha OS=Homo sapiens GN=HEXA PE=1 HEXA_ HUMAN 61 kDa ] 19%
542 Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 HEXB_HUMAN 63 kDa 17 33%
HLA class II histocompatibility antigen gamma chain OS=Homo sapiens o
543 GN=CD74 PE=] SV=3 HG2A_HUMAN 34 kDa 2 8.80%
3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens o
544 GN=HIBCH PE=] SV=2 HIBCH_HUMAN 43 kDa 5 16%
545 E]las:tlldg\e; il;ad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 HINTI _HUMAN 14 kDa 3 24%
HLA class I histocompatibility antigen, alpha chain E OS=Homo sapiens o
546 GN=HLA-E PE=] SV=3 HLAE _HUMAN 40 kDa 2 11%
HLA class I histocompatibility antigen, alpha chain G OS=Homo sapiens o
547 GN=HLA-G PE=1 SV=1 HLAG_HUMAN 38 kDa 2 11%
548 Histamine N-methyltransferase OS=Homo sapiens GN=HNMT PE=1 SV=1 HNMT_HUMAN 33 kDa 4 16%
549 ggtj{osgsllelous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK HNRPK_HUMAN 51 kDa 9 20%
550 Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP HNRPQ HUMAN 70 kDa 1 18%

PE=1 SV=2
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551 gé/ilzur;éiri and proteoglycan link protein 3 OS=Homo sapiens GN=HAPLN3 HPLN3 HUMAN 41 kDa 17 56%
552 gl{lpioégrgl%l?;égngg:%hosphorlbosyltransferase OS=Homo sapiens HPRT HUMAN 25 kDa 6 29%
553 Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=1 HPT_HUMAN 45 kDa 30 69%
554 Haptoglobin-related protein OS=Homo sapiens GN=HPR PE=1 SV=2 HPTR_HUMAN 39 kDa 2 42%
555 Histidine-rich glycoprotein OS=Homo sapiens GN=HRG PE=1 SV=1 HRG_HUMAN 60 kDa 3 6.70%
556 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 HS105_HUMAN 97 kDa 3 5.00%
557 2525511001( protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 HS90A HUMAN 85 kDa 39 539
553 Isﬂl\e/a:t“shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 HS90B_HUMAN 33 kDa 13 47%
559 Heat shock 70 kDa protein 13 OS=Homo sapiens GN=HSPA13 PE=1 SV=1 HSP13_HUMAN 52 kDa 10 26%
560 IS-I\e}a:tsshock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 HSP71_HUMAN 70 kDa 19 45%
561 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 HSP74 HUMAN 94 kDa 8 13%
560 IS-I\e]a:tlshock cognate 71 kDa protein OS=Homo sapiens GN=HSPAS8 PE=1 HSP7C_HUMAN 71 kDa 28 5305
563 Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 HSPB1 HUMAN 23 kDa 13 85%
564 ];% :giquitin—protein ligase HUWE1 OS=Homo sapiens GN=HUWEI PE=1 HUWEI HUMAN | 482 kDa 4 1.10%
565 Ig heavy chain V-I region HG3 OS=Homo sapiens PE=4 SV=1 HV102_HUMAN 13 kDa 2 28%
566 Ig heavy chain V-Iregion V35 OS=Homo sapiens PE=1 SV=1 HV103_HUMAN 13 kDa 4 38%
567 Ig heavy chain V-II region WAH OS=Homo sapiens PE=1 SV=1 HV206_HUMAN 14 kDa 2 13%
568 Ig heavy chain V-II region SESS OS=Homo sapiens PE=2 SV=1 HV208_HUMAN 16 kDa 3 14%
569 Ig heavy chain V-II region ARH-77 OS=Homo sapiens PE=4 SV=1 HV209_HUMAN 16 kDa 2 17%
570 Ig heavy chain V-III region TRO OS=Homo sapiens PE=1 SV=1 HV301_HUMAN 13 kDa 3 24%
571 Ig heavy chain V-III region WEA OS=Homo sapiens PE=1 SV=1 HV302_HUMAN 12 kDa 2 36%
572 Ig heavy chain V-III region VH26 OS=Homo sapiens PE=1 SV=1 HV303_HUMAN 13 kDa 3 22%
573 Ig heavy chain V-III region BUT OS=Homo sapiens PE=1 SV=1 HV306_HUMAN 12 kDa 2 36%
574 Ig heavy chain V-III region CAM OS=Homo sapiens PE=1 SV=1 HV307_HUMAN 14 kDa 3 28%
575 Ig heavy chain V-III region GA OS=Homo sapiens PE=1 SV=1 HV308_HUMAN 13 kDa 3 25%
576 Ig heavy chain V-III region NIE OS=Homo sapiens PE=1 SV=1 HV309_HUMAN 13 kDa 3 26%
571 Ig heavy chain V-III region HIL OS=Homo sapiens PE=1 SV=1 HV310_HUMAN 14 kDa 2 16%
578 Ig heavy chain V-III region GAL OS=Homo sapiens PE=1 SV=1 HV320_ HUMAN 13 kDa 4 41%
579 Epoxide hydrolase 2 OS=Homo sapiens GN=EPHX2 PE=1 SV=2 HYES HUMAN 63 kDa 2 7.70%
580 | Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 HYOUI_HUMAN 111 kDa 22 28%
581 Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=2 HYPK HUMAN 15 kDa 2 20%
582 Interleukin-18-binding protein OS=Homo sapiens GN=IL18BP PE=1 SV=2 118BP_HUMAN 21 kDa 5 24%
583 gl]gsillms-il/l;ez growth factor-binding protein 2 OS=Homo sapiens GN=IGFBP2 IBP2. HUMAN 35 kDa 13 67%
584 {)ngillms-ilfl;el growth factor-binding protein 7 OS=Homo sapiens GN=IGFBP7 IBP7_HUMAN 29 kDa 5 12%
585 Plasma protease C1 inhibitor OS=Homo sapiens GN=SERPING1 PE=1 SV=2 IC1_HUMAN 55 kDa 16 29%
586 Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 ICAL_ HUMAN 77 kDa 6 13%
587 Intercellular adhesion molecule 1 OS=Homo sapiens GN=ICAM1 PE=1 SV=2 ICAM1_HUMAN 58 kDa 9 22%
588 E](E)iiltrésit\i :dshydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 IDHC _HUMAN 47 kDa 27 64%
589 IGS](ijczlt]rDaf] ;;Igjfoég\e]iazse [NADP], mitochondrial OS=Homo sapiens IDHP_HUMAN 51 kDa 3 10.00%
500 Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 IDII_HUMAN 26 kDa 6 28%

SvV=2
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591 Alpha-L-iduronidase OS=Homo sapiens GN=IDUA PE=1 SV=2 IDUA_HUMAN 73 kDa 4 9.60%
590 glll\l](j]%%t]li t)r(aggitliog \i/rii;iation factor 1A, X-chromosomal OS=Homo sapiens %E};\X_HUMAN 16 kDa 2 15%
503 glll\l](j]fr:}i(;‘tzlg Ir;?iitI;)% 1=rl;t1at10n factor 2 subunit 1 OS=Homo sapiens IF2A_ HUMAN 36 kDa 3 9.50%
504 glll\l](j]fr:}i(;‘tzlg ;rz;r;isialtl(s)$ le'matlon factor 2 subunit 3 OS=Homo sapiens IF2G_HUMAN 51 kDa 6 18%
595 Eukaryotic initiation factor 4A-1 OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 IF4A1_ HUMAN 46 kDa 11 31%
596 Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 | IF4A2 HUMAN 46 kDa 5 27%
597 Iglfk:azryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 IF4B_HUMAN 69 kDa 5 10%
508 glll\ll(j]?i%tzi((:} tlraf?élzaiu;r{]lilitlatlon factor 4 gamma 1 OS=Homo sapiens IF4G1_HUMAN 175 kDa 9 6.80%
599 gl;\l](j]rg)i;icg tzregléljil%r{/lilitlatlon factor 4 gamma 2 OS=Homo sapiens IF4G2. HUMAN 102 kDa 2 1.80%
600 §Eiﬁr}éi;iistranslation initiation factor 4H OS=Homo sapiens GN=EIF4H IF4H_HUMAN 27 kDa 3 1%
601 lgllliazryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 IF5_HUMAN 49 kDa 5 5.60%
602 1];:]313%%1:0 2translatlon initiation factor 5A-1 OS=Homo sapiens GN=EIF5A IF5A1_HUMAN 17 kDa ] 51%
603 Ig alpha-1 chain C region OS=Homo sapiens GN=IGHA1 PE=1 SV=2 IGHA1_HUMAN 38 kDa 21 83%
604 Ig alpha-2 chain C region OS=Homo sapiens GN=IGHA2 PE=1 SV=3 IGHA2 HUMAN 37 kDa 5 74%
605 Ig delta chain C region OS=Homo sapiens GN=IGHD PE=1 SV=2 IGHD _HUMAN 42 kDa 7 28%
606 Ig gamma-1 chain C region OS=Homo sapiens GN=IGHG! PE=1 SV=1 IGHG1_HUMAN 36 kDa 14 56%
607 Ig gamma-2 chain C region OS=Homo sapiens GN=IGHG2 PE=1 SV=2 IGHG2_HUMAN 36 kDa 8 42%
608 Ig gamma-3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=2 IGHG3_HUMAN 41 kDa 2 29%
609 Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 IGHG4_HUMAN 36 kDa 4 43%
610 Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=3 IGHM_HUMAN 49 kDa 21 53%
611 Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=4 IGJ_HUMAN 18 kDa 11 73%
612 Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 IGKC_HUMAN 12 kDa 8 86%
613 })nl;r:iné(i%iolbulin lambda-like polypeptide 1 OS=Homo sapiens GN=IGLL1 IGLLI_HUMAN 23 kDa 2 18%
614 ;néiqgré(iiozbulin lambda-like polypeptide 5 OS=Homo sapiens GN=IGLL5 IGLL5 HUMAN 23 kDa 4 50%
615 lsrillriulmoglobulin superfamily member 8 OS=Homo sapiens GN=IGSF8 PE=1 IGSF8_HUMAN 65 kDa 4 9.00%
616 Interleukin-19 OS=Homo sapiens GN=IL19 PE=1 SV=2 IL19 HUMAN 20 kDa 5 31%
617 Interleukin-6 receptor subunit beta OS=Homo sapiens GN=IL6ST PE=1 SV=2 | IL6RB_HUMAN 104 kDa 2 1.70%
618 Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=1 ILEU_HUMAN 43 kDa 6 17%
619 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 IMB1_HUMAN 97 kDa 13 16%
620 gg)iilng-\S/':-rznonophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 IMDH2_HUMAN 56 kDa 5 15%
621 Inositol monophosphatase 3 OS=Homo sapiens GN=IMPAD1 PE=1 SV=1 IMPA3_HUMAN 39 kDa 3 7.80%
622 Interferon-induced 35 kDa protein OS=Homo sapiens GN=IFI35 PE=1 SV=5 IN35_HUMAN 32 kDa 2 7.00%
623 InaD-like protein OS=Homo sapiens GN=INADL PE=1 SV=3 INADL HUMAN 196 kDa 2 1.20%
624 Integrator complex subunit 3 OS=Homo sapiens GN=INTS3 PE=1 SV=1 INT3_HUMAN 118 kDa 2 3.70%
625 Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 [PO4_HUMAN 119 kDa 2 3.00%
626 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 IPO5_HUMAN 124 kDa 11 15%
627 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 IPO7_HUMAN 120 kDa 2 2.10%
628 Protein phosphatase inhibitor 2 OS=Homo sapiens GN=PPP1R2 PE=1 SV=2 IPP2. HUMAN 23 kDa 6 38%
629 Fs’l\z;s:n;a serine protease inhibitor OS=Homo sapiens GN=SERPINAS PE=1 PSP HUMAN 46 kDa 3 23%
630 | Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 IPYR_HUMAN 33 kDa 15 64%
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631 ?Es: ?g’/a:sf-actlvatmg-hke protein IQGAP1 OS=Homo sapiens GN=IQGAP1 IQGA1 HUMAN 189 kDa 33 26%
632 11}]2;5: ?g’/a:sz—actlvatmg—hke protein IQGAP2 OS=Homo sapiens GN=IQGAP2 IQGA2 HUMAN 181 kDa 3 220%
Immunoglobulin superfamily containing leucine-rich repeat protein OS=Homo o
633 sapiens GN=ISLR PE=1 SV=1 ISLR_HUMAN 46 kDa 5 15%
634 Isoihorlsrilatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 1SOC1 HUMAN 32 kDa 5 22%
PE=1 SV=3 -
635 IST1 homolog OS=Homo sapiens GN=KIAA0174 PE=1 SV=1 IST1_HUMAN 40 kDa 4 9.90%
636 Integrin beta-like protein 1 OS=Homo sapiens GN=ITGBLI1 PE=2 SV=I ITGBL_HUMAN 54 kDa 2 5.90%
637 {)rgiriaé%lj;rypsm inhibitor heavy chain HI OS=Homo sapiens GN=ITIH1 ITIHI HUMAN 101 kDa 17 20%
638 {)néiriaé@:;rypsm inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 ITIH2. HUMAN 106 kDa 24 26%
639 {)rgirl—aé[\);lj;rypsm inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 ITIH3 HUMAN 100 kDa 4 570%
640 Intfir-alphii-trypsm inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 ITIH4 HUMAN 103 kDa 33 42%
PE=1 SV=4 -
641 Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 K1C10_ HUMAN 59 kDa 10 18%
642 Keratin, type I cytoskeletal 19 OS=Homo sapiens GN=KRT19 PE=1 SV=4 K1C19 HUMAN 44 kDa 6 17%
643 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 K1C9 HUMAN 62 kDa 11 28%
644 Is({c/r:a;ln, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 K22E_HUMAN 65 kDa 12 27%
645 Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 K2C1_HUMAN 66 kDa 24 41%
646 Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 K2C7_HUMAN 51 kDa 4 12%
647 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 K2C8_HUMAN 54 kDa 6 15%
648 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 K6PL_HUMAN 85 kDa 13 21%
649 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 KADI_HUMAN 22 kDa 11 66%
650 Kallistatin OS=Homo sapiens GN=SERPINA4 PE=1 SV=3 KAIN_HUMAN 49 kDa 8 24%
cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo o
651 sapiens GN=PRKAR2A PE=1 SV=2 KAP2_HUMAN 46 kDa i 25%
cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo o
652 | sapiens GN=PRKAR2B PE=1 SV=3 KAPS_HUMAN 46 kDa 2 %
cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens o
653 GN=PRKACA PE=] SV=2 KAPCA_HUMAN 41 kDa 4 13%
654 KyEuremEe--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 KAT3 HUMAN 51 kDa 4 9.90%
PE=1 SV=1 -
655 Casein kinase I isoform alpha OS=Homo sapiens GN=CSNK1A1 PE=1 SV=2 KC1A_HUMAN 39 kDa 3 8.90%
BTB/POZ domain-containing protein KCTD14 OS=Homo sapiens o
656 GN=KCTD14 PE=2 SV=2 KCD14_HUMAN 30 kDa 6 31%
657 UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 KCY_HUMAN 22 kDa 15 64%
658 Kinesin-like protein KIF27 OS=Homo sapiens GN=KIF27 PE=2 SV=1 KIF27_HUMAN 160 kDa 2 1.20%
659 Mevalonate kinase OS=Homo sapiens GN=MVK PE=1 SV=1 KIME_HUMAN 42 kDa 2 5.80%
660 Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 KINH_HUMAN 110 kDa 6 6.60%
661 Kallikrein-6 OS=Homo sapiens GN=KLK6 PE=1 SV=1 KLK6 HUMAN 27 kDa 12 60%
662 Kallikrein-8 OS=Homo sapiens GN=KLK8 PE=1 SV=1 KLK8 HUMAN 28 kDa 2 11%
663 Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=1 KLKB1_HUMAN 71 kDa 2 3.80%
664 Kininogen-1 OS=Homo sapiens GN=KNGI1 PE=1 SV=2 KNG1_HUMAN 72 kDa 24 40%
Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo o
665 | Capiens GN-PRPSAP] PE-1 SV-2 KPRA_HUMAN 39 kDa 2 6.20%
666 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=4 KPYM_HUMAN 58 kDa 26 66%
667 Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 KTN1_HUMAN 156 kDa 9 8.40%
668 Ig kappa chain V-Iregion DEE OS=Homo sapiens PE=1 SV=1 KV105_HUMAN 12 kDa 3 22%
669 Ig kappa chain V-1 region EU OS=Homo sapiens PE=1 SV=1 KV106_HUMAN 12 kDa 3 32%
670 | Igkappa chain V-I region Kue OS=Homo sapiens PE=1 SV=1 KV112_HUMAN 12 kDa 2 19%
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671 Ig kappa chain V-Iregion OU OS=Homo sapiens PE=1 SV=1 KV114 HUMAN 12 kDa 3 22%
672 Ig kappa chain V-Iregion Rei OS=Homo sapiens PE=1 SV=1 KV115_HUMAN 12 kDa 2 44%
673 Ig kappa chain V-Iregion Roy OS=Homo sapiens PE=1 SV=1 KV116_HUMAN 12 kDa 2 31%
674 Ig kappa chain V-1 region WEA OS=Homo sapiens PE=1 SV=1 KV118_HUMAN 12 kDa 3 36%
675 Ig kappa chain V-1 region Wes OS=Homo sapiens PE=1 SV=1 KV119_HUMAN 12 kDa 2 22%
676 Ig kappa chain V-Iregion Mev OS=Homo sapiens PE=1 SV=1 KV120_HUMAN 12 kDa 2 31%
677 Ig kappa chain V-II region MIL OS=Homo sapiens PE=1 SV=1 KV203_HUMAN 12 kDa 4 39%
678 Ig kappa chain V-II region TEW OS=Homo sapiens PE=1 SV=1 KV204_HUMAN 12 kDa 2 39%
679 Ig kappa chain V-II region RPMI 6410 OS=Homo sapiens PE=4 SV=1 KV206_HUMAN 15 kDa 3 18%
680 Ig kappa chain V-III region B6 OS=Homo sapiens PE=1 SV=1 KV301_HUMAN 12 kDa 4 38%
681 Ig kappa chain V-III region NG9 (Fragment) OS=Homo sapiens PE=1 SV=1 KV303_HUMAN 11 kDa 3 32%
682 Ig kappa chain V-III region WOL OS=Homo sapiens PE=1 SV=1 KV305_HUMAN 12 kDa 6 52%
683 Ig kappa chain V-III region CLL OS=Homo sapiens PE=1 SV=2 KV308_HUMAN 14 kDa 2 19%
684 Ig kappa chain V-1V region Len OS=Homo sapiens PE=1 SV=2 KV402_HUMAN 13 kDa 3 30%
685 Kyphoscoliosis peptidase OS=Homo sapiens GN=KY PE=1 SV=2 KY _HUMAN 64 kDa 2 1.60%
686 Ig lambda-2 chain C regions OS=Homo sapiens GN=IGLC2 PE=1 SV=1 LAC2_HUMAN 11 kDa 10 93%
687 Ig lambda-7 chain C region OS=Homo sapiens GN=IGLC7 PE=1 SV=2 LAC7_HUMAN 11 kDa 3 79%
688 Alpha-lactalbumin OS=Homo sapiens GN=LALBA PE=1 SV=1 LALBA HUMAN 16 kDa 16 80%
689 Laminin subunit beta-2 OS=Homo sapiens GN=LAMB2 PE=1 SV=2 LAMB2_HUMAN 196 kDa 2 1.30%
690 Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 LAMC1_HUMAN 178 kDa 4 4.40%
691 Ié)ﬁgicirl&;lfs;%fieg \r/n:e;nbrane glycoprotein 1 OS=Homo sapiens LAMPI HUMAN 45 kDa 4 8.60%
692 Ia}ﬁgiczn&?;ssgfieg \r/n:ezmbrane glycoprotein 2 OS=Homo sapiens LAMP2_HUMAN 45 kDa 5 4.10%
693 LanC-like protein 1 OS=Homo sapiens GN=LANCLI PE=1 SV=1 LANC1_HUMAN 45 kDa 4 12%
694 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 LASP1_HUMAN 30 kDa 11 34%
695 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 LDHA_ HUMAN 37 kDa 8 30%
696 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 LDHB_HUMAN 37 kDa 20 64%
697 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 LEG1_HUMAN 15 kDa 5 41%
698 Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=5 LEG3_HUMAN 26 kDa 5 23%
699 Galectin-3-binding protein OS=Homo sapiens GN=LGALS3BP PE=1 SV=1 LG3BP_HUMAN 65 kDa 21 41%
700 Legumain OS=Homo sapiens GN=LGMN PE=1 SV=1 LGMN_HUMAN 49 kDa 11 30%
701 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 LGUL_HUMAN 21 kDa 5 28%
T i roP O IO | L x| k0w |2 |1
703 Ié}{\?iiolr;gl ;}cgf]hgil/sze;(:h()leswry] ester hydrolase OS=Homo sapiens LICH HUMAN 45 kDa 5 6.80%
704 Lipoprotein lipase OS=Homo sapiens GN=LPL PE=1 SV=1 LIPL HUMAN 53 kDa 16 37%
705 (P}l;t:e}iz;?;iljlf?ténlgpfgc:ti)rszsitzylhydrolase IB subunit alpha OS=Homo sapiens LISI_HUMAN 47 kDa 7 21%
706 Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 LKHA4 HUMAN 69 kDa 19 35%
707 Protein ERGIC-53 OS=Homo sapiens GN=LMAN1 PE=1 SV=2 LMAN1_HUMAN 58 kDa 6 17%
708 ;/Eszlfuslit; :irlltegral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 LMAN2_HUMAN 40 kDa 5 530%
709 Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 LMNA_HUMAN 74 kDa 2 3.00%
710 ]}:]E;ic]lrgs{;i(:zh repeat-containing protein 26 OS=Homo sapiens GN=LRRC26 LRC26 HUMAN 35 kDa 4 15%
711 Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 LRC47 HUMAN 63 kDa 5 4.60%

PE=1 SV=1
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Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens o
712 GN=LRRFIP1 PE=1 SV=2 LRRF1_HUMAN 89 kDa 4 5.10%
713 Isdip;ziysm—stlmulated lipoprotein receptor OS=Homo sapiens GN=LSR PE=1 LSR_HUMAN 71 kDa 1 20%
Latent-transforming growth factor beta-binding protein 1 OS=Homo sapiens o
714 GN=LTBP] PE=1 SV=4 LTBP1_HUMAN 187 kDa 8 6.00%
Latent-transforming growth factor beta-binding protein 4 OS=Homo sapiens o
715 GN=LTBP4 PE=1 SV=2 LTBP4_HUMAN 173 kDa 3 3.00%
716 Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 LUM_HUMAN 38 kDa 9 34%
717 Ig lambda chain V-I region HA OS=Homo sapiens PE=1 SV=1 LV102_HUMAN 12 kDa 2 23%
718 Ig lambda chain V-I region NEW OS=Homo sapiens PE=1 SV=1 LV103_HUMAN 11 kDa 2 26%
719 Ig lambda chain V-I region NIG-64 OS=Homo sapiens PE=1 SV=1 %_*_\;';04_HUMAN 11 kDa 2 19%
720 Ig lambda chain V-I region NEWM OS=Homo sapiens PE=1 SV=1 LV105_HUMAN 11 kDa 3 22%
721 Ig lambda chain V-II region TRO OS=Homo sapiens PE=1 SV=1 LV204_HUMAN 12 kDa 3 28%
722 Ig lambda chain V-III region SH OS=Homo sapiens PE=1 SV=1 LV301_HUMAN 11 kDa 3 34%
723 Ig lambda chain V-III region LOI OS=Homo sapiens PE=1 SV=1 LV302 HUMAN 12 kDa 4 46%
724 Ig lambda chain V-VIregion SUT OS=Homo sapiens PE=1 SV=1 LV603_HUMAN 12 kDa 4 37%
725 Lymphocyte antigen 96 OS=Homo sapiens GN=LY96 PE=1 SV=2 LY%9%6_ HUMAN 19 kDa 3 22%
726 Lysosomal alpha-glucosidase OS=Homo sapiens GN=GAA PE=1 SV=4 LYAG_HUMAN 105 kDa 4 7.00%
727 Tyrosine-protein kinase Lyn OS=Homo sapiens GN=LYN PE=1 SV=3 LYN_HUMAN 59 kDa 3 5.10%
728 Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLAI PE=1 SV=1 LYPA1 _HUMAN 25 kDa 6 34%
729 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=1 SV=I LYPA2 HUMAN 25 kDa 4 19%
730 Lyfi/PLA[_JR domain-containing protein 3 OS=Homo sapiens GN=LYPD3 LYPD3 HUMAN 36 kDa 6 23%
PE=1 SV=2 -
731 Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 LYSC_HUMAN 17 kDa 14 71%
732 Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 LZIC_HUMAN 21 kDa 2 8.90%
Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA OS=Homo sapiens o
733 GN=MANIAI PE=1 SV=3 MAIA1_HUMAN 73 kDa 13 21%
734 Alpha-mannosidase 2 OS=Homo sapiens GN=MAN2AI PE=1 SV=2 MA2A1_HUMAN 131 kDa 7 6.60%
735 Lysosomal alpha-mannosidase OS=Homo sapiens GN=MAN2B1 PE=1 SV=3 MA2B1_HUMAN 114 kDa 10 11%
736 Epididymis-specific alpha-mannosidase OS=Homo sapiens GN=MAN2B2 MA2B2 HUMAN 114 kDa 3 4.10%
PE=1 SV=4 -
737 Maleylacetoacetate isomerase OS=Homo sapiens GN=GSTZ1 PE=1 SV=3 MAAI HUMAN 24 kDa 2 11%
Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens o
738 GN=MACF] PE=1 SV=4 MACF1_HUMAN 838 kDa 2 0.26%
739 Beta-mannosidase OS=Homo sapiens GN=MANBA PE=1 SV=3 MANBA_HUMAN | 101 kDa 16 22%
740 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=1 MAOX_HUMAN 64 kDa 8 17%
Mpyristoylated alanine-rich C-kinase substrate OS=Homo sapiens o
741 GN=MARCKS PE=1 SV=4 MARCS_HUMAN | 32 kDa 9 39%
742 | Matrilin-2 OS=Homo sapiens GN=MATN2 PE=1 SV=4 MATN2_HUMAN | 107 kDa 14 17%
743 Matrilin-3 OS=Homo sapiens GN=MATN3 PE=1 SV=2 MATN3_HUMAN 53 kDa 17 50%
744 | Myelin basic protein OS=Homo sapiens GN=MBP PE=1 SV=3 MBP_HUMAN 33 kDa 2 15%
745 lgfllezl%nant T cell-amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 MCTS1 _HUMAN 21 kDa 5 20%
746 lgflle:z::e dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 MDHC_HUMAN 36 kDa 16 45%
747 ];/I\:/il:a;e dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 MDHM_HUMAN 36 kDa 3 15%
748 LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 MESD_HUMAN 26 kDa 3 11%
749 lg/I‘;:t:h]yltransferase-hke protein 7A OS=Homo sapiens GN=METTL7A PE=1 MET7A_HUMAN 28 kDa 2 1%
S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens o
750 GN=MAT2A PE=I SV=1 METK2 _HUMAN 44 kDa 2 6.10%
751 Lactadherin OS=Homo sapiens GN=MFGES8 PE=1 SV=2 MFGM_HUMAN 43 kDa 27 79%
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Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase o
752 OS=Homo sapiens GN=MGAT1 PE=2 SV=2 MGATI_HUMAN >1 kDa 2 3.60%
753 gd\?flnoma inhibitory activity protein 3 OS=Homo sapiens GN=MIA3 PE=1 MIA3 HUMAN 214 kDa 3 230%
Multiple inositol polyphosphate phosphatase 1 OS=Homo sapiens o
754 GN=MINPP! PE=1 SV=1 MINP1_HUMAN 55 kDa 5 11%
755 Midkine OS=Homo sapiens GN=MDK PE=1 SV=1 MK _HUMAN 16 kDa 3 25%
756 1;/[\1/23gen—act1vated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 MKO1 HUMAN 41 kDa 3 9.40%
757 Igdéti)lgen—actlvated protein kinase 13 OS=Homo sapiens GN=MAPK13 PE=1 MK13 HUMAN 42 kDa 4 12%
758 Mygsm regulatory light chain 12A OS=Homo sapiens GN=MYLI12A PE=1 ML12A HUMAN 20 kDa 6 40%
Sv=2 (+1)
759 Matrilysin OS=Homo sapiens GN=MMP7 PE=1 SV=1 MMP7_HUMAN 30 kDa 2 8.20%
760 | Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 MOES_HUMAN 68 kDa 31 52%
Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens o
761 GN=MAP2K1 PE=] SV=2 MP2K1_HUMAN 43 kDa 5 13%
762 Mannose-6-phosphate isomerase OS=Homo sapiens GN=MPI PE=1 SV=2 MPI_HUMAN 47 kDa 3 7.10%
Cation-independent mannose-6-phosphate receptor OS=Homo sapiens o
763 GN=IGF2R PE=1 SV=3 MPRI_HUMAN 274 kDa 11 5.70%
764 Macrophage mannose receptor 1 OS=Homo sapiens GN=MRCI1 PE=1 SV=1 MRC1_HUMAN 166 kDa 85 56%
765 MARCKS-related protein OS=Homo sapiens GN=MARCKSLI1 PE=1 SV=2 MRP_HUMAN 20 kDa 5 60%
766 %/Elzltfdg/g: rlesmtance—assocmted protein 7 OS=Homo sapiens GN=ABCC10 MRP7 _HUMAN 162 kDa 2 1.90%
Mitochondrial peptide methionine sulfoxide reductase OS=Homo sapiens o
767 | GNOMSRA PRl SV-1 MSRA_HUMAN | 26 kDa 4 20%
768 g;l;lezthyl-S -thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 MTAP_HUMAN 31 kDa 3 379
769 Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 MTPN_HUMAN 13 kDa 2 21%
770 Mucin-1 OS=Homo sapiens GN=MUCI1 PE=1 SV=3 MUC1_HUMAN 122 kDa 9 8.50%
771 Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 | MUC18_HUMAN 72 kDa 2 4.00%
772 Mucin-20 OS=Homo sapiens GN=MUC20 PE=1 SV=3 MUC20_HUMAN 72 kDa 4 7.90%
773 Mucin-4 OS=Homo sapiens GN=MUC4 PE=1 SV=4 MUC4_HUMAN 232 kDa 23 16%
774 Ig mu heavy chain disease protein OS=Homo sapiens PE=1 SV=1 MUCB_HUMAN 43 kDa 2 50%
775 Mucin-like protein 1 OS=Homo sapiens GN=MUCL1 PE=1 SV=1 MUCL1_HUMAN 9 kDa 2 18%
776 Js)\llpzhlosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 MVDI_HUMAN 43 kDa 6 19%
777 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 MYH9 HUMAN 227 kDa 31 19%
778 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 MYL6_ HUMAN 17 kDa 9 66%
779 Myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 MYO1C_HUMAN 122 kDa 5 5.10%
780 Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 MYOF_HUMAN 235 kDa 5 2.60%
N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens o
781 GN=NAA15 PE=1 SV=1 NAAI15_HUMAN 101 kDa 2 2.90%
Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens o
782 GN=NACA PE=1 SV=1 NACA_HUMAN 23 kDa 5 29%
Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens o
783 GN=QPRT PE=1 SV=3 NADC_HUMAN 31 kDa 3 11%
784 | N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 NAGK_HUMAN 37 kDa 6 24%
785 I;;Ec:oltnsle\l/rillde phosphoribosyltransferase OS=Homo sapiens GN=NAMPT NAMPT HUMAN 56 kDa 2 67%
786 N-acetyltransferase 10 OS=Homo sapiens GN=NAT10 PE=1 SV=2 NAT10_ HUMAN 116 kDa 2 2.40%
Non-specific cytotoxic cell receptor protein 1 homolog OS=Homo sapiens o
787 | GNANCCRP PR] SVo1 NCRPI_HUMAN | 31kDa 2 18%
788 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NMEI PE=1 SV=1 NDKA HUMAN 17 kDa 6 70%
789 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 NDKB HUMAN 17 kDa 10 65%
790 Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=1 NDRGI_HUMAN 43 kDa 6 24%
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791 Protein NDRG2 OS=Homo sapiens GN=NDRG2 PE=1 SV=2 NDRG2 HUMAN 41 kDa 6 20%
792 Protein NDRG3 OS=Homo sapiens GN=NDRG3 PE=1 SV=2 NDRG3_HUMAN 41 kDa 2 8.50%
Bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 1 OS=Homo o
793 | Capiens GN-NDST] PE~1 SV~1 NDSTI_HUMAN | 101 kDa 5 6.50%
794 Nebulin OS=Homo sapiens GN=NEB PE=1 SV=4 NEBU_HUMAN 773 kDa 2 0.39%
795 Neudesin OS=Homo sapiens GN=NENF PE=1 SV=1 NENF_HUMAN 19 kDa 2 11%
796 Neogenin OS=Homo sapiens GN=NEO1 PE=1 SV=2 NEO1_HUMAN 160 kDa 3 2.70%
797 Sialidase-1 OS=Homo sapiens GN=NEU1 PE=1 SV=1 NEUR1_HUMAN 45 kDa 12 33%
798 Neuroserpin OS=Homo sapiens GN=SERPINI1 PE=1 SV=1 NEUS_HUMAN 46 kDa 6 19%
799 Is\I\e/igophll gelatinase-associated lipocalin OS=Homo sapiens GN=LCN2 PE=1 NGAL_HUMAN 23 kDa 5 14%
800 IS\I\I;Ijlrepeat—contalmng protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 NHLC2 HUMAN 79 kDa 5 8.00%
Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens o
801 GN=SLC9A3R] PE=1 SV=4 NHRF1_HUMAN 39 kDa 19 60%
Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens o
802 GN=SLC9A3R2 PE=1 SV=2 NHRF2_HUMAN 37 kDa 4 15%
803 Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=2 NIBL1_HUMAN 83 kDa 13 22%
804 | Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=3 NID1_HUMAN 136 kDa 8 7.40%
805 Omega-amidase NIT2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 NIT2_ HUMAN 31 kDa 5 23%
806 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 NLTP_HUMAN 59 kDa 10 17%
807 Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 NMT! HUMAN 57 kDa 4 12%
PE=1 SV=2 -
808 Nucleolar protein 3 OS=Homo sapiens GN=NOL3 PE=1 SV=1 NOL3_HUMAN 24 kDa 2 8.20%
809 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5 ?‘gi\d O1_HUMAN 134 kDa 5 4.80%
310 IS\I\ljilfosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 NPILI_HUMAN 45 kDa 5 29%
311 Is\l\l;::lleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP114 PE=1 NPIL4 HUMAN 43 kDa 5 15%
812 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=1 NPC2_HUMAN 17 kDa 7 62%
Neural proliferation differentiation and control protein 1 OS=Homo sapiens o
813 GN=NPDCI PE=] SV=2 NPDC1_HUMAN 35kDa 2 12%
814 Nephronectin OS=Homo sapiens GN=NPNT PE=2 SV=3 NPNT_HUMAN 62 kDa 8 14%
Sodium-dependent phosphate transport protein 2B OS=Homo sapiens o
815 GN=SLC34A2 PE=] SV=3 NPT2B_HUMAN 76 kDa 6 8.10%
Ribosyldihydronicotinamide dehydrogenase [quinone] OS=Homo sapiens o
816 GN=NQO2 PE=1 SV=5 NQO2_HUMAN 26 kDa 4 17%
817 Neuropilin-1 OS=Homo sapiens GN=NRP1 PE=1 SV=3 NRP1_HUMAN 103 kDa 10 15%
818 Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 NSF_HUMAN 83 kDa 2 3.10%
819 NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 NSFIC_HUMAN 41 kDa 7 26%
820 ; ]-Er;u]clse\c;t:iase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 NT5DI_HUMAN 52 kDa 5 6.20%
821 Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=1 NTF2_HUMAN 14 kDa 3 24%
Cytosolic Fe-S cluster assembly factor NUBP1 OS=Homo sapiens o
822 | S NUBPI PE-1 SV NUBPI_HUMAN | 35kDa 2 8.10%
823 Nucleobindin-1 OS=Homo sapiens GN=NUCBI1 PE=1 SV=4 NUCB1_HUMAN 54 kDa 35 70%
824 Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=2 NUCB2_HUMAN 50 kDa 27 60%
825 Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 NUDC_HUMAN 38 kDa 3 11%
826 ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 NUDT5_HUMAN 24 kDa 4 22%
827 Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=1 SV=2 NXP20_HUMAN 61 kDa 3 5.90%
828 Occludin OS=Homo sapiens GN=OCLN PE=1 SV=I OCLN_HUMAN 59 kDa 4 9.20%
829 Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 OLA1l_HUMAN 45 kDa 3 8.80%
830 | Olfactomedin-4 OS=Homo sapiens GN=OLFM4 PE=1 SV=1 OLFM4_HUMAN 57 kDa 11 22%
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831 Protein OS-9 OS=Homo sapiens GN=0S9 PE=1 SV=1 0S9_HUMAN 76 kDa 14 25%
832 Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=1 OSBP1_HUMAN 89 kDa 5 6.40%
833 Oniostatlf-M-spemﬁc receptor subunit beta OS=Homo sapiens GN=OSMR OSMR_HUMAN 111 kDa 7 750%
PE=1 SV=1
834 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=2 OSTF1_HUMAN 24 kDa 2 14%
835 Osteopontin OS=Homo sapiens GN=SPP1 PE=1 SV=1 OSTP_HUMAN 35kDa 16 59%
836 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 OTUB1_HUMAN 31 kDa 4 19%
837 gc\:/n:nle/threomne—protem kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 OXSR1_HUMAN 58 kDa 3 720%
Phosphoinositide-3-kinase-interacting protein 1 OS=Homo sapiens o
838 GN=PIK3IP1 PE=] SV=2 P3IP1_HUMAN 28 kDa 5 21%
Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens o
839 GN=PAFAHIB2 PE=] SV=1 PA1B2 HUMAN 26 kDa 3 22%
Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens
840 GN=PAFAHIB3 PE=] SV=1 PA1B3_HUMAN 26 kDa 2 7.80%
841 g\r/o:uzp 3 secretory phospholipase A2 OS=Homo sapiens GN=PLA2G3 PE=1 PA2G3 HUMAN 57kDa 3 770%
342 g$£§eratlon—a55001ated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 PA2G4 HUMAN 44 kDa 10 31%
843 Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 | PABPI_HUMAN 71 kDa 19 34%
844 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 | PABP4 HUMAN 71 kDa 2 15%
Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo o
845 sapiens GN=PACSIN2 PE=1 SV=2 PACN2_HUMAN 56 kDa 3 5.80%
Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo o
846 | (apiens GN-PACSIN3 PE~I SV-2 PACN3_HUMAN | 48 kDa 2 5.40%
847 Ph(isphofgrm acidic cluster sorting protein 1 OS=Homo sapiens GN=PACS1 PACS] HUMAN 105 kDa 5 3.10%
PE=1 SV=2 -
848 Protein-arginine deiminase type-2 OS=Homo sapiens GN=PADI2 PE=1 SV=2 | PADI2_ HUMAN 76 kDa 2 3.90%
849 Group XV phospholipase A2 OS=Homo sapiens GN=PLA2G15 PE=1 SV=2 PAG15_HUMAN 47 kDa 2 5.60%
Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens o
850 | GNLPAIP] PEo1 SV PAIP1_HUMAN 54 kDa 7 14%
Plasminogen activator inhibitor I RNA-binding protein OS=Homo sapiens o
851 GN=SERBPI PE=1 SV=2 PAIRB_ HUMAN 45 kDa 5 15%
852 gs;ge/threonme-protem kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 PAK2_ HUMAN 58 kDa 5 1%
853 gslrl:nle/threonme-protem kinase PAK 4 OS=Homo sapiens GN=PAK4 PE=1 PAK4 HUMAN 64 kDa 5 420%
854 Paralemmin-3 OS=Homo sapiens GN=PALM3 PE=1 SV=2 PALM3_HUMAN 72 kDa 2 3.70%
855 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 PARK7_HUMAN 20 kDa 16 83%
856 g%rﬁgnje cell protein 4-like protein 1 OS=Homo sapiens GN=PCP4L1 PE=2 PC4LI_HUMAN 7 kDa 5 329,
857 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 PCBP1_HUMAN 37 kDa 11 42%
858 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 PCBP2_HUMAN 39 kDa 3 23%
859 Pr0follagin C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PCOC1 HUMAN 48 kDa 5 580%
PE=1 SV=2 -
860 Lysosomal Pro-X carboxypeptidase OS=Homo sapiens GN=PRCP PE=1 SV=1 | PCP_HUMAN 56 kDa 2 6.20%
361 Eg)flrosti;r; 1convertase subtilisin/kexin type 6 OS=Homo sapiens GN=PCSK6 PCSK6 HUMAN 106 kDa 5 3.00%
362 ﬁ]tah:a;losl%rzllne-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PCY2 HUMAN 44 kDa 6 19%
363 gg):glrasni/n:;d cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PDC6I HUMAN 96 kDa 24 27%
864 Programmed cell death protein 4 OS=Homo sapiens GN=PDCD4 PE=1 SV=2 PDCD4_HUMAN 52 kDa 6 15%
865 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 PDCD5_HUMAN 14 kDa 4 38%
866 Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 PDIA1_HUMAN 57 kDa 34 66%
867 Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 PDIA3_HUMAN 57 kDa 25 47%
868 Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 PDIA4 HUMAN 73 kDa 13 21%
869 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 PDIA6_ HUMAN 48 kDa 4 12%
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870 PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIMS5 PE=1 SV=5 PDLIS_HUMAN 64 kDa 4 11%
871 Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=1 PDXK HUMAN 35kDa 10 31%
872 Podocalyxin-like protein 2 OS=Homo sapiens GN=PODXL2 PE=1 SV=1 PDXL2 HUMAN 65 kDa 2 3.60%
873 PDZK-interacting protein 1 OS=Homo sapiens GN=PDZK1IP1 PE=1 SV=1 PDZ11 HUMAN 12 kDa 2 26%
374 /S%\s/ti(;cytlc phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 PEAIS HUMAN 15 kDa 4 45%
875 llzg(islplsli;lilgllethanolamlne-blndmg protein 1 OS=Homo sapiens GN=PEBP1 PEBP1_HUMAN 71 kDa 12 83%
376 glé(islp)gi;fgllethanolamlne—bmdmg protein 4 OS=Homo sapiens GN=PEBP4 PEBP4 HUMAN 26 kDa 5 7.90%
377 ls)gtzrzent epithelium-derived factor OS=Homo sapiens GN=SERPINF1 PE=1 PEDF_HUMAN 46 kDa 16 46%
878 Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 PEPD_HUMAN 55 kDa 2 3.70%
879 Periplakin OS=Homo sapiens GN=PPL PE=1 SV=4 PEPL_HUMAN 205 kDa 2 1.30%
880 Lactoperoxidase OS=Homo sapiens GN=LPO PE=1 SV=2 PERL HUMAN 80 kDa 31 50%
881 Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 PFD2_HUMAN 17 kDa 3 23%
882 Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 PFD3_HUMAN 23 kDa 2 13%
883 Prefoldin subunit 5 OS=Homo sapiens GN=PFDNS5 PE=1 SV=2 PFD5_HUMAN 17 kDa 3 33%
884 Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=1 PFD6_ HUMAN 15 kDa 3 14%
885 Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 PGAM1_HUMAN 29 kDa 12 60%
Basement membrane-specific heparan sulfate proteoglycan core protein o
886 0OS=Homo sapiens GN=HSPG2 PE=1 SV=4 PGBM_HUMAN 469 kDa 3 0.91%
887 ls’ie/ls:r?a glutamate carboxypeptidase OS=Homo sapiens GN=PGCP PE=1 PGCP_HUMAN 52 kDa 9 25%
888 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 PGK1_HUMAN 45 kDa 28 73%
889 Phosphoglucomutase-1 OS=Homo sapiens GN=PGM1 PE=1 SV=3 PGM1_HUMAN 61 kDa 33 70%
890 Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 PGM2_HUMAN 68 kDa 13 25%
Membrane-associated progesterone receptor component 1 OS=Homo sapiens o
891 GN=PGRMC1 PE=] SV=3 PGRC1_HUMAN 22 kDa 3 17%
892 T}\)I]::a:cletg\l/nlliramoyl-L-alamne amidase OS=Homo sapiens GN=PGLYRP2 PGRP2_ HUMAN 62 kDa 5 13%
893 é‘\‘/ l;]l)a phosphohistidine phosphatase OS=Homo sapiens GN=PHPT1 PE=1 PHP14 HUMAN 14 kDa 3 26%
894 11;;;11111-Sét\-/zirz)ha-carb1n01am1ne dehydratase OS=Homo sapiens GN=PCBD1 PHS_HUMAN 12 kDa 7 64%
Phosphatidylinositol-5-phosphate 4-kinase type-2 gamma OS=Homo sapiens o
895 | GNoPIPAKAC PE—] SV-3 PI42C_HUMAN 47 kDa 4 12%
396 Ps’il/o:sghatldylmosnol 4-kinase alpha OS=Homo sapiens GN=PI4KA PE=1 P4KA HUMAN 231 kDa 5 3.90%
897 gsllzglerlc immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 PIGR_HUMAN 83 kDa 55 71%
Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens o
898 | GN=PCMTI Phol SV—4 PIMT_HUMAN 25kDa 7 35%
899 Prolactin-inducible protein OS=Homo sapiens GN=PIP PE=1 SV=1 PIP._ HUMAN 17 kDa 7 57%
Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens o
900 GN=PITPNA PE=] SV=2 PIPNA_HUMAN 32 kDa 6 25%
Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens o
901 GN=PITPNB PE=] SV=2 PIPNB_HUMAN 32kDa 3 13%
902 Pirin OS=Homo sapiens GN=PIR PE=1 SV=1 PIR_HUMAN 32 kDa 4 16%
903 I;]T :H1 domain-containing protein 1 OS=Homo sapiens GN=PITHD1 PE=1 PITHI HUMAN 24 kDa 5 13%
904 lglxl]()zsghohpase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 PLAP_HUMAN 37 kDa 5 430%
905 Putative phospholipase B-like 2 OS=Homo sapiens GN=PLBD2 PE=1 SV=2 PLBL2 HUMAN 65 kDa 6 11%
1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase gamma-2 o
906 OS=Homo sapiens GN=PLCG2 PE=1 SV=4 PLCG2_HUMAN 148 kDa 2 1.20%
907 Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 PLEC_HUMAN 532 kDa 3 0.90%
908 Perilipin-2 OS=Homo sapiens GN=PLIN2 PE=1 SV=2 PLIN2_HUMAN 48 kDa 29 75%
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909 Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 PLIN3_  HUMAN 47 kDa 27 86%
910 Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 PLMN_HUMAN 91 kDa 23 33%
Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens o
911 | GNoPLODI PE=T SVar PLODI_HUMAN | 84 kDa 16 27%
Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens o
912 | GNoPLOD? PE=1 SVo3 PLOD2_ HUMAN | 85kDa 5 7.30%
Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3 OS=Homo sapiens o
913 GN=PLOD3 PE=1 SV=1 PLOD3_HUMAN 85 kDa 5 9.30%
914 | Plastin-1 OS=Homo sapiens GN=PLS1 PE=1 SV=2 PLSI_ HUMAN 70 kDa 4 10%
915 Plastin-2 OS=Homo sapiens GN=LCP1 PE=1 SV=6 PLSL HUMAN 70 kDa 21 42%
916 Phospholipid transfer protein OS=Homo sapiens GN=PLTP PE=1 SV=1 PLTP_HUMAN 55 kDa 11 25%
917 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 PMM2 HUMAN 28 kDa 6 26%
918 IS\I\l;:;);nate phosphoribosyltransferase OS=Homo sapiens GN=NAPRT1 PE=1 PNCB_HUMAN 58 kDa 9 23%
919 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 PNPH_HUMAN 32 kDa 18 74%
920 Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 PODXL HUMAN 59 kDa 8 14%
921 Serum paraoxonase/arylesterase 1 OS=Homo sapiens GN=PON1 PE=1 SV=3 PON1_HUMAN 40 kDa 9 29%
922 Periostin OS=Homo sapiens GN=POSTN PE=1 SV=2 POSTN_HUMAN 93 kDa 4 7.30%
Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo o
923 sapiens GN=PPP1CB PE=1 SV=3 PP1B_HUMAN 37 kDa 7 32%
924 IIZg)Zteilré \p;llolsphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PPIR7 HUMAN 42 kDa 9 29%
Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform o
925 0OS=Homo sapiens GN=PPP2CA PE=1 SV=1 PP2AA_HUMAN 36 kDa 2 6.10%
Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform o
926 0OS=Homo sapiens GN=PPP3CB PE=1 SV=2 PP2BB_HUMAN 39 kDa 2 3.40%
Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens o
927 GN=ACP1 PE=1 SV=3 PPAC_HUMAN 18 kDa 3 22%
928 Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 PPCE_HUMAN 81 kDa 3 6.20%
929 Ps’l\lfo:sghopantothenate--cysteme ligase OS=Homo sapiens GN=PPCS PE=1 PPCS_HUMAN 34 kDa 3 9.00%
930 Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=2 PPGB_HUMAN 54 kDa 4 11%
931 g?ilzdyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 PPIA_HUMAN 18 kDa 15 82%
932 PS’?:tlzdyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 PPIB_HUMAN 24 kDa 14 559,
933 Ps’s;):tlldyl-prolyl cis-trans isomerase C OS=Homo sapiens GN=PPIC PE=1 PPIC_HUMAN 23 kDa 5 24%
934 Protein phosphatase 1 A OS=Homo sapiens GN=PPM1A PE=1 SV=1 PPM1A_HUMAN 42 kDa 4 11%
935 gs;lznle/threonme-protem phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 PPPS_HUMAN 57 kDa 3 6.80%
936 | Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=1 PPT1_HUMAN 34 kDa 4 14%
937 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 PRDX1 HUMAN 22 kDa 13 61%
938 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 PRDX2 HUMAN 22 kDa 9 48%
939 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 PRDX4 HUMAN 31 kDa 5 31%
940 Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDXS5 PE=1 SV=4 PRDX5_HUMAN 22 kDa 8 48%
941 Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 PRDX6_HUMAN 25 kDa 17 76%
942 Major prion protein OS=Homo sapiens GN=PRNP PE=1 SV=1 PRIO_HUMAN 28 kDa 2 8.30%
943 Prolactin OS=Homo sapiens GN=PRL PE=1 SV=1 PRL_HUMAN 26 kDa 2 11%
944 Vitamin K-dependent protein C OS=Homo sapiens GN=PROC PE=1 SV=1 PROC_HUMAN 52 kDa 3 7.60%
945 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 PROF1_HUMAN 15 kDa 12 91%
946 Prominin-1 OS=Homo sapiens GN=PROM1 PE=1 SV=1 PROM1_HUMAN 97 kDa 13 19%
947 Prominin-2 OS=Homo sapiens GN=PROM2 PE=1 SV=1 PROM2_HUMAN 92 kDa 11 18%
948 Vitamin K-dependent protein S OS=Homo sapiens GN=PROS1 PE=1 SV=1 PROS_HUMAN 75 kDa 3 3.40%
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Proline synthase co-transcribed bacterial homolog protein OS=Homo sapiens o
949 | CNSPROSC PE—1 SV-1 PROSC_HUMAN | 30kDa 4 17%
950 lsl\l?i);e—phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 PRPS2 HUMAN 35 kDa 14 50%
951 Protein PRRC1 OS=Homo sapiens GN=PRRC1 PE=1 SV=1 PRRC1_HUMAN 47 kDa 4 9.70%
952 égszpl)rotease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 PRSI0 HUMAN 44 kDa 3 8.00%
953 Serine protease 23 OS=Homo sapiens GN=PRSS23 PE=1 SV=1 PRS23 HUMAN 43 kDa 2 6.30%
954 égszgrotease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 PRS6A_HUMAN 49 kDa ] 21%
955 égszgrotease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 PRS6B_HUMAN 47 kDa 6 14%
956 268 protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 | PRS7 HUMAN 49 kDa 8 22%
957 268 protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 | PRS8§ HUMAN 46 kDa 8 26%
958 Prostasin OS=Homo sapiens GN=PRSS8 PE=1 SV=1 PRSS8 HUMAN 36 kDa 2 6.10%
959 ls’l\llr;nznymn—sensnlve aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 PSA_HUMAN 103 kDa 15 19%
960 Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 PSA1_HUMAN 30 kDa 12 46%
961 Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 PSA2 HUMAN 26 kDa 9 50%
962 Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 PSA3_HUMAN 28 kDa 11 35%
963 Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 PSA4 HUMAN 29 kDa 10 49%
964 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMAS5 PE=1 SV=3 PSA5_HUMAN 26 kDa 8 42%
965 Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 PSA6_ HUMAN 27 kDa 8 36%
966 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 PSA7_HUMAN 28 kDa 12 56%
967 Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMBI1 PE=1 SV=2 PSB1_HUMAN 26 kDa 10 51%
968 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 PSB2 HUMAN 23 kDa 7 39%
969 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 PSB3_HUMAN 23 kDa 9 47%
970 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 PSB4 HUMAN 29 kDa 7 38%
971 Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMBS5 PE=1 SV=3 PSB5_HUMAN 28 kDa 2 7.60%
972 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 PSB6_HUMAN 25 kDa 4 17%
973 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 PSB7_HUMAN 30 kDa 5 19%
974 Proteasome subunit beta type-8 OS=Homo sapiens GN=PSMB8 PE=1 SV=3 PSB8_HUMAN 30 kDa 5 21%
975 Proteasome subunit beta type-9 OS=Homo sapiens GN=PSMB9 PE=1 SV=2 PSB9 HUMAN 23 kDa 2 8.70%
268 proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens o
976 | GNoPSMDI1 PE=1 SV=3 PSDI1_HUMAN | 47kDa 7 18%
268 proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens o
977 | GNoPSMD12 PE=1 SV=3 PSDI2_ HUMAN | 53kDa 5 12%
268 proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens o
978 | GN-PSMD13 PE] SV-2 PSD13_HUMAN | 43kDa 6 17%
268 proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens o
979 GN=PSMD7 PE=1 SV=2 PSD7_HUMAN 37 kDa 5 16%
268 proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens o
980 GN=PSMD14 PE=1 SV=1 PSDE_HUMAN 35kDa 2 4.50%
268 proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens o
981 GN=PSMDI PE=1 SV=2 PSMD1_HUMAN 106 kDa 14 20%
268 proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens o
982 | C\PSMD2 PEoT SV-3 PSMD2_HUMAN | 100 kDa 8 12%
268 proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens o
983 GN=PSMD3 PE=1 SV=2 PSMD3_HUMAN 61 kDa 5 10%
268 proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens o
984 GN=PSMD4 PE=1 SV=1 PSMD4_HUMAN 41 kDa 3 9.50%
268 proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens o
985 | GNoPSMDS PE-1 SV—3 PSMD5_HUMAN | 56 kDa 5 13%
268 proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens o
986 | N-PSMD6 PE=1 SV—1 PSMD6_HUMAN | 46 kDa 4 12%
987 268 proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens PSMD8_HUMAN 40 kDa 5 16%

GN=PSMD8 PE=1 SV=2
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988 lgz?ielasome activator complex subunit 1 OS=Homo sapiens GN=PSMEI PE=1 PSMEI_HUMAN 29 kDa 16 550,
989 ls)i(/)izasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 PSME2_HUMAN 27 kDa 10 41%
990 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=2 | PSMF1_HUMAN 30 kDa 4 18%
991 g$ielasome assembly chaperone 1 OS=Homo sapiens GN=PSMG1 PE=1 PSMGI_HUMAN 33 kDa 5 10%
992 Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 PTGR1_HUMAN 36 kDa 11 37%
993 ls);\ilritlhyroid hormone-related protein OS=Homo sapiens GN=PTHLH PE=1 PTHR_HUMAN 20 kDa 6 379
994 Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=2 PTMA_HUMAN 12 kDa 2 22%
995 Z?\r]if;ggr;gziggffogi/i ghosphatase 2A activator OS=Homo sapiens PTPA_HUMAN 41 kDa 4 1%
996 lligiiptso\r/—gépe tyrosine-protein phosphatase F OS=Homo sapiens GN=PTPRF PTPRF HUMAN 213 kDa 12 9.00%
997 g;ielptso\r/-i);pe tyrosine-protein phosphatase eta OS=Homo sapiens GN=PTPRJ PTPRJ HUMAN 146 kDa 3 2.50%
998 Rngng?}r)-};yg% ;Eyi(;sisn\f/:-:grotein phosphatase kappa OS=Homo sapiens PTPRK_HUMAN 162 kDa 5 4.10%
999 g]l;tj;lvsev p:efmdyl—tRNA hydrolase PTRHD1 OS=Homo sapiens GN=PTRHD1 PTRDI HUMAN 16 kDa 5 49%
1000 érliltllgc[;ig}a;Elirling\llsi:olsynthetic protein adenosine-3 OS=Homo sapiens PUR2_HUMAN 108 kDa 10 16%
1001 | Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 PUR6_HUMAN 47 kDa 7 16%
1002 Ellafll?cstl\(;igl purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PUR9 HUMAN 65 kDa 6 12%
1003 g]raa:nlscsrip;ii;nal activator protein Pur-alpha OS=Homo sapiens GN=PURA PURA_HUMAN 35 kDa 3 13%
1004 /Q\d]ilgylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 PURA2_HUMAN 50 kDa 3 830%
1005 | Peroxidasin homolog OS=Homo sapiens GN=PXDN PE=1 SV=2 PXDN_HUMAN 165 kDa 4 4.30%
1006 S\l/y:c;)gen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 PYGB_HUMAN 97 kDa 31 4%
1007 S\l/y:c;)gen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 PYGL_HUMAN 97 kDa 20 3294
1008 | Pregnancy zone protein OS=Homo sapiens GN=PZP PE=1 SV=4 PZP_HUMAN 164 kDa 14 17%
1009 | Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 QOR_HUMAN 35 kDa 4 16%
1010 | Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP5313 PE=1 SV=2 QORX_HUMAN 36 kDa 3 12%
1011 S\l;xztelminyl-peptide cyclotransferase OS=Homo sapiens GN=QPCT PE=1 QPCT HUMAN 41 kDa 5 8.00%
1012 | Sulfhydryl oxidase 1 OS=Homo sapiens GN=QSOX1 PE=1 SV=3 QSOX1_HUMAN 83 kDa 43 56%
1013 | Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 RAB10_HUMAN 23 kDa 5 34%
1014 | Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 RAB14_HUMAN 24 kDa 7 53%
1015 | Ras-related protein Rab-18 OS=Homo sapiens GN=RABI18 PE=1 SV=1 RAB18_HUMAN 23 kDa 10 59%
1016 | Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 RABIA_HUMAN 23 kDa 16 75%
1017 | Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 RAB1B_HUMAN 22 kDa 6 66%
1018 | Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=3 RAB21_HUMAN 24 kDa 8 35%
1019 | Ras-related protein Rab-25 OS=Homo sapiens GN=RAB25 PE=1 SV=2 RAB25_HUMAN 23 kDa 4 23%
1020 | Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 RAB2A_HUMAN 24 kDa 8 45%
1021 | Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=1 RAB35_HUMAN 23 kDa 2 26%
1022 | Ras-related protein Rab-3D OS=Homo sapiens GN=RAB3D PE=1 SV=1 RAB3D HUMAN 24 kDa 4 28%
1023 | Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 RABSA_HUMAN 24 kDa 4 42%
1024 | Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 RABS5SB_HUMAN 24 kDa 9 54%
1025 | Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 RAB5C_HUMAN 23 kDa 5 48%
1026 | Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 RAB6A_HUMAN 24 kDa 4 25%
1027 | Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 RAB7A_HUMAN 23 kDa 12 61%
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1028 | Ras-related protein Rab-8 A OS=Homo sapiens GN=RABSA PE=1 SV=1 RABSA HUMAN 24 kDa 5 36%
1029 gélzhilz;r\;itzinoic acid-binding protein 1 OS=Homo sapiens GN=CRABP1 RABPI_HUMAN 16 kDa 5 46%
1030 g;lilil;;r\;itzinoic acid-binding protein 2 OS=Homo sapiens GN=CRABP2 RABP2_ HUMAN 16 kDa 7 47%
1031 ?Es;{e;t/e:dlC3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 RACI_HUMAN 71 kDa 7 31%
1032 | DNA repair protein RAD50 OS=Homo sapiens GN=RADS50 PE=1 SV=1 RAD50_HUMAN 154 kDa 2 1.50%
1033 | Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 RADI_HUMAN 69 kDa 16 37%
1034 | Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=1 RALB_HUMAN 23 kDa 5 28%
1035 | GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 RAN_HUMAN 24 kDa 4 21%
1036 g;i-lspse\ji:ﬁlc GTPase-activating protein OS=Homo sapiens GN=RANBP1 RANG HUMAN 23 kDa 2 16%
1037 | Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 RAPIB_HUMAN 21 kDa 9 51%
1038 | Ras-related protein Rap-2c OS=Homo sapiens GN=RAP2C PE=1 SV=1 RAP2C_HUMAN 21 kDa 2 11%
1039 | GTPase KRas OS=Homo sapiens GN=KRAS PE=1 SV=1 RASK_HUMAN 22 kDa 2 12%
1040 | Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 RB11B_HUMAN 24 kDa 10 46%
1041 | Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 RCN1_HUMAN 39 kDa 3 12%
1042 gx :}){(X%Zr; ie]p;egi li)rgsi:nl RAD23 homolog A OS=Homo sapiens RD23A_HUMAN 40 kDa 3 18%
1043 gxf}’;i%‘;;gggifrg{fg RAD23 homolog B OS=Homo sapiens RD23B_HUMAN | 43 kDa 11 33%
1044 g;;/:e;{sllaocnlzn;élillné \c/};slteme-rlch protein with Kazal motifs OS=Homo sapiens RECK_HUMAN 106 kDa 3 3.40%
1045 lsl\e/c:egtor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 REEPS_HUMAN 21 kDa 3 10%
1046 | Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 | RENT1_HUMAN 124 kDa 3 2.60%
1047 | Retinol-binding protein 1 OS=Homo sapiens GN=RBP1 PE=1 SV=2 RET1_HUMAN 16 kDa 6 58%
1048 | Retinol-binding protein 4 OS=Homo sapiens GN=RBP4 PE=1 SV=3 RET4_HUMAN 23 kDa 3 15%
1049 | GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 RHEB_HUMAN 20 kDa 2 11%
1050 }S{{}i 1GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 RHGOI HUMAN 50 kDa 5 750%
1051 [S{i}ci 3GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 RHG18_HUMAN 75 kDa 1 379,
1052 | Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 RHOA_HUMAN 22 kDa 9 50%
1053 | Ribonuclease inhibitor OS=Homo sapiens GN=RNHI PE=1 SV=2 RINI_HUMAN 50 kDa 16 50%
1054 g;t:irllosi(\i;i:nlducible serine carboxypeptidase OS=Homo sapiens GN=SCPEP1 RISC_HUMAN 51 kDa 16 40%
1055 | 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 RL10A_HUMAN 25 kDa 4 23%
1056 | 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 RL23_HUMAN 15 kDa 2 20%
1057 | 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 RL3_HUMAN 46 kDa 2 3.70%
1058 | 608 ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 RL34_HUMAN 13 kDa 2 13%
1059 | 608 ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 RL4_HUMAN 48 kDa 4 11%
1060 lSJ\b/i:q;itin-6OS ribosomal protein L40 OS=Homo sapiens GN=UBAS52 PE=1 gL;;OiHUMAN 15 kDa 5 38%
1061 | 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 RL6_HUMAN 33 kDa 3 14%
1062 | 60S acidic ribosomal protein PO OS=Homo sapiens GN=RPLP0O PE=1 SV=1 RLAO_HUMAN 34 kDa 5 24%
1063 | 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1 RLA2 HUMAN 12 kDa 3 38%
1064 | Ribonuclease 4 OS=Homo sapiens GN=RNASE4 PE=1 SV=3 RNAS4_HUMAN 17 kDa 6 44%
1065 | Ribonuclease T2 OS=Homo sapiens GN=RNASET2 PE=1 SV=2 RNT2_HUMAN 29 kDa 7 29%
1066 Z}I:Irzilgfgr%téi:nlksir{i; transmembrane receptor ROR2 OS=Homo sapiens ROR2_HUMAN 105 kDa 5 2.00%
1067 | Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 RRAS_HUMAN 23 kDa 4 21%
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1068 | Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 RRAS2 HUMAN 23 kDa 2 17%
1069 | Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 RRBP1_HUMAN 152 kDa 32 22%
1070 | 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 RS12 HUMAN 15 kDa 4 39%
1071 | 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 RS13_HUMAN 17 kDa 2 16%
1072 | 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 RS16_ HUMAN 16 kDa 2 12%
1073 | 40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 RS18 HUMAN 18 kDa 3 19%
1074 | 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 RS2_HUMAN 31 kDa 4 12%
1075 | 40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=1 RS28 HUMAN 8 kDa 2 33%
1076 | 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 RS3_HUMAN 27 kDa 2 7.00%
1077 | 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 RS3A_HUMAN 30 kDa 2 8.30%
1078 | 40S ribosomal protein S5 OS=Homo sapiens GN=RPSS5 PE=1 SV=4 RS5 HUMAN 23 kDa 2 14%
1079 | 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 RS7_HUMAN 22 kDa 2 10%
1080 | 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 RSSA_HUMAN 33 kDa 3 9.20%
1081 | Protein S100-B OS=Homo sapiens GN=S100B PE=1 SV=2 S100B_ HUMAN 11 kDa 2 33%
1082 | Protein S100-A1 OS=Homo sapiens GN=S100A1 PE=1 SV=2 S10A1_HUMAN 11 kDa 4 49%
1083 | Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=1 S10A6_ HUMAN 10 kDa 2 17%
1084 | Protein S100-A8 OS=Homo sapiens GN=S100A8 PE=1 SV=1 S10A8_HUMAN 11 kDa 2 25%
1085 | Protein S100-A9 OS=Homo sapiens GN=S100A9 PE=1 SV=1 S10A9_HUMAN 13 kDa 3 32%
1086 | Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 S10AB_HUMAN 12 kDa 7 58%
1087 | Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=1 S10AD_HUMAN 11 kDa 6 49%
1088 | Protein S100-A14 OS=Homo sapiens GN=S100A14 PE=1 SV=1 S10AE_HUMAN 12 kDa 3 34%
1089 | Protein S100-A16 OS=Homo sapiens GN=S100A16 PE=1 SV=1 S10AG_HUMAN 12 kDa 4 42%
1090 PGl]l\tfitls\f Cs;)éixlln(l)-;%lflleéi élj;tral amino acid transporter 10 OS=Homo sapiens S38AA_HUMAN 120 kDa 11 14%
1091 | Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=1 SV=2 SAA_HUMAN 14 kDa 3 41%
1092 | Serum amyloid A-4 protein OS=Homo sapiens GN=SAA4 PE=1 SV=2 SAA4_HUMAN 15 kDa 3 22%
1093 | Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 SAHH _HUMAN 48 kDa 13 35%
1094 Ps’l\l;itzive adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SAHH2_HUMAN 59 kDa 3 7.40%
1095 | Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=2 SAMP_HUMAN 25 kDa 2 11%
1096 | Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=2 SAP_HUMAN 58 kDa 26 56%
1097 | Ganglioside GM2 activator OS=Homo sapiens GN=GM2A PE=1 SV=4 SAP3_HUMAN 21 kDa 5 29%
1098 | GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 SARIA_HUMAN 22 kDa 7 47%
1099 | GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 SAR1B_HUMAN 22 kDa 2 29%
1100 Z—Tz\ilc:}g {ﬁt}}_/{ z;)c;:i ;yggljfe thioesterase, medium chain OS=Homo sapiens SAST HUMAN 30 kDa D 55,
1101 IS{‘i}J:():ome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SBDS_HUMAN 29 kDa 3 10.00%
1102 | Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=2 SBP1_HUMAN 52 kDa 26 62%
1103 ;/\e/s:izle—trafﬁcking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SC22B_HUMAN 25 4Da 3 13%
1104 | Protein transport protein Sec23B OS=Homo sapiens GN=SEC23B PE=1 SV=2 | SC23B_HUMAN 86 kDa 3 4.60%
1105 | Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 | SC31A_HUMAN 133 kDa 3 3.60%
1106 g;czllfg$ii domain-containing protein 1 OS=Homo sapiens GN=SCFDI SCFDI_HUMAN 72 kDa 3 6.90%
1107 | Secernin-3 OS=Homo sapiens GN=SCRN3 PE=1 SV=1 SCRN3_HUMAN 49 kDa 2 4.20%
1108 | Syndecan-2 OS=Homo sapiens GN=SDC2 PE=1 SV=2 SDC2_HUMAN 22 kDa 3 15%
1109 | Syndecan-4 OS=Homo sapiens GN=SDC4 PE=1 SV=2 SDC4_HUMAN 22 kDa 5 33%
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1110 | Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=1 SDCB1_HUMAN 32 kDa 8 40%
1111 | Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 SEC13_HUMAN 36 kDa 2 7.50%
1112 | Selenoprotein M OS=Homo sapiens GN=SELM PE=1 SV=3 SELM_HUMAN 16 kDa 3 30%
1113 | Semaphorin-4B OS=Homo sapiens GN=SEMA4B PE=1 SV=3 SEM4B_HUMAN 92 kDa 4 4.20%
1114 | Selenoprotein P OS=Homo sapiens GN=SEPP1 PE=1 SV=3 SEPP1_HUMAN 43 kDa 6 16%
1115 | Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 SEPT2_ HUMAN 41 kDa 2 5.80%
1116 | Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 SEPT9_HUMAN 65 kDa 2 3.20%
117 ]S){;;zhosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SERA_HUMAN 57 kDa 14 30%
1118 | Secreted frizzled-related protein 1 OS=Homo sapiens GN=SFRP1 PE=1 SV=1 SFRP1_HUMAN 35kDa 2 7.00%
Small glutamine-rich tetratricopeptide repeat-containing protein alpha o
119 OS=Homo sapiens GN=SGTA PE=1 SV=1 SGTA_HUMAN 34kDa 2 7.70%
1120 | SH3 domain-binding protein 4 OS=Homo sapiens GN=SH3BP4 PE=1 SV=1 SH3B4 HUMAN 107 kDa 3 3.70%
SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens o
1121 GN=SH3BGRL PE=1 SV=1 SH3L1_HUMAN 13 kDa 2 19%
SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens o
1122 GN=SH3BGRL3 PE=1 SV=1 SH3L3_HUMAN 10 kDa 3 40%
1123 | Sex hormone-binding globulin OS=Homo sapiens GN=SHBG PE=1 SV=2 SHBG_HUMAN 44 kDa 5 16%
1124 | Shootin-1 OS=Homo sapiens GN=KIAA1598 PE=1 SV=4 SHOT1 _HUMAN 72 kDa 10 13%
Tyrosine-protein phosphatase non-receptor type substrate 1 OS=Homo sapiens o
1125 GN=SIRPA PE=] SV=2 SHPS1_HUMAN 55 kDa 9 21%
1126 | Sialate O-acetylesterase OS=Homo sapiens GN=SIAE PE=1 SV=1 SIAE_ HUMAN 58 kDa 9 18%
1127 | Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 SIAS HUMAN 40 kDa 12 36%
1128 | Nucleotide exchange factor SIL1 OS=Homo sapiens GN=SIL1 PE=1 SV=1 SIL1_HUMAN 52 kDa 16 38%
1129 | S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 | SKP1 HUMAN 19 kDa 4 25%
1130 2513;210-111«: serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SLK_HUMAN 143 kDa 3 230%
131 g\lf):lgal-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SNAA_HUMAN 33 kDa 3 14%
132 S{a/r:;na-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SNAG_HUMAN 35 kDa 5 7 40%
Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens o
1133 GN=SNDI PE=1 SV=1 SND1_HUMAN 102 kDa 7 9.20%
1134 Szfnjftosomal-assomated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SNP23 HUMAN 23 kDa 12 69%
1135 giffn:af)tosomal-assomated protein 29 OS=Homo sapiens GN=SNAP29 PE=1 SNP29 HUMAN 29 kDa 3 13%
1136 | Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 SNX12_HUMAN 20 kDa 3 30%
1137 | Sorting nexin-9 OS=Homo sapiens GN=SNX9 PE=1 SV=1 SNX9_HUMAN 67 kDa 2 4.40%
1138 | Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 SODC_HUMAN 16 kDa 7 53%
1139 Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 SODE HUMAN 26 kDa 6 30%
PE=1 SV=2 -
1140 | Sortilin OS=Homo sapiens GN=SORT1 PE=1 SV=3 SORT _HUMAN 92 kDa 6 7.80%
1141 Sclfrostlnﬁdomam—contammg protein 1 OS=Homo sapiens GN=SOSTDCl1 SOSD1 HUMAN 23 kDa 5 339
PE=1 Sv=2 -
1142 | Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 SPB6_HUMAN 43 kDa 5 16%
1143 | Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 SPEE_ HUMAN 34 kDa 2 4.60%
1144 | Kunitz-type protease inhibitor I OS=Homo sapiens GN=SPINT1 PE=1 SV=2 SPIT1_HUMAN 58 kDa 17 32%
1145 | Kunitz-type protease inhibitor 2 OS=Homo sapiens GN=SPINT2 PE=1 SV=2 SPIT2_ HUMAN 28 kDa 3 15%
1146 | Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=1 SPRE_HUMAN 28 kDa 3 19%
1147 | SPARC-like protein 1 OS=Homo sapiens GN=SPARCL1 PE=1 SV=2 SPRL1_HUMAN 75 kDa 2 3.60%
1148 | Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 SPSY_HUMAN 41 kDa 7 20%
1149 | Spectrin alpha chain, brain OS=Homo sapiens GN=SPTANI PE=1 SV=3 SPTA2_HUMAN 285 kDa 4 2.40%
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1150 | Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 SRC8_HUMAN 62 kDa 9 16%
1151 252;1 recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SRP09 HUMAN 10 kDa 5 229
1152 }S)}Eg:'{ll Sr::/czozgnmon particle 14 kDa protein OS=Homo sapiens GN=SRP14 SRP14 HUMAN 15 kDa 2 20%
1153 E%pzpzressor of tumorigenicity 14 protein OS=Homo sapiens GN=ST14 PE=1 ST14 HUMAN 95 kDa 9 14%
Signal transducer and activator of transcription 5SA OS=Homo sapiens o
1154 GN=STAT5A PE=1 SV=1 STASA_ HUMAN 91 kDa 11 15%
Signal transducer and activator of transcription 3 OS=Homo sapiens o
1155 GN=STAT3 PE=1 SV=2 STAT3_HUMAN 88 kDa 3 6.40%
Double-stranded RNA-binding protein Staufen homolog 1 OS=Homo sapiens o
1156 GN=STAU1 PE=] SV=2 STAU1_HUMAN 63 kDa 4 8.10%
1157 | Stanniocalcin-1 OS=Homo sapiens GN=STC1 PE=1 SV=1 STC1_HUMAN 28 kDa 3 11%
1158 | Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 STIP1_HUMAN 63 kDa 21 40%
1159 | Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=1 | STK24 HUMAN 49 kDa 3 8.80%
1160 | Serine/threonine-protein kinase 3 OS=Homo sapiens GN=STK3 PE=1 SV=2 STK3_HUMAN 56 kDa 8 18%
1161 ll;lgy:ﬂllrg;:/y:tg band 7 integral membrane protein OS=Homo sapiens GN=STOM STOM_HUMAN 32 kDa 9 45%
Serine-threonine kinase receptor-associated protein OS=Homo sapiens o
162 | TR Ap PE-1 SVl STRAP_HUMAN | 38kDa 3 9.40%
1163 | Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 STX12_HUMAN 32 kDa 2 8.70%
1164 | Syntaxin-3 OS=Homo sapiens GN=STX3 PE=1 SV=3 STX3_HUMAN 33 kDa 7 21%
1165 | Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=1 STXB1_HUMAN 68 kDa 9 18%
1166 | Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 STXB2 _HUMAN 66 kDa 26 51%
1167 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 SUGT1 HUMAN 41 kDa 3 7 40%
PE=1 SV=3 =
1168 | Extracellular sulfatase Sulf-2 OS=Homo sapiens GN=SULF2 PE=1 SV=1 SULF2_HUMAN 100 kDa 5 5.90%
1169 | Sulfatase-modifying factor 2 OS=Homo sapiens GN=SUMF2 PE=1 SV=2 SUMF2_HUMAN 34 kDa 4 18%
1170 gr\l;ilzl ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SUMO2_HUMAN 11 kDa 5 23%
171 /S\\I;il%/l-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SYAC_HUMAN 107 kDa ] 10%
172 /S\\s/p:azrtyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SYDC_HUMAN 57 kDa ] 17%
173 ]SB{/ﬁ:nSlctlonal aminoacyl-tRNA synthetase OS=Homo sapiens GN=EPRS PE=1 SYEP_HUMAN 171 kDa 13 15%
1174 ?Eezliylsa\l/a;lgl-tRNA synthetase alpha chain OS=Homo sapiens GN=FARSA SYFA HUMAN 58 kDa 5 470%
1175 Pheinylalailyl-tRNA synthetase beta chain OS=Homo sapiens GN=FARSB SYFB HUMAN 66 kDa 6 920%
PE=1 SV=3 -
1176 | Glycyl-tRNA synthetase OS=Homo sapiens GN=GARS PE=1 SV=3 SYG_HUMAN 83 kDa 8 9.50%
177 Is-l\lfilgyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SYHC_HUMAN 57 kDa 7 15%
1178 Iss\(;lze;lcyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SYIC_HUMAN 145 kDa 3 2.90%
1179 | Lysyl-tRNA synthetase OS=Homo sapiens GN=KARS PE=1 SV=3 SYK HUMAN 68 kDa 8 15%
1130 Ié:;l:z}]l_tRNA synthetase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SYLC_HUMAN 134 kDa 5 530%
1181 ﬁéﬁrasg\l/iy]l_tRNA synthetase, cytoplasmic OS=Homo sapiens GN=NARS SYNC_HUMAN 63 kDa 3 17%
1182 | Glutaminyl-tRNA synthetase OS=Homo sapiens GN=QARS PE=1 SV=1 SYQ_HUMAN 88 kDa 7 10%
1183 g\rfgzlgyl—tRNA synthetase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SYRC_HUMAN 75 kDa 9 15%
1184 gs]rzl;RNA synthetase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SYSC_HUMAN 59 kDa 7 14%
1185 "gq]rjgnyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SYTC _HUMAN 83 kDa 14 19%
1186 | Valyl-tRNA synthetase OS=Homo sapiens GN=VARS PE=1 SV=4 SYVC_HUMAN 140 kDa 7 7.00%
1187 Tryptophanyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=WARS SYWC HUMAN 53 kDa 16 41%

PE=1 SV=2
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1188 "&;ris‘yl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SYYC _HUMAN 59 kDa 7 14%
1189 g;iilimembrane protein 132A OS=Homo sapiens GN=TMEM132A PE=2 T132A_ HUMAN 110 kDa 4 5.80%
1190 ”é":i/nzd;m C2 domains nuclear protein OS=Homo sapiens GN=TC2N PE=1 TAC2N_HUMAN 55 kDa 4 9.60%
1191 él&rrzl?:(s:ssoTcg;eg E?illciglgzs}ignal transducer 2 OS=Homo sapiens TACD2 HUMAN 36 kDa 3 12%
1192 | Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 TAGL2_HUMAN 22 kDa 10 55%
1193 | Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 TALDO_HUMAN 38 kDa 9 28%
1194 girlriznze/threonine-protein kinase TAO3 OS=Homo sapiens GN=TAOK3 PE=1 TAOK3 HUMAN 105 kDa 2 1.90%
1195 | Taxl-binding protein 1 OS=Homo sapiens GN=TAX1BP1 PE=1 SV=2 TAXB1 _HUMAN 91 kDa 2 2.40%
1196 | Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1 TBA1IB_HUMAN 50 kDa 11 34%
1197 | Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 TBB5_HUMAN 50 kDa 12 32%
1198 g\]?;gzl domain family member 24 OS=Homo sapiens GN=TBC1D24 PE=1 TBC24_HUMAN 63 kDa 3 720%
1199 | Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 TBCA_HUMAN 13 kDa 7 38%
1200 | Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 TBCD_HUMAN 133 kDa 2 1.80%
1201 | TBCI1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 | TBCD4_HUMAN 147 kDa 2 2.10%
1202 | Transcobalamin-1 OS=Homo sapiens GN=TCN1 PE=1 SV=2 TCO1_HUMAN 48 kDa 16 42%
1203 | T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 TCPA_HUMAN 60 kDa 20 42%
1204 | T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 TCPB_HUMAN 57 kDa 17 41%
1205 | T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 TCPD_HUMAN 58 kDa 10 28%
1206 ;‘:}::rlnplex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 TCPE_HUMAN 60 kDa 14 339
1207 ;‘;;::Tplex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 TCPG_HUMAN 61 kDa 17 379
1208 | T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 TCPH_HUMAN 59 kDa 15 36%
1209 | T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 TCPQ_HUMAN 60 kDa 25 47%
1210 | T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 | TCPZ HUMAN 58 kDa 14 33%
1211 "g;lilTlationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 TCTP_HUMAN 20 kDa 5 3294
1212 "é";x;izozr domain-containing protein 6 OS=Homo sapiens GN=TDRD6 PE=2 TDRD6_HUMAN 237 kDa 5 0.62%
1213 | Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 TEBP_HUMAN 19 kDa 3 23%
1214 | Tenascin OS=Homo sapiens GN=TNC PE=1 SV=3 TENA_HUMAN 241 kDa 95 56%
1215 glr:‘ajlsitsign::j endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP TERA_HUMAN 39 kDa 37 47%
1216 | Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=3 TETN_HUMAN 23 kDa 5 34%
1217 | Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 TFG_HUMAN 43 kDa 5 13%
1218 Zﬁis;%r;nérﬁ% g;}(;\;vtlhsf\a/c:tgr beta receptor type 3 OS=Homo sapiens TGBR3_HUMAN 94 kDa 7 10%
1219 g;i:?forming growth factor beta-2 OS=Homo sapiens GN=TGFB2 PE=1 TGFB2_ HUMAN 48 kDa 5 430%
1220 éﬁi?ggl%g%o:ﬂl( 1sn\t]e:g2ral membrane protein 2 OS=Homo sapiens TGON2_HUMAN 51 kDa 12 28%
1221 | Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=2 THBG_HUMAN 46 kDa 9 22%
1222 g\c/e:t%/l—COA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 THIC_HUMAN 41 kDa 13 550,
1223 é-‘l;itzoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 THIK_HUMAN 44 kDa 5 6.40%
1224 | Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 THIO_HUMAN 12 kDa 6 54%
1225 | Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 THRB_HUMAN 70 kDa 19 42%
1226 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 THTM_HUMAN 33 kDa 5 740%

Sv=3
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1227 giffriime-protem kinase receptor Tie-1 OS=Homo sapiens GN=TIE1 PE=1 TIEI_HUMAN 125 kDa 2 1.40%
1228 Retinoic eic1d receptor responder protein I OS=Homo sapiens GN=RARRES1 TIGI HUMAN 33 kDa 2 750%
PE=2 SV=2 -
1229 | Metalloproteinase inhibitor 1 OS=Homo sapiens GN=TIMP1 PE=1 SV=1 TIMP1_HUMAN 23 kDa 6 42%
1230 | Metalloproteinase inhibitor 4 OS=Homo sapiens GN=TIMP4 PE=1 SV=1 TIMP4 _HUMAN 26 kDa 4 22%
1231 | T-cell immunomodulatory protein OS=Homo sapiens GN=ITFG1 PE=1 SV=1 TIP_HUMAN 68 kDa 4 9.20%
1232 | Titin OS=Homo sapiens GN=TTN PE=1 SV=2 TITIN. HUMAN 3816 kDa 2 0.04%
1233 | Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 TKT_HUMAN 68 kDa 21 47%
1234 | Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 TLN1_HUMAN 270 kDa 18 9.50%
1235 | Toll-like receptor 2 OS=Homo sapiens GN=TLR2 PE=1 SV=1 TLR2_ HUMAN 90 kDa 15 23%
1236 | TOMI-like protein 1 OS=Homo sapiens GN=TOM1L1 PE=1 SV=2 TMIL1_HUMAN 53 kDa 2 4.60%
1237 ;‘{?:;membrane channel-like protein 5 OS=Homo sapiens GN=TMCS5 PE=2 TMC5_HUMAN 115 kDa 6 8.30%
1238 | Thymosin beta-4-like protein 3 OS=Homo sapiens GN=TMSL3 PE=2 SV=1 ;l;l\;[)s L3_HUMAN 5kDa 2 41%
Tumor necrosis factor ligand superfamily member 10 OS=Homo sapiens o
1239 GN=TNFSF10 PE=1 SV=1 TNF10_ HUMAN 33 kDa 6 21%
Tumor necrosis factor ligand superfamily member 13 OS=Homo sapiens o
1240 GN=TNFSF13 PE=] SV=1 TNF13_HUMAN 27 kDa 5 16%
1241 | Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 TNPO1_HUMAN 102 kDa 3 4.50%
1242 | Transportin-2 OS=Homo sapiens GN=TNPO2 PE=1 SV=3 TNPO2_HUMAN 101 kDa 2 3.60%
1243 | Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=1 TOLIP_ HUMAN 30 kDa 3 11%
1244 | Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=2 TOM1_HUMAN 54 kDa 5 12%
1245 | Tumor protein D52 OS=Homo sapiens GN=TPD52 PE=1 SV=2 TPD52_HUMAN 24 kDa 38%
1246 | Tumor protein D53 OS=Homo sapiens GN=TPD52L1 PE=1 SV=1 TPD53_HUMAN 22 kDa 3 15%
1247 | Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=2 TPIS_ HUMAN 27 kDa 17 84%
1248 | Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 TPM1_HUMAN 33 kDa 3 18%
1249 | Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=1 TPM3_HUMAN 33 kDa 4 25%
1250 | Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 TPM4_HUMAN 29 kDa 18 49%
1251 | Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=2 TPP1_HUMAN 61 kDa 4 15%
Tumor necrosis factor receptor superfamily member 11B OS=Homo sapiens o
1252 GN=TNFRSFI 1B PE=] SV=3 TR11B_HUMAN 46 kDa 18 51%
1253 | Serotransferrin OS=Homo sapiens GN=TF PE=1 SV=3 TRFE_HUMAN 77 kDa 47 62%
1254 | Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=6 TRFL_HUMAN 78 kDa 84 88%
1255 gl/ii)gedoxm reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 TRXR1 HUMAN 71 kDa 9 13%
1256 | Trypsin-1 OS=Homo sapiens GN=PRSS1 PE=1 SV=1 TRY1_HUMAN 27 kDa 3 15%
1257 "é"kx]rilgr susceptibility gene 101 protein OS=Homo sapiens GN=TSG101 PE=1 TS101_HUMAN 44 kDa 5 4.40%
1258 | Translin OS=Homo sapiens GN=TSN PE=1 SV=1 TSN_HUMAN 26 kDa 7 30%
1259 | Tetraspanin-6 OS=Homo sapiens GN=TSPAN6 PE=1 SV=I TSN6_ HUMAN 28 kDa 2 10%
1260 | Tetraspanin-9 OS=Homo sapiens GN=TSPAN9 PE=1 SV=1 TSN9_HUMAN 27 kDa 3 15%
1261 | Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=1 TSNAX_HUMAN 33 kDa 3 20%
1262 | Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 TSP1_HUMAN 129 kDa 36 35%
1263 | Thrombospondin-3 OS=Homo sapiens GN=THBS3 PE=1 SV=1 TSP3_HUMAN 104 kDa 3 3.20%
1264 | Thrombospondin-4 OS=Homo sapiens GN=THBS4 PE=1 SV=2 TSP4_HUMAN 106 kDa 3 4.30%
Thiosulfate sulfurtransferase/rhodanese-like domain-containing protein 1 o
1265 OS=Homo sapiens GN=TSTD1 PE=1 SV=3 TSTDI_HUMAN 13 kDa 2 19%
1266 | Transthyretin OS=Homo sapiens GN=TTR PE=1 SV=1 TTHY_HUMAN 16 kDa 11 73%
1267 | Protein tweety homolog 3 OS=Homo sapiens GN=TTYH3 PE=1 SV=3 TTYH3_HUMAN 58 kDa 2 4.20%
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1268 | Terminal uridylyltransferase 4 OS=Homo sapiens GN=ZCCHC11 PE=1 SV=3 | TUT4 _HUMAN 185 kDa 3 2.70%
1269 | Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 TWF1_HUMAN 40 kDa 6 23%
1270 | Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 TWF2_HUMAN 40 kDa 10 38%
1271 g]l:il:olreg\o/):? domain-containing protein 12 OS=Homo sapiens GN=TXNDC12 TXD12 HUMAN 19 kDa 5 14%
1272 g]l;féeéis):: domain-containing protein 16 OS=Homo sapiens GN=TXNDC16 TXD16_HUMAN 94 kDa 4 570%
1273 g]}éflreg\(;):? domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 TXD17 HUMAN 14 kDa 5 45%
1274 g]lélzolregl\o;:; domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 TXNDS_HUMAN 48 kDa 6 2%
1275 | Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 TXNLI_HUMAN 32kDa 4 24%
1276 | Thymosin beta-10 OS=Homo sapiens GN=TMSB10 PE=1 SV=2 TYB10_ HUMAN 5 kDa 2 50%
1277 | Thymidine phosphorylase OS=Homo sapiens GN=TYMP PE=1 SV=2 TYPH_HUMAN 50 kDa 3 9.30%
1278 ggj—lgsigtylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 UAP1_HUMAN 59 kDa 4 9.40%
1279 ISJ{)]i:quitin-conjugating enzyme E2 D2 OS=Homo sapiens GN=UBE2D2 PE=1 gr]??DZ_HUMAN 17 kDa 2 20%
1280 ISJ\l;i:quitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 UB2L3 HUMAN 18 kDa 6 42%
1281 })J]‘;)i:qluisti\r/l::zonjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V 1 UB2VI_HUMAN 16 kDa 5 349%
1282 gglquulst;r/li;ke modifier-activating enzyme 1 OS=Homo sapiens GN=UBAI UBA1_HUMAN 118 kDa 2% 339
1283 II;IIIEEEDSS\-/a:cztivating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 UBA3_HUMAN 52 kDa 5 8.00%
1284 g]la)iqluisti;l;like modifier-activating enzyme 5 OS=Homo sapiens GN=UBAS UBAS_HUMAN 45 kDa 5 29%
1285 ISJ\‘t;i:q;itin—conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 UBE2K_HUMAN 29 kDa 2 13%
1286 lsJei:q;litin—conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 UBE2N_HUMAN 17 kDa 3 539
1287 Eglquugl\r; :c;rboxyl-tenninal hydrolase 14 OS=Homo sapiens GN=USP14 UBP14_HUMAN 56 kDa 5 14%
1288 g]li)lzq]ugl\r/l :c3arb0xyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 UBP15_HUMAN 112 kDa 3 3.00%
1289 E]E:n:q]ulstir/l :c3arb0xyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 UBP47 HUMAN 157 kDa 4 2.60%
1290 lSJ\t;i:qzuitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 UBP5_HUMAN 96 kDa 7 1%
1291 | Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=2 UBQL1_HUMAN 63 kDa 3 10%
1292 | E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 UBR4_HUMAN 574 kDa 5 1.10%
1293 g;ﬁgg?{ iz;rl;(g(z}-tse\r}iilnal hydrolase isozyme L3 OS=Homo sapiens UCHL3_HUMAN 26 kDa 5 27%
1294 Ubiquitin-fold modifier-conjugating enzyme 1 OS=Homo sapiens GN=UFC1 UFC1 HUMAN 19 kDa 5 10%
PE=1 SV=3 =

1295 | Ubiquitin-fold modifier I OS=Homo sapiens GN=UFM1 PE=1 SV=I UFM1_HUMAN 9 kDa 4 68%
1296 ggiﬁgg}sf fg;llay:c;);ér\(;t:e;n glucosyltransferase 1 OS=Homo sapiens UGGGI_HUMAN 177 kDa 5 4.10%
1297 g]::lz’i—gl\l;i(;se—] -phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 UGPA_HUMAN 57 kDa 40 72%
1298 gﬁiérr;?éaglgi:nlogi;l:alctivator surface receptor OS=Homo sapiens UPAR_HUMAN 37 kDa 3 17%
1299 g‘e;llezral vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 USO1_HUMAN 108 kDa 3 9.90%
1300 gic\lsic\l;xrziszo;igield vae;;brane protein-associated protein A OS=Homo sapiens VAPA_HUMAN 28 kDa 5 239
1301 ;7\—;126 proton ATPase subunit S1 OS=Homo sapiens GN=ATP6AP1 PE=1 VASI HUMAN 52 kDa 7 21%
1302 | Vasorin OS=Homo sapiens GN=VASN PE=1 SV=1 VASN_HUMAN 72 kDa 2 4.50%
1303 ;/{a/s:;iilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 VASP_HUMAN 40 kDa 5 6.80%
1304 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens VAT _HUMAN 42 kDa 7 26%

GN=VATI1 PE=1 SV=2
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1305 1\)]];3]1)65 ;\)/rgtzon ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A VATA_HUMAN 68 kDa 3 550%
V-type proton ATPase subunit B, brain isoform OS=Homo sapiens o
1306 GN=ATP6V1B2 PE=1 SV=3 VATB2 HUMAN 57 kDa 4 14%
1307 | Vascular cell adhesion protein 1 OS=Homo sapiens GN=VCAMI1 PE=1 SV=1 VCAMI1_HUMAN | 81kDa 4 6.60%
1308 | Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 VIME_HUMAN 54 kDa 2 4.90%
1309 | Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 VINC_HUMAN 124 kDa 11 12%
1310 1\)/];130;; E;oteln sorting-associated protein 29 OS=Homo sapiens GN=VPS29 VPS29 HUMAN 21 kDa 3 18%
1311 l\nlégiog; B;oteln sorting-associated protein 35 OS=Homo sapiens GN=VPS35 VPS35 HUMAN 92 kDa 7 10%
1312 gggoéir/ E;oteln sorting-associated protein 4B OS=Homo sapiens GN=VPS4B VPS4B_HUMAN 49 kDa 3 7.90%
Putative V-set and immunoglobulin domain-containing protein 6 OS=Homo o
1313 sapiens GN=VSIG6 PE=5 SV=2 VSIG6_ HUMAN 14 kDa 3 18%
V-set domain-containing T-cell activation inhibitor I OS=Homo sapiens o
1314 GN=VTCNI PE=1 SV=1 VTCN1_HUMAN 31 kDa 4 14%
1315 | Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=1 VIDB_HUMAN 53 kDa 30 69%
1316 | Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 VINC_HUMAN 54 kDa 10 32%
von Willebrand factor A domain-containing protein 1 OS=Homo sapiens o
1317 GN=VWA] PE=2 SV=1 VWA1_HUMAN 47 kDa 14 56%
1318 | WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=1 WBP2_HUMAN 28 kDa 4 17%
1319 | WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 WDR1_HUMAN 66 kDa 20 40%
1320 | WD repeat-containing protein 65 OS=Homo sapiens GN=WDR65 PE=2 SV=3 | WDR65 HUMAN 145 kDa 2 1.40%
1321 WAP four-disulfide core domain protein 2 OS=Homo sapiens GN=WFDC2 WEDC2 HUMAN 13 kDa 4 45%
PE=1 SV=2 -
1322 | Xanthine dehydrogenase/oxidase OS=Homo sapiens GN=XDH PE=1 SV=4 XDH_HUMAN 146 kDa 85 75%
1323 | Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 XPO1_HUMAN 123 kDa 2 1.70%
1324 | Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 XPOT_HUMAN 110 kDa 2 2.20%
1325 | Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 XPP1_HUMAN 70 kDa 10 19%
1326 | Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=4 XRP2_HUMAN 40 kDa 3 5.70%
1327 | Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 XYLT1_HUMAN 108 kDa 3 3.00%
1328 Nuflease-fen51t1ve element-binding protein 1 OS=Homo sapiens GN=YBX1 YBOX1 HUMAN 36 kDa 4 20%
PE=1 SV=3 -
1329 | Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 YKT6_HUMAN 22 kDa 9 52%
1330 | Zinc finger protein 804B OS=Homo sapiens GN=ZNF804B PE=1 SV=2 7804B_HUMAN 153 kDa 2 1.10%
1331 | Zinc-alpha-2-glycoprotein OS=Homo sapiens GN=AZGP1 PE=1 SV=2 ZA2G_HUMAN 34 kDa 23 61%
1332 giffn:l(;gen granule protein 16 homolog B OS=Homo sapiens GN=ZG16B PE=1 7G16B_HUMAN 23 kDa 7 49%
1333 Protein Z-dependent protease inhibitor OS=Homo sapiens GN=SERPINA10 7Pl HUMAN 51 kDa 5 590%

PE=1 Sv=1




