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gene protein
CoL4A2 collagen, type IV, alpha 2
RPL12 ribosomal protein L12
HLA-DRB1 major histocompatibility complex, class I, DR beta 1
CAP1 CAP, adenylate cyclase-associated protein 1 (yeast)
AK1 adenylate kinase 1
MXRA7 matrix-remodelling associated 7
PSMD11 proteasome (prosome, macropain) 26S subunit, non-ATPase, 11
NFASC neurofascin
SDPR serum deprivation response
CHCHD4 coiled-coil-helix-coiled-coil-helix domain containing 4
SIRPB1 signal-regulatory protein beta 1
MAN2B2  mannosidase, alpha, class 2B, member 2
I1SOC1 isochorismatase domain containing 1
LRRC49 leucine rich repeat containing 49
B4GALNT2 beta-1,4-N-acetyl-galactosaminyl transferase 2
CACNA2D2 calcium channel, voltage-dependent, alpha 2/delta subunit 2
HSD17B2  hydroxysteroid (17-beta) dehydrogenase 2
PLXDC1 plexin domain containing 1
SEH1L SEH1-like (S. cerevisiae)
gene COL4A2 SDPR HLA-DRB1 PSMD11 LRRC49 PLXDC1
collagen, type IV, serum major proteasome 26S leucine rich plexin domain
rotein alpha 2 deprivation histocompatibilit subunit, non- repeat containing containing 1
P I response y complex, class ATPase, 11 49
I, DR beta 1
Spe;;::’::aw" 133 8 99 10 2 1
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gene protein Spectrum Mill Masacot
COLBA3 collagen, type V1, alpha 3 1419 2126
HBB hemoglobin, beta 609 3405
cL clusterin 266 573
DES desmin 215 186
ATP1A2 ATPase, Na+/K+ transporting, alpha 2 polypeptide 141 180
CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2 128 427
DBN1 drebrin 1 103 700
CA1 carbonic anhydrase | 78 746
EEF1A2 eukaryotic translation elongation factor 1 alpha 2 64 91
TAGLN2 transgelin 2 52 710
MFGES milk fat globule-EGF factor & protein 46 471
HYoU1 hypoxia up-regulated 1 43 624
PPP1CC protein phosphatase 1, catalytic subunit, gamma isozyme 40 712
RPLPO ribosomal protein, large, PO 36 173
CACNA2D1 calcium channel, voltage-dependent, alpha 2/delta subunit 1 31 378
EEF1G eukaryotic translation elongation factor 1 gamma 30 457
RHOB ras homolog family member B 30 244
GNAI3 guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 3 25 210
CNN2 calponin 2 23 150
PSMB9 proteasome subunit, beta type, 9 (large multifunctional peptidase 2) 22 363
GNA11 guanine nucleotide binding protein (G protein), alpha 11 (Gq class) 21 81
MFAP4 microfibrillar-associated protein 4 21 77
S100A8 5100 calcium binding protein A8 21 99
PNMA1 paraneoplastic Ma antigen 1 14 173
CORO1A coronin, actin binding protein, 1A 12 92
CRKL v-crk sarcoma virus CT10 oncogene homolog (avian)-like 12 129
LMANZ2 lectin, mannose-binding 2 12 183
1G) immunoglobulin J polypeptide, linker protein for immunoglobulin alpha and mu polypeptides 11 133
PIP prolactin-induced protein 11 98
ICAM?2 intercellular adhesion molecule 2 9 201
PITPNA phosphatidylinositol transfer protein, alpha 9 68
RCN1 reticulocalbin 1, EF-hand calcium binding domain 9 228
SSR4 signal sequence receptor, delta 9 123
EVL Enah/Vasp-like 7 62
SEC13 SEC13 homolog (S. cerevisiae) 7 98
FCN1 ficolin (collagen/fibrinogen domain containing) 1 6 108
HLA-DPA1 major histocompatibility complex, class Il, DP alpha 1 6 77
SERPINB1 serpin peptidase inhibitor, clade B [ovalbumin), member 1 6 78
COPS8 COP9 constitutive photomorphogenic homolog subunit 8 (Arabidopsis) 5 132
CPM carboxypeptidase M 5 48
EIF5A eukaryotic translation initiation factor 5A 5 75
PRNP prion protein 5 148
SNTB2 syntrophin, beta 2 (dystrophin-associated protein A1, 59kDa, basic component 2) 5 74
RPL11 ribosomal protein L11 4 67
CNN1 calponin 1, basic, smooth muscle 3 97
LCN2 lipocalin 2 3 68
TYMP thymidine phosphorylase 3 58
FAM169A family with sequence similarity 169, member A 2 49
GMPS guanine monphosphate synthetase 2 62
S100A9 $100 calcium binding protein A9 2 149
SUMF1 sulfatase modifying factor 1 2 169
TGFB1 transforming growth factor, beta 1 2 97
MTHED2 methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 2, methenyltetrahydrofolate 1 50
cyclohydrolase
S100A7 5100 calcium binding protein A7 1 59
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gene protein

COL6A3 collagen, type VI, alpha 3

HBB hemoglobin, beta

CLU clusterin

CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2

CAl carbonic anhydrase |

EEF1A2 eukaryotic translation elongation factor 1 alpha 2

TAGLN2 transgelin 2

CACNA2D1 calcium channel, voltage-dependent, alpha 2/delta subunit 1
RHOB ras homolog family member B

GNAI3 guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 3
GNA11l guanine nucleotide binding protein (G protein), alpha 11 (Gq class)
MFAP4 microfibrillar-associated protein 4

S100A8 $100 calcium binding protein A8

LMAN2 lectin, mannose-binding 2

1GJ immunoglobulin J polypeptide, linker protein for immunoglobulin alpha and mu polypeptides
PIP prolactin-induced protein

ICAM2 intercellular adhesion molecule 2

SERPINB1 serpin peptidase inhibitor, clade B (ovalbumin), member 1

CPM carboxypeptidase M

PRNP prion protein

LCN2 lipocalin 2

S100A9 5100 calcium binding protein A9

S100A7 5100 calcium binding protein A7
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gene protein

CLU clusterin

DES desmin

ATP1A2 ATPase, Na+/K+ transporting, alpha 2 polypeptide

CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2

DBN1 drebrin 1

EEF1A2 eukaryotictranslation elongation factor 1 alpha 2

TAGLN2 transgelin2

MFGE8 milk fat globule-EGF factor 8 protein

HYOU1 hypoxia up-regulated 1

PPP1CC protein phosphatase 1, catalytic subunit,gammaisozyme

RPLPO ribosomal protein, large, PO

CACNA2D1  calcium channel,voltage-dependent, alpha 2/delta subunit 1

EEF1G eukaryotictranslation elongation factor 1 gamma

RHOB ras homolog family member B

GNAI3 guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 3
CNN2 calponin 2

PSMB9 proteasome (prosome, macropain) subunit, beta type, 9 (large multifunctional peptidase 2)
GNA11 guanine nucleotide binding protein (G protein), alpha 11 (Gqclass)
MFAP4 microfibrillar-associated protein 4

S100A8 5100 calcium binding protein A8

PNMAL paraneoplastic Ma antigen 1

CORO1A coronin, actin binding protein, 1A

CRKL v-crk sarcoma virus CT10 oncogene homolog (avian)-like

LMAN2 lectin, mannose-binding 2

1GJ immunoglobulinl) polypeptide, linker protein forimmunoglobulin alphaand mu polypeptides
PIP prolactin-induced protein

MYOZ1 myozenin 1

PITPNA phosphatidylinositol transfer protein, alpha

RCN1 reticulocalbin 1, EF-hand calcium binding domain

SSR4 signal sequence receptor, delta

SEC13 SEC13 homolog(S. cerevisiae)

LOH12CR1 loss of heterozygosity, 12, chromosomal region 1

COPS8 COP9 constitutive photomorphogenic homolog subunit 8 (Arabidopsis)
CPM carboxypeptidase M

EIFSA eukaryotictranslation initiation factor 5A

PRNP prion protein

SNTB2 syntrophin, beta 2 (dystrophin-associated protein A1, 59kDa, basiccomponent 2)
RPL11 ribosomal protein L11

CNN1 calponin 1, basic, smooth muscle

LCN2 lipocalin 2

TYMP thymidine phosphorylase

FAM169A family with sequence similarity 169, member A

GMPS guanine monphosphate synthetase

S100A9 5100 calcium binding protein A9

SUMF1 sulfatase modifying factor 1

TGFB1 transforming growth factor, beta 1

MTHFD2 methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 2, methenyltetrahydrofolate cyclohydrolase
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