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Table S1: The full dataset of proteins identified in the SILAC experiment. 

The table summarizes all proteins with at least one quantifiable SILAC pair identified by MaxQuant15 

with corresponding topology predictions by Phobius17. 

Table S1 rev1.xlsx

Dataset S1: Results of proteomics experiment to identify RHBDL2 substrates (Proteator format). 

Please open attachment from the sidebar.
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Proteator


[bookmark: Q86U42] Q86U42 - Polyadenylate-binding protein 2 (PABPN1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NWH9] Q9NWH9 - SAFB-like transcription modulator (SLTM) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q08380] Q08380 - Galectin-3-binding protein (LGALS3BP) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P25391] P25391 - Laminin subunit alpha-1 (LAMA1) 
01,0002,0003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8N2S1] Q8N2S1 - Latent-transforming growth factor beta-binding protein 4 (LTBP4) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P51693] P51693 - Amyloid-like protein 1 (APLP1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12821] P12821 - Angiotensin-converting enzyme (ACE) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00391] O00391 - Sulfhydryl oxidase 1 (QSOX1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P55268] P55268 - Laminin subunit beta-2 (LAMB2) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07942] P07942 - Laminin subunit beta-1 (LAMB1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P62258] P62258 - 14-3-3 protein epsilon (YWHAE) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O94985] O94985 - Calsyntenin-1 (CLSTN1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P16870] P16870 - Carboxypeptidase E (CPE) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q01844] Q01844 - RNA-binding protein EWS (EWSR1) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NHP8] Q8NHP8 - Putative phospholipase B-like 2 (PLBD2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q07954] Q07954 - Prolow-density lipoprotein receptor-related protein 1 (LRP1) 
01,0002,0003,0004,0005,000Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: P51688] P51688 - N-sulphoglucosamine sulphohydrolase (SGSH) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14568] Q14568 - Heat shock protein HSP 90-alpha A2 (HSP90AA2P) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BZM5] Q9BZM5 - NKG2D ligand 2 (ULBP2) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86SR1] Q86SR1 - Polypeptide N-acetylgalactosaminyltransferase 10 (GALNT10) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12805] Q12805 - EGF-containing fibulin-like extracellular matrix protein 1 (EFEMP1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q02952] Q02952 - A-kinase anchor protein 12 (AKAP12) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P14543] P14543 - Nidogen-1 (NID1) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15031] O15031 - Plexin-B2 (PLXNB2) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q24JP5] Q24JP5 - Transmembrane protein 132A (TMEM132A) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q99435] Q99435 - Protein kinase C-binding protein NELL2 (NELL2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08253] P08253 - 72 kDa type IV collagenase (MMP2) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P0DMV9] P0DMV9 - Heat shock 70 kDa protein 1B (HSPA1B) 
0100200300400500600Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q16270] Q16270 - Insulin-like growth factor-binding protein 7 (IGFBP7) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NCH0] Q8NCH0 - Carbohydrate sulfotransferase 14 (CHST14) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P13591] P13591 - Neural cell adhesion molecule 1 (NCAM1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P13798] P13798 - Acylamino-acid-releasing enzyme (APEH) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60243] O60243 - Heparan-sulfate 6-O-sulfotransferase 1 (HS6ST1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P11717] P11717 - Cation-independent mannose-6-phosphate receptor (IGF2R) 
05001,0001,5002,0002,500Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: P20618] P20618 - Proteasome subunit beta type-1 (PSMB1) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P19021] P19021 - Peptidyl-glycine alpha-amidating monooxygenase (PAM) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86VZ4] Q86VZ4 - Low-density lipoprotein receptor-related protein 11 (LRP11) 
0100200300400500Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P06753] P06753 - Tropomyosin alpha-3 chain (TPM3) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12913] Q12913 - Receptor-type tyrosine-protein phosphatase eta (PTPRJ) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P10253] P10253 - Lysosomal alpha-glucosidase (GAA) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P10586] P10586 - Receptor-type tyrosine-protein phosphatase F (PTPRF) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9GZX9] Q9GZX9 - Twisted gastrulation protein homolog 1 (TWSG1) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P20933] P20933 - N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase (AGA) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O43707] O43707 - Alpha-actinin-4 (ACTN4) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P01137] P01137 - Transforming growth factor beta-1 (TGFB1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15041] O15041 - Semaphorin-3E (SEMA3E) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00468] O00468 - Agrin (AGRN) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P52848] P52848 - Bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 1 (NDST1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H9K5] Q9H9K5 - Endogenous retrovirus group MER34 member 1 Env polyprotein (ERVMER34-1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07339] P07339 - Cathepsin D (CTSD) 
0100200300400Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q99574] Q99574 - Neuroserpin (SERPINI1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P28066] P28066 - Proteasome subunit alpha type-5 (PSMA5) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P14868] P14868 - Aspartate--tRNA ligase, cytoplasmic (DARS) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O14818] O14818 - Proteasome subunit alpha type-7 (PSMA7) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q495W5] Q495W5 - Alpha-(1,3)-fucosyltransferase 11 (FUT11) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BTY2] Q9BTY2 - Plasma alpha-L-fucosidase (FUCA2) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UM22] Q9UM22 - Mammalian ependymin-related protein 1 (EPDR1) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00115] O00115 - Deoxyribonuclease-2-alpha (DNASE2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8IV08] Q8IV08 - Phospholipase D3 (PLD3) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P02458] P02458 - Collagen alpha-1(II) chain (COL2A1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P05155] P05155 - Plasma protease C1 inhibitor (SERPING1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92896] Q92896 - Golgi apparatus protein 1 (GLG1) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P22314] P22314 - Ubiquitin-like modifier-activating enzyme 1 (UBA1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P25786] P25786 - Proteasome subunit alpha type-1 (PSMA1) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08865] P08865 - 40S ribosomal protein SA (RPSA) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O94923] O94923 - D-glucuronyl C5-epimerase (GLCE) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5VSG8] Q5VSG8 - Glycoprotein endo-alpha-1,2-mannosidase-like protein (MANEAL) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P36955] P36955 - Pigment epithelium-derived factor (SERPINF1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H4F8] Q9H4F8 - SPARC-related modular calcium-binding protein 1 (SMOC1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q16531] Q16531 - DNA damage-binding protein 1 (DDB1) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P24821] P24821 - Tenascin (TNC) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15232] O15232 - Matrilin-3 (MATN3) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14247] Q14247 - Src substrate cortactin (CTTN) 
0100200300400500Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: Q8WX77] Q8WX77 - Insulin-like growth factor-binding protein-like 1 (IGFBPL1) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HBR0] Q9HBR0 - Putative sodium-coupled neutral amino acid transporter 10 (SLC38A10) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8WVQ1] Q8WVQ1 - Soluble calcium-activated nucleotidase 1 (CANT1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P05156] P05156 - Complement factor I (CFI) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75976] O75976 - Carboxypeptidase D (CPD) 
02004006008001,0001,2001,400Amino acids-1.5-1.0-0.50.00.51.01.5log2(ratio)





[bookmark: Q05707] Q05707 - Collagen alpha-1(XIV) chain (COL14A1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q76M96] Q76M96 - Coiled-coil domain-containing protein 80 (CCDC80) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5JRA6] Q5JRA6 - Melanoma inhibitory activity protein 3 (MIA3) 
05001,0001,5002,000Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: P28300] P28300 - Protein-lysine 6-oxidase (LOX) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UHI8] Q9UHI8 - A disintegrin and metalloproteinase with thrombospondin motifs 1 (ADAMTS1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14766] Q14766 - Latent-transforming growth factor beta-binding protein 1 (LTBP1) 
05001,0001,500Amino acids-1.5-1.0-0.50.00.51.01.5log2(ratio)





[bookmark: P10909] P10909 - Clusterin (CLU) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q99436] Q99436 - Proteasome subunit beta type-7 (PSMB7) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P00750] P00750 - Tissue-type plasminogen activator (PLAT) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P82979] P82979 - SAP domain-containing ribonucleoprotein (SARNP) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BQT9] Q9BQT9 - Calsyntenin-3 (CLSTN3) 
02004006008001,000Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: Q99873] Q99873 - Protein arginine N-methyltransferase 1 (PRMT1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15230] O15230 - Laminin subunit alpha-5 (LAMA5) 
01,0002,0003,0004,000Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: P28799] P28799 - Granulins (GRN) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P68363] P68363 - Tubulin alpha-1B chain (TUBA1B) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P25788] P25788 - Proteasome subunit alpha type-3 (PSMA3) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P48745] P48745 - Protein NOV homolog (NOV) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NH07] Q8NH07 - Olfactory receptor 11H2 (OR11H2) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08582] P08582 - Melanotransferrin (MELTF) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P16035] P16035 - Metalloproteinase inhibitor 2 (TIMP2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BVM2] Q9BVM2 - Protein DPCD (DPCD) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P31946] P31946 - 14-3-3 protein beta/alpha (YWHAB) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13685] Q13685 - Angio-associated migratory cell protein (AAMP) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P33908] P33908 - Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA (MAN1A1) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P35556] P35556 - Fibrillin-2 (FBN2) 
05001,0001,5002,0002,5003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12004] P12004 - Proliferating cell nuclear antigen (PCNA) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9ULF5] Q9ULF5 - Zinc transporter ZIP10 (SLC39A10) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P11047] P11047 - Laminin subunit gamma-1 (LAMC1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P35555] P35555 - Fibrillin-1 (FBN1) 
05001,0001,5002,0002,5003,000Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: P60900] P60900 - Proteasome subunit alpha type-6 (PSMA6) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13822] Q13822 - Ectonucleotide pyrophosphatase/phosphodiesterase family member 2 (ENPP2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14114] Q14114 - Low-density lipoprotein receptor-related protein 8 (LRP8) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P23142] P23142 - Fibulin-1 (FBLN1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y5W5] Q9Y5W5 - Wnt inhibitory factor 1 (WIF1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q16363] Q16363 - Laminin subunit alpha-4 (LAMA4) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12841] Q12841 - Follistatin-related protein 1 (FSTL1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UBX5] Q9UBX5 - Fibulin-5 (FBLN5) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P09958] P09958 - Furin (FURIN) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q08AG5] Q08AG5 - Zinc finger protein 844 (ZNF844) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75882] O75882 - Attractin (ATRN) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q4LDE5] Q4LDE5 - Sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1 (SVEP1) 
01,0002,0003,0004,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P50897] P50897 - Palmitoyl-protein thioesterase 1 (PPT1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O94813] O94813 - Slit homolog 2 protein (SLIT2) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P01132] P01132 - Pro-epidermal growth factor (Egf) 
02004006008001,0001,200Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q9NS15] Q9NS15 - Latent-transforming growth factor beta-binding protein 3 (LTBP3) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5T7M9] Q5T7M9 - Protein FAM69A (FAM69A) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96CX2] Q96CX2 - BTB/POZ domain-containing protein KCTD12 (KCTD12) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UMF0] Q9UMF0 - Intercellular adhesion molecule 5 (ICAM5) 
02004006008001,000Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q09328] Q09328 - Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A (MGAT5) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q03154] Q03154 - Aminoacylase-1 (ACY1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P20700] P20700 - Lamin-B1 (LMNB1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12109] P12109 - Collagen alpha-1(VI) chain (COL6A1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P55786] P55786 - Puromycin-sensitive aminopeptidase (NPEPPS) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P11142] P11142 - Heat shock cognate 71 kDa protein (HSPA8) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P81605] P81605 - Dermcidin (DCD) 
020406080100Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: P61916] P61916 - Epididymal secretory protein E1 (NPC2) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UF33] Q9UF33 - Ephrin type-A receptor 6 (EPHA6) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NFZ8] Q8NFZ8 - Cell adhesion molecule 4 (CADM4) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UBG0] Q9UBG0 - C-type mannose receptor 2 (MRC2) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5VT52] Q5VT52 - Regulation of nuclear pre-mRNA domain-containing protein 2 (RPRD2) 
05001,0001,500Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q02818] Q02818 - Nucleobindin-1 (NUCB1) 
0100200300400500Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q8N6Y1] Q8N6Y1 - Protocadherin-20 (PCDH20) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12110] P12110 - Collagen alpha-2(VI) chain (COL6A2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00754] O00754 - Lysosomal alpha-mannosidase (MAN2B1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P23470] P23470 - Receptor-type tyrosine-protein phosphatase gamma (PTPRG) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07686] P07686 - Beta-hexosaminidase subunit beta (HEXB) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P04066] P04066 - Tissue alpha-L-fucosidase (FUCA1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60507] O60507 - Protein-tyrosine sulfotransferase 1 (TPST1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HCE6] Q9HCE6 - Rho guanine nucleotide exchange factor 10-like protein (ARHGEF10L) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P42892] P42892 - Endothelin-converting enzyme 1 (ECE1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P47972] P47972 - Neuronal pentraxin-2 (NPTX2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15360] O15360 - Fanconi anemia group A protein (FANCA) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UNW1] Q9UNW1 - Multiple inositol polyphosphate phosphatase 1 (MINPP1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6MZW2] Q6MZW2 - Follistatin-related protein 4 (FSTL4) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60512] O60512 - Beta-1,4-galactosyltransferase 3 (B4GALT3) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P63261] P63261 - Actin, cytoplasmic 2 (ACTG1) 
0100200300400Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q13332] Q13332 - Receptor-type tyrosine-protein phosphatase S (PTPRS) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P60866] P60866 - 40S ribosomal protein S20 (RPS20) 
020406080100120Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NBJ4] Q8NBJ4 - Golgi membrane protein 1 (GOLM1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P10619] P10619 - Lysosomal protective protein (CTSA) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H4D0] Q9H4D0 - Calsyntenin-2 (CLSTN2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O43405] O43405 - Cochlin (COCH) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00461] O00461 - Golgi integral membrane protein 4 (GOLIM4) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P00736] P00736 - Complement C1r subcomponent (C1R) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6YHK3] Q6YHK3 - CD109 antigen (CD109) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P06280] P06280 - Alpha-galactosidase A (GLA) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UM47] Q9UM47 - Neurogenic locus notch homolog protein 3 (NOTCH3) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O76061] O76061 - Stanniocalcin-2 (STC2) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q01968] Q01968 - Inositol polyphosphate 5-phosphatase OCRL-1 (OCRL) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P22692] P22692 - Insulin-like growth factor-binding protein 4 (IGFBP4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UKZ9] Q9UKZ9 - Procollagen C-endopeptidase enhancer 2 (PCOLCE2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P24592] P24592 - Insulin-like growth factor-binding protein 6 (IGFBP6) 
050100150200Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: A8TX70] A8TX70 - Collagen alpha-5(VI) chain (COL6A5) 
05001,0001,5002,0002,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NQ79] Q9NQ79 - Cartilage acidic protein 1 (CRTAC1) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08670] P08670 - Vimentin (VIM) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00584] O00584 - Ribonuclease T2 (RNASET2) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H3G5] Q9H3G5 - Probable serine carboxypeptidase CPVL (CPVL) 
0100200300400500Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q16610] Q16610 - Extracellular matrix protein 1 (ECM1) 
0100200300400500Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: P06865] P06865 - Beta-hexosaminidase subunit alpha (HEXA) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HAT2] Q9HAT2 - Sialate O-acetylesterase (SIAE) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P17936] P17936 - Insulin-like growth factor-binding protein 3 (IGFBP3) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P20908] P20908 - Collagen alpha-1(V) chain (COL5A1) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O43505] O43505 - Beta-1,4-glucuronyltransferase 1 (B4GAT1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P52799] P52799 - Ephrin-B2 (EFNB2) 
0100200300Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: P01033] P01033 - Metalloproteinase inhibitor 1 (TIMP1) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07858] P07858 - Cathepsin B (CTSB) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8WVV5] Q8WVV5 - Butyrophilin subfamily 2 member A2 (BTN2A2) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P14314] P14314 - Glucosidase 2 subunit beta (PRKCSH) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y483] Q9Y483 - Metal-response element-binding transcription factor 2 (MTF2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14112] Q14112 - Nidogen-2 (NID2) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P28070] P28070 - Proteasome subunit beta type-4 (PSMB4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y4L1] Q9Y4L1 - Hypoxia up-regulated protein 1 (HYOU1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8TER0] Q8TER0 - Sushi, nidogen and EGF-like domain-containing protein 1 (SNED1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q08431] Q08431 - Lactadherin (MFGE8) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6UXH9] Q6UXH9 - Inactive serine protease PAMR1 (PAMR1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q01973] Q01973 - Inactive tyrosine-protein kinase transmembrane receptor ROR1 (ROR1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96L58] Q96L58 - Beta-1,3-galactosyltransferase 6 (B3GALT6) 
0100200300Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: Q9NR34] Q9NR34 - Mannosyl-oligosaccharide 1,2-alpha-mannosidase IC (MAN1C1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q16706] Q16706 - Alpha-mannosidase 2 (MAN2A1) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P19022] P19022 - Cadherin-2 (CDH2) 
02004006008001,000Amino acids-4-3-2-101234log2(ratio)





[bookmark: P02751] P02751 - Fibronectin (FN1) 
05001,0001,5002,000Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: Q6P4E1] Q6P4E1 - Protein CASC4 (CASC4) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92820] Q92820 - Gamma-glutamyl hydrolase (GGH) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14697] Q14697 - Neutral alpha-glucosidase AB (GANAB) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P49720] P49720 - Proteasome subunit beta type-3 (PSMB3) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y2E5] Q9Y2E5 - Epididymis-specific alpha-mannosidase (MAN2B2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15393] Q15393 - Splicing factor 3B subunit 3 (SF3B3) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15818] Q15818 - Neuronal pentraxin-1 (NPTX1) 
0100200300400Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P11117] P11117 - Lysosomal acid phosphatase (ACP2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9ULB5] Q9ULB5 - Cadherin-7 (CDH7) 
0200400600800Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P04062] P04062 - Glucosylceramidase (GBA) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12860] Q12860 - Contactin-1 (CNTN1) 
02004006008001,000Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: P22352] P22352 - Glutathione peroxidase 3 (GPX3) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P63104] P63104 - 14-3-3 protein zeta/delta (YWHAZ) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BXX0] Q9BXX0 - EMILIN-2 (EMILIN2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y4K0] Q9Y4K0 - Lysyl oxidase homolog 2 (LOXL2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P15907] P15907 - Beta-galactoside alpha-2,6-sialyltransferase 1 (ST6GAL1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P31150] P31150 - Rab GDP dissociation inhibitor alpha (GDI1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96J84] Q96J84 - Kin of IRRE-like protein 1 (KIRREL) 
0200400600800Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: P01130] P01130 - Low-density lipoprotein receptor (LDLR) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NHP1] Q8NHP1 - Aflatoxin B1 aldehyde reductase member 4 (AKR7L) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O14786] O14786 - Neuropilin-1 (NRP1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P02461] P02461 - Collagen alpha-1(III) chain (COL3A1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00264] O00264 - Membrane-associated progesterone receptor component 1 (PGRMC1) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P39060] P39060 - Collagen alpha-1(XVIII) chain (COL18A1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P27797] P27797 - Calreticulin (CALR) 
0100200300400Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: Q14767] Q14767 - Latent-transforming growth factor beta-binding protein 2 (LTBP2) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P21796] P21796 - Voltage-dependent anion-selective channel protein 1 (VDAC1) 
050100150200250300Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: O60361] O60361 - Putative nucleoside diphosphate kinase (NME2P1) 
020406080100120140Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P43121] P43121 - Cell surface glycoprotein MUC18 (MCAM) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15113] Q15113 - Procollagen C-endopeptidase enhancer 1 (PCOLCE) 
0100200300400Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q04917] Q04917 - 14-3-3 protein eta (YWHAH) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08572] P08572 - Collagen alpha-2(IV) chain (COL4A2) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07602] P07602 - Prosaposin (PSAP) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08195] P08195 - 4F2 cell-surface antigen heavy chain (SLC3A2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00462] O00462 - Beta-mannosidase (MANBA) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60476] O60476 - Mannosyl-oligosaccharide 1,2-alpha-mannosidase IB (MAN1A2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P21741] P21741 - Midkine (MDK) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13162] Q13162 - Peroxiredoxin-4 (PRDX4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60568] O60568 - Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3 (PLOD3) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P04075] P04075 - Fructose-bisphosphate aldolase A (ALDOA) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8WXD2] Q8WXD2 - Secretogranin-3 (SCG3) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q00839] Q00839 - Heterogeneous nuclear ribonucleoprotein U (HNRNPU) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P09668] P09668 - Pro-cathepsin H (CTSH) 
0100200300Amino acids-1.4-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.21.4log2(ratio)





[bookmark: O60888] O60888 - Protein CutA (CUTA) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14703] Q14703 - Membrane-bound transcription factor site-1 protease (MBTPS1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12814] P12814 - Alpha-actinin-1 (ACTN1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60449] O60449 - Lymphocyte antigen 75 (LY75) 
05001,0001,500Amino acids





[bookmark: Q10472] Q10472 - Polypeptide N-acetylgalactosaminyltransferase 1 (GALNT1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P28074] P28074 - Proteasome subunit beta type-5 (PSMB5) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O43278] O43278 - Kunitz-type protease inhibitor 1 (SPINT1) 
0100200300400500Amino acids-6-5-4-3-2-10123456log2(ratio)





[bookmark: Q99650] Q99650 - Oncostatin-M-specific receptor subunit beta (OSMR) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P14678] P14678 - Small nuclear ribonucleoprotein-associated proteins B and B' (SNRPB) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q7Z7M0] Q7Z7M0 - Multiple epidermal growth factor-like domains protein 8 (MEGF8) 
05001,0001,5002,0002,5003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86X29] Q86X29 - Lipolysis-stimulated lipoprotein receptor (LSR) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9GZP4] Q9GZP4 - PITH domain-containing protein 1 (PITHD1) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P58215] P58215 - Lysyl oxidase homolog 3 (LOXL3) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P15151] P15151 - Poliovirus receptor (PVR) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q93063] Q93063 - Exostosin-2 (EXT2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P56537] P56537 - Eukaryotic translation initiation factor 6 (EIF6) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P16278] P16278 - Beta-galactosidase (GLB1) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H741] Q9H741 - UPF0454 protein C12orf49 (C12orf49) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5H9K5] Q5H9K5 - Zinc finger matrin-type protein 1 (ZMAT1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P18065] P18065 - Insulin-like growth factor-binding protein 2 (IGFBP2) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P24593] P24593 - Insulin-like growth factor-binding protein 5 (IGFBP5) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P25787] P25787 - Proteasome subunit alpha type-2 (PSMA2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96MK3] Q96MK3 - Pseudokinase FAM20A (FAM20A) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P98164] P98164 - Low-density lipoprotein receptor-related protein 2 (LRP2) 
01,0002,0003,0004,0005,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NCC3] Q8NCC3 - Group XV phospholipase A2 (PLA2G15) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P55795] P55795 - Heterogeneous nuclear ribonucleoprotein H2 (HNRNPH2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P15291] P15291 - Beta-1,4-galactosyltransferase 1 (B4GALT1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13813] Q13813 - Spectrin alpha chain, non-erythrocytic 1 (SPTAN1) 
05001,0001,5002,0002,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P02462] P02462 - Collagen alpha-1(IV) chain (COL4A1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q10471] Q10471 - Polypeptide N-acetylgalactosaminyltransferase 2 (GALNT2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q06481] Q06481 - Amyloid-like protein 2 (APLP2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5VU97] Q5VU97 - VWFA and cache domain-containing protein 1 (CACHD1) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P28072] P28072 - Proteasome subunit beta type-6 (PSMB6) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O95185] O95185 - Netrin receptor UNC5C (UNC5C) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9GZP0] Q9GZP0 - Platelet-derived growth factor D (PDGFD) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75503] O75503 - Ceroid-lipofuscinosis neuronal protein 5 (CLN5) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60462] O60462 - Neuropilin-2 (NRP2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P12277] P12277 - Creatine kinase B-type (CKB) 
0100200300400Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q96B54] Q96B54 - Zinc finger protein 428 (ZNF428) 
050100150200Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q13275] Q13275 - Semaphorin-3F (SEMA3F) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92626] Q92626 - Peroxidasin homolog (PXDN) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6QNY0] Q6QNY0 - Biogenesis of lysosome-related organelles complex 1 subunit 3 (BLOC1S3) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P32004] P32004 - Neural cell adhesion molecule L1 (L1CAM) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6P9A2] Q6P9A2 - Polypeptide N-acetylgalactosaminyltransferase 18 (GALNT18) 
0100200300400500600Amino acids-3.5-3.0-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.53.03.5log2(ratio)





[bookmark: P22079] P22079 - Lactoperoxidase (LPO) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5TBK1] Q5TBK1 - NEDD4-binding protein 2-like 1 (N4BP2L1) 
050100150200250Amino acids





[bookmark: Q13740] Q13740 - CD166 antigen (ALCAM) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P09486] P09486 - SPARC (SPARC) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15776] Q15776 - Zinc finger protein with KRAB and SCAN domains 8 (ZKSCAN8) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q4KMG0] Q4KMG0 - Cell adhesion molecule-related/down-regulated by oncogenes (CDON) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BRK5] Q9BRK5 - 45 kDa calcium-binding protein (SDF4) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P23284] P23284 - Peptidyl-prolyl cis-trans isomerase B (PPIB) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14118] Q14118 - Dystroglycan (DAG1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NY33] Q9NY33 - Dipeptidyl peptidase 3 (DPP3) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q02809] Q02809 - Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 (PLOD1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q99729] Q99729 - Heterogeneous nuclear ribonucleoprotein A/B (HNRNPAB) 
0100200300Amino acids





[bookmark: P06276] P06276 - Cholinesterase (BCHE) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P02792] P02792 - Ferritin light chain (FTL) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O95613] O95613 - Pericentrin (PCNT) 
01,0002,0003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13867] Q13867 - Bleomycin hydrolase (BLMH) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96I82] Q96I82 - Kazal-type serine protease inhibitor domain-containing protein 1 (KAZALD1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UHG2] Q9UHG2 - ProSAAS (PCSK1N) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P43243] P43243 - Matrin-3 (MATR3) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P13611] P13611 - Versican core protein (VCAN) 
01,0002,0003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NZ08] Q9NZ08 - Endoplasmic reticulum aminopeptidase 1 (ERAP1) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P25789] P25789 - Proteasome subunit alpha type-4 (PSMA4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15424] Q15424 - Scaffold attachment factor B1 (SAFB) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P49721] P49721 - Proteasome subunit beta type-2 (PSMB2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UIQ6] Q9UIQ6 - Leucyl-cystinyl aminopeptidase (LNPEP) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P11362] P11362 - Fibroblast growth factor receptor 1 (FGFR1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P47755] P47755 - F-actin-capping protein subunit alpha-2 (CAPZA2) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q02742] Q02742 - Beta-1,3-galactosyl-O-glycosyl-glycoprotein beta-1,6-N-acetylglucosaminyltransferase (GCNT1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H1B5] Q9H1B5 - Xylosyltransferase 2 (XYLT2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y662] Q9Y662 - Heparan sulfate glucosamine 3-O-sulfotransferase 3B1 (HS3ST3B1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: A8MXD5] A8MXD5 - Glutaredoxin domain-containing cysteine-rich protein 1 (GRXCR1) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86XX4] Q86XX4 - Extracellular matrix protein FRAS1 (FRAS1) 
01,0002,0003,0004,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P11021] P11021 - 78 kDa glucose-regulated protein (HSPA5) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P43251] P43251 - Biotinidase (BTD) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P52849] P52849 - Bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 2 (NDST2) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92734] Q92734 - Protein TFG (TFG) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HCB6] Q9HCB6 - Spondin-1 (SPON1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07195] P07195 - L-lactate dehydrogenase B chain (LDHB) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6UXD5] Q6UXD5 - Seizure 6-like protein 2 (SEZ6L2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15366] Q15366 - Poly(rC)-binding protein 2 (PCBP2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P17050] P17050 - Alpha-N-acetylgalactosaminidase (NAGA) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P78536] P78536 - Disintegrin and metalloproteinase domain-containing protein 17 (ADAM17) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q16769] Q16769 - Glutaminyl-peptide cyclotransferase (QPCT) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P67936] P67936 - Tropomyosin alpha-4 chain (TPM4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P15586] P15586 - N-acetylglucosamine-6-sulfatase (GNS) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15262] Q15262 - Receptor-type tyrosine-protein phosphatase kappa (PTPRK) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P49327] P49327 - Fatty acid synthase (FASN) 
05001,0001,5002,0002,500Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P51884] P51884 - Lumican (LUM) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NZN5] Q9NZN5 - Rho guanine nucleotide exchange factor 12 (ARHGEF12) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9H2A7] Q9H2A7 - C-X-C motif chemokine 16 (CXCL16) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O94766] O94766 - Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 3 (B3GAT3) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P51610] P51610 - Host cell factor 1 (HCFC1) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P50895] P50895 - Basal cell adhesion molecule (BCAM) 
0100200300400500600Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: P26022] P26022 - Pentraxin-related protein PTX3 (PTX3) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96HD1] Q96HD1 - Cysteine-rich with EGF-like domain protein 1 (CRELD1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6KC79] Q6KC79 - Nipped-B-like protein (NIPBL) 
05001,0001,5002,0002,5003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NYC9] Q9NYC9 - Dynein heavy chain 9, axonemal (DNAH9) 
01,0002,0003,0004,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UBQ6] Q9UBQ6 - Exostosin-like 2 (EXTL2) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P01034] P01034 - Cystatin-C (CST3) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75339] O75339 - Cartilage intermediate layer protein 1 (CILP) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14126] Q14126 - Desmoglein-2 (DSG2) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60911] O60911 - Cathepsin L2 (CTSV) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y266] Q9Y266 - Nuclear migration protein nudC (NUDC) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P07711] P07711 - Cathepsin L1 (CTSL) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NPH3] Q9NPH3 - Interleukin-1 receptor accessory protein (IL1RAP) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00471] O00471 - Exocyst complex component 5 (EXOC5) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P68104] P68104 - Elongation factor 1-alpha 1 (EEF1A1) 
0100200300400500Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: Q9HD40] Q9HD40 - O-phosphoseryl-tRNA(Sec) selenium transferase (SEPSECS) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92823] Q92823 - Neuronal cell adhesion molecule (NRCAM) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q10469] Q10469 - Alpha-1,6-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase (MGAT2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60281] O60281 - Zinc finger protein 292 (ZNF292) 
05001,0001,5002,0002,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14562] Q14562 - ATP-dependent RNA helicase DHX8 (DHX8) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O00562] O00562 - Membrane-associated phosphatidylinositol transfer protein 1 (PITPNM1) 
02004006008001,0001,200Amino acids





[bookmark: Q96LI6] Q96LI6 - Heat shock transcription factor, Y-linked (HSFY1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q0P651] Q0P651 - Protein ABHD18 (ABHD18) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P49321] P49321 - Nuclear autoantigenic sperm protein (NASP) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13443] Q13443 - Disintegrin and metalloproteinase domain-containing protein 9 (ADAM9) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y5Y2] Q9Y5Y2 - Cytosolic Fe-S cluster assembly factor NUBP2 (NUBP2) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96PD2] Q96PD2 - Discoidin, CUB and LCCL domain-containing protein 2 (DCBLD2) 
0200400600800Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: P27348] P27348 - 14-3-3 protein theta (YWHAQ) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P19256] P19256 - Lymphocyte function-associated antigen 3 (CD58) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P31948] P31948 - Stress-induced-phosphoprotein 1 (STIP1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NPI8] Q9NPI8 - Fanconi anemia group F protein (FANCF) 
0100200300400Amino acids-4-3-2-101234log2(ratio)





[bookmark: Q96KT6] Q96KT6 - Putative uncharacterized protein encoded by LINC00208 (LINC00208) 
020406080100Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: P52823] P52823 - Stanniocalcin-1 (STC1) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8TF66] Q8TF66 - Leucine-rich repeat-containing protein 15 (LRRC15) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q2Y0W8] Q2Y0W8 - Electroneutral sodium bicarbonate exchanger 1 (SLC4A8) 
02004006008001,000Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: Q8TAM1] Q8TAM1 - Bardet-Biedl syndrome 10 protein (BBS10) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9BY66] Q9BY66 - Lysine-specific demethylase 5D (KDM5D) 
05001,0001,500Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: Q12931] Q12931 - Heat shock protein 75 kDa, mitochondrial (TRAP1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P56915] P56915 - Homeobox protein goosecoid (GSC) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UKU0] Q9UKU0 - Long-chain-fatty-acid--CoA ligase 6 (ACSL6) 
0200400600Amino acids





[bookmark: Q9HB75] Q9HB75 - p53-induced death domain-containing protein 1 (PIDD1) 
02004006008001,000Amino acids-4-3-2-101234log2(ratio)





[bookmark: Q7L2K0] Q7L2K0 - Uncharacterized protein C16orf59 (C16orf59) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NRK6] Q9NRK6 - ATP-binding cassette sub-family B member 10, mitochondrial (ABCB10) 
0200400600800Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P52951] P52951 - Homeobox protein GBX-2 (GBX2) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8IWR0] Q8IWR0 - Zinc finger CCCH domain-containing protein 7A (ZC3H7A) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14773] Q14773 - Intercellular adhesion molecule 4 (ICAM4) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P05090] P05090 - Apolipoprotein D (APOD) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P61981] P61981 - 14-3-3 protein gamma (YWHAG) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5SZK8] Q5SZK8 - FRAS1-related extracellular matrix protein 2 (FREM2) 
01,0002,0003,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9P2B2] Q9P2B2 - Prostaglandin F2 receptor negative regulator (PTGFRN) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8WZ42] Q8WZ42 - Titin (TTN) 
010,00020,00030,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P10809] P10809 - 60 kDa heat shock protein, mitochondrial (HSPD1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P42785] P42785 - Lysosomal Pro-X carboxypeptidase (PRCP) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P37802] P37802 - Transgelin-2 (TAGLN2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P98172] P98172 - Ephrin-B1 (EFNB1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8NCL4] Q8NCL4 - Polypeptide N-acetylgalactosaminyltransferase 6 (GALNT6) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O15297] O15297 - Protein phosphatase 1D (PPM1D) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96MM7] Q96MM7 - Heparan-sulfate 6-O-sulfotransferase 2 (HS6ST2) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92824] Q92824 - Proprotein convertase subtilisin/kexin type 5 (PCSK5) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P34932] P34932 - Heat shock 70 kDa protein 4 (HSPA4) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NY27] Q9NY27 - Serine/threonine-protein phosphatase 4 regulatory subunit 2 (PPP4R2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y5Z4] Q9Y5Z4 - Heme-binding protein 2 (HEBP2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NPF2] Q9NPF2 - Carbohydrate sulfotransferase 11 (CHST11) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12905] Q12905 - Interleukin enhancer-binding factor 2 (ILF2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P53634] P53634 - Dipeptidyl peptidase 1 (CTSC) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UBS9] Q9UBS9 - SUN domain-containing ossification factor (SUCO) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86SQ4] Q86SQ4 - Adhesion G-protein coupled receptor G6 (ADGRG6) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6NWY9] Q6NWY9 - Pre-mRNA-processing factor 40 homolog B (PRPF40B) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P55001] P55001 - Microfibrillar-associated protein 2 (MFAP2) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86VH2] Q86VH2 - Kinesin-like protein KIF27 (KIF27) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P01023] P01023 - Alpha-2-macroglobulin (A2M) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O14639] O14639 - Actin-binding LIM protein 1 (ABLIM1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O60513] O60513 - Beta-1,4-galactosyltransferase 4 (B4GALT4) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O95502] O95502 - Neuronal pentraxin receptor (NPTXR) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75493] O75493 - Carbonic anhydrase-related protein 11 (CA11) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P15289] P15289 - Arylsulfatase A (ARSA) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q969Y0] Q969Y0 - NXPE family member 3 (NXPE3) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P00338] P00338 - L-lactate dehydrogenase A chain (LDHA) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y426] Q9Y426 - C2 domain-containing protein 2 (C2CD2) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UJJ9] Q9UJJ9 - N-acetylglucosamine-1-phosphotransferase subunit gamma (GNPTG) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8N393] Q8N393 - Zinc finger protein 786 (ZNF786) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6ZTY9] Q6ZTY9 - Uncharacterized protein C7orf65 (C7orf65) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q70UQ0] Q70UQ0 - Inhibitor of nuclear factor kappa-B kinase-interacting protein (IKBIP) 
0100200300Amino acids





[bookmark: P01344] P01344 - Insulin-like growth factor II (IGF2) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P09603] P09603 - Macrophage colony-stimulating factor 1 (CSF1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9NPH2] Q9NPH2 - Inositol-3-phosphate synthase 1 (ISYNA1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96FE7] Q96FE7 - Phosphoinositide-3-kinase-interacting protein 1 (PIK3IP1) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q7L0X2] Q7L0X2 - Glutamate-rich protein 6 (ERICH6) 
0200400600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14444] Q14444 - Caprin-1 (CAPRIN1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q641Q3] Q641Q3 - Meteorin-like protein (METRNL) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q02487] Q02487 - Desmocollin-2 (DSC2) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P35052] P35052 - Glypican-1 (GPC1) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O95490] O95490 - Adhesion G protein-coupled receptor L2 (ADGRL2) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P06733] P06733 - Alpha-enolase (ENO1) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13045] Q13045 - Protein flightless-1 homolog (FLII) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P26368] P26368 - Splicing factor U2AF 65 kDa subunit (U2AF2) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P29692] P29692 - Elongation factor 1-delta (EEF1D) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q4ZHG4] Q4ZHG4 - Fibronectin type III domain-containing protein 1 (FNDC1) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q12923] Q12923 - Tyrosine-protein phosphatase non-receptor type 13 (PTPN13) 
05001,0001,5002,0002,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P60174] P60174 - Triosephosphate isomerase (TPI1) 
050100150200250300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P08887] P08887 - Interleukin-6 receptor subunit alpha (IL6R) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q2KHR2] Q2KHR2 - DNA-binding protein RFX7 (RFX7) 
02004006008001,0001,2001,400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P35613] P35613 - Basigin (BSG) 
0100200300400Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: Q5JPE7] Q5JPE7 - Nodal modulator 2 (NOMO2) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q01459] Q01459 - Di-N-acetylchitobiase (CTBS) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13283] Q13283 - Ras GTPase-activating protein-binding protein 1 (G3BP1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q86UD1] Q86UD1 - Out at first protein homolog (OAF) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O95661] O95661 - GTP-binding protein Di-Ras3 (DIRAS3) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q32P28] Q32P28 - Prolyl 3-hydroxylase 1 (P3H1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13444] Q13444 - Disintegrin and metalloproteinase domain-containing protein 15 (ADAM15) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q5BLP8] Q5BLP8 - Neuropeptide-like protein C4orf48 (C4orf48) 
020406080100Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UK23] Q9UK23 - N-acetylglucosamine-1-phosphodiester alpha-N-acetylglucosaminidase (NAGPA) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P02750] P02750 - Leucine-rich alpha-2-glycoprotein (LRG1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P54826] P54826 - Growth arrest-specific protein 1 (GAS1) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P62987] P62987 - Ubiquitin-60S ribosomal protein L40 (UBA52) 
020406080100120Amino acids-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.5log2(ratio)





[bookmark: P08174] P08174 - Complement decay-accelerating factor (CD55) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8IUL8] Q8IUL8 - Cartilage intermediate layer protein 2 (CILP2) 
02004006008001,0001,200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P45877] P45877 - Peptidyl-prolyl cis-trans isomerase C (PPIC) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q14137] Q14137 - Ribosome biogenesis protein BOP1 (BOP1) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q7LGC8] Q7LGC8 - Carbohydrate sulfotransferase 3 (CHST3) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q562R1] Q562R1 - Beta-actin-like protein 2 (ACTBL2) 
0100200300400Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: P41250] P41250 - Glycine--tRNA ligase (GARS) 
0200400600800Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9UJU6] Q9UJU6 - Drebrin-like protein (DBNL) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P61956] P61956 - Small ubiquitin-related modifier 2 (SUMO2) 
020406080100Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6ZRU5] Q6ZRU5 - Putative uncharacterized protein FLJ46089 (N/A) 
050100150Amino acids-5-4-3-2-1012345log2(ratio)





[bookmark: P61326] P61326 - Protein mago nashi homolog (MAGOH) 
050100150Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q9BY67] Q9BY67 - Cell adhesion molecule 1 (CADM1) 
0100200300400Amino acids-3.0-2.5-2.0-1.5-1.0-0.50.00.51.01.52.02.53.0log2(ratio)





[bookmark: P35030] P35030 - Trypsin-3 (PRSS3) 
0100200300Amino acids-7-6-5-4-3-2-101234567log2(ratio)





[bookmark: Q9H173] Q9H173 - Nucleotide exchange factor SIL1 (SIL1) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q92859] Q92859 - Neogenin (NEO1) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P23471] P23471 - Receptor-type tyrosine-protein phosphatase zeta (PTPRZ1) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q58EX2] Q58EX2 - Protein sidekick-2 (SDK2) 
05001,0001,5002,000Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)





[bookmark: Q96NZ9] Q96NZ9 - Proline-rich acidic protein 1 (PRAP1) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q6UVK1] Q6UVK1 - Chondroitin sulfate proteoglycan 4 (CSPG4) 
05001,0001,5002,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q13308] Q13308 - Inactive tyrosine-protein kinase 7 (PTK7) 
02004006008001,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q15631] Q15631 - Translin (TSN) 
050100150200Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8N428] Q8N428 - Polypeptide N-acetylgalactosaminyltransferase 16 (GALNT16) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P26572] P26572 - Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase (MGAT1) 
0100200300400Amino acids-2.0-1.5-1.0-0.50.00.51.01.52.0log2(ratio)





[bookmark: Q29960] Q29960 - HLA class I histocompatibility antigen, Cw-16 alpha chain (HLA-C) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HAR2] Q9HAR2 - Adhesion G protein-coupled receptor L3 (ADGRL3) 
05001,0001,500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q31612] Q31612 - HLA class I histocompatibility antigen, B-73 alpha chain (HLA-B) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9Y281] Q9Y281 - Cofilin-2 (CFL2) 
050100150Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9ULA0] Q9ULA0 - Aspartyl aminopeptidase (DNPEP) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P31947] P31947 - 14-3-3 protein sigma (SFN) 
050100150200250Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P63267] P63267 - Actin, gamma-enteric smooth muscle (ACTG2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q96RW7] Q96RW7 - Hemicentin-1 (HMCN1) 
01,0002,0003,0004,0005,0006,000Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P10646] P10646 - Tissue factor pathway inhibitor (TFPI) 
0100200300Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q9HB63] Q9HB63 - Netrin-4 (NTN4) 
0100200300400500600Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: Q8N0V5] Q8N0V5 - N-acetyllactosaminide beta-1,6-N-acetylglucosaminyl-transferase (GCNT2) 
0100200300400Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: P34059] P34059 - N-acetylgalactosamine-6-sulfatase (GALNS) 
0100200300400500Amino acids-1.0-0.8-0.6-0.4-0.20.00.20.40.60.81.0log2(ratio)





[bookmark: O75326] O75326 - Semaphorin-7A (SEMA7A) 
0200400600Amino acids-1.2-1.0-0.8-0.6-0.4-0.2-0.00.20.40.60.81.01.2log2(ratio)
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Table S1

		Log2 Ratio H/L normalized		Ratio H/L normalized		Accession		Majority protein IDs		Protein names		Gene names		Length		Topology prediction		TMD		SP		Razor + unique peptides		Unique + razor sequence coverage [%]		Mol. weight [kDa]		Score		Intensity L		Intensity H		Intensity H+L		Fragment tested

		-6.14		0.01		P35030		P35030-5;P35030-3;P35030-2;P35030-4;P35030		Trypsin-3		PRSS3		304		i		0		0		1		5.4		25.924		21.394		312750000		8305900		321055900

		-4.42		0.05		P81605		P81605;P81605-2		Dermcidin;Survival-promoting peptide;DCD-1		DCD		110		n3-14c19/20o		0		Y		3		21.8		11.284		20.616		3236200		48223		3284423

		-4.17		0.06		P50895		P50895		Basal cell adhesion molecule		BCAM		628		n16-26c31/32o549-571i		1		Y		4		8.8		67.404		33.436		10879000		186420		11065420		aa32-628

		-4.08		0.06		Q6ZRU5		Q6ZRU5		Putative uncharacterized protein FLJ46089				148		n20-30c35/36o		0		Y		1		10.1		16.879		5.8716		9085100		493940		9579040

		-3.56		0.08		P19022		P19022-2;P19022		Cadherin-2		CDH2		906		n10-20c25/26o724-746i		1		Y		6		11.4		97.039		63.676		29425000		2609100		32034100		aa26-906

		-3.01		0.12		O43278		O43278;O43278-2		Kunitz-type protease inhibitor 1		SPINT1		529		n19-30c35/36o466-488i		1		Y		4		9.5		58.397		44.252		8174200		745200		8919400		aa36-529

		-2.75		0.15		Q9BY67		Q9BY67-2;Q9BY67-5;Q9BY67;Q9BY67-4;Q9BY67-3		Cell adhesion molecule 1		CADM1		442		n4-14c19/20o375-395i		1		Y		1		8.1		36.915		13.779		13242000		1729500		14971500		aa20-387

		-2.24		0.21		P62987		P62987;P62979;P0CG47;P0CG48		Ubiquitin-60S ribosomal protein L40;Ubiquitin;60S ribosomal protein L40;Ubiquitin-40S ribosomal protein S27a;Ubiquitin;40S ribosomal protein S27a;Polyubiquitin-B;Ubiquitin;Polyubiquitin-C;Ubiquitin		UBA52;RPS27A;UBB;UBC		128		i		0		0		1		12.5		14.728		21.516		7742800		226460		7969260

		-1.83		0.28		P35613		P35613-3;P35613-4;P35613-2;P35613		Basigin		BSG		385		n3-14c21/22o324-345i		1		Y		1		9.1		19.438		6.6216		698360		181490		879850		aa22-385

		-1.69		0.31		Q96PD2		Q96PD2;Q96PD2-2		Discoidin, CUB and LCCL domain-containing protein 2		DCBLD2		775		n20-30c35/36o45-61i165-187o527-552i		3		Y		1		1.4		85.034		6.8734		7062500		1880100		8942600		aa67-789

		-1.68		0.31		P26572		P26572		Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase		MGAT1		445		i7-29o		1		0		1		2.5		50.878		6.015		2723800		933090		3656890

		-1.48		0.36		P52799		P52799		Ephrin-B2		EFNB2		333		n12-20c25/26o225-250i		1		Y		3		10.8		36.923		45.299		9186400		2924500		12110900		aa28-333

		-1.30		0.41		Q96J84		Q96J84-3;Q96J84;Q96J84-2		Kin of IRRE-like protein 1		KIRREL		757		n2-11c16/17o495-521i		1		Y		2		4.3		72.359		14.525		1786600		578280		2364880		aa17-757

		-1.17		0.45		O75326		O75326-2;O75326		Semaphorin-7A		SEMA7A		666		n33-40c44/45o640-665i		1		Y		1		1.5		73.363		6.3514		1382800		474320		1857120

		-1.13		0.46		Q562R1		Q562R1		Beta-actin-like protein 2		ACTBL2		376		i		0		0		1		4.8		42.003		9.0147		1366300		493640		1859940

		-1.09		0.47		Q9ULB5		Q9ULB5		Cadherin-7		CDH7		785		n8-19c27/28o599-628i		1		Y		2		3.7		87.085		13.475		2338800		990580		3329380

		-1.03		0.49		Q58EX2		Q58EX2-2;Q58EX2-3;Q58EX2;Q58EX2-4		Protein sidekick-2		SDK2		2172		n4-12c20/21o1930-1953i		1		Y		2		1.9		211.18		48.984		8670300		3569300		12239600

		-1.01		0.50		P24592		P24592		Insulin-like growth factor-binding protein 6		IGFBP6		240		n6-19c27/28o		0		Y		1		12.1		25.322		5.8128		8193100		1931600		10124700

		-0.97		0.51		P98172		P98172		Ephrin-B1		EFNB1		346		n13-24c29/30o238-263i		1		Y		1		3.8		38.006		6.6165		1909500		983610		2893110		aa30-346

		-0.97		0.51		Q86XX4		Q86XX4-5;Q86XX4;Q86XX4-2;Q86XX4-4;Q86XX4-6		Extracellular matrix protein FRAS1		FRAS1		4008		n6-14c26/27o3902-3922i		1		Y		2		1.6		216.63		14.526		1644700		720870		2365570		aa3775-4012

		-0.96		0.51		Q5VSG8		Q5VSG8-3;Q5VSG8		Glycoprotein endo-alpha-1,2-mannosidase-like protein		MANEAL		457		n8-20c25/26o		0		Y		1		7.6		27.386		7.2949		104640		43343		147983

		-0.95		0.52		O95661		O95661		GTP-binding protein Di-Ras3		DIRAS3		229		i		0		0		1		7		25.861		6.2735		1484700		737810		2222510

		-0.90		0.53		Q9UK23		Q9UK23-3;Q9UK23-2;Q9UK23		N-acetylglucosamine-1-phosphodiester alpha-N-acetylglucosaminidase		NAGPA		515		n8-19c24/25o449-473i		1		Y		1		5.2		33.576		6.968		6673100		2853100		9526200		aa25-515

		-0.87		0.55		P68363		P68363-2;P68363;Q71U36-2;Q9BQE3;Q71U36;Q13748-2;P68366-2;P68366;Q6PEY2;Q13748		Tubulin alpha-1B chain;Tubulin alpha-1A chain;Tubulin alpha-1C chain;Tubulin alpha-3C/D chain;Tubulin alpha-4A chain;Tubulin alpha-3E chain		TUBA1B;TUBA1A;TUBA1C;TUBA3C;TUBA4A;TUBA3E		451		i		0		0		4		16.7		37.217		29.339		7999700		3974800		11974500

		-0.84		0.56		P01132		P01132		Pro-epidermal growth factor;Epidermal growth factor		Egf		1217		n8-19c28/29o1039-1063i		1		Y		9		8.6		133.07		181.75		69440000		34572000		104012000		aa28-1217

		-0.84		0.56		Q8NHP8		Q8NHP8;Q8NHP8-2		Putative phospholipase B-like 2;Putative phospholipase B-like 2 32 kDa form;Putative phospholipase B-like 2 45 kDa form		PLBD2		589		n20-31c41/42o		0		Y		3		7.5		65.471		25.602		4608800		2592100		7200900

		-0.83		0.56		P61916		P61916-2;P61916		Epididymal secretory protein E1		NPC2		151		n3-14c19/20o		0		Y		2		20.8		13.415		124.85		162450000		65702000		228152000

		-0.82		0.57		Q8NCC3		Q8NCC3		Group XV phospholipase A2		PLA2G15		412		n17-28c33/34o		0		Y		1		4.4		46.657		7.2153		2977500		1165800		4143300

		-0.81		0.57		P01130		P01130-3;P01130-6;P01130-4;P01130-5;P01130;P01130-2		Low-density lipoprotein receptor		LDLR		860		n11-19c24/25o789-810i		1		Y		3		5.1		76.855		27.034		3596100		1644200		5240300		aa25-860

		-0.81		0.57		P60866		P60866;P60866-2		40S ribosomal protein S20		RPS20		119		i		0		0		1		12.6		13.373		6.7077		1661100		821780		2482880

		-0.77		0.59		P43243		P43243-2;P43243		Matrin-3		MATR3		847		n21-32c37/38o		0		Y		1		3.2		62.575		10.884		1011700		432520		1444220

		-0.77		0.59		P07602		P07602;P07602-2;P07602-3		Prosaposin;Saposin-A;Saposin-B-Val;Saposin-B;Saposin-C;Saposin-D		PSAP		524		n3-16c21/22o		0		Y		5		10.7		58.112		50.9		89932000		45049000		134981000

		-0.75		0.59		Q9UHI8		Q9UHI8		A disintegrin and metalloproteinase with thrombospondin motifs 1		ADAMTS1		967		n35-46c51/52o		0		Y		3		4.4		105.36		20.168		4757000		2335600		7092600

		-0.74		0.60		Q10469		Q10469		Alpha-1,6-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase		MGAT2		447		n10-24c29/30o		0		Y		1		3.6		51.55		6.1394		1786800		732150		2518950

		-0.71		0.61		P15586		P15586-2;P15586		N-acetylglucosamine-6-sulfatase		GNS		552		n25-35c39/40o		0		Y		2		3.9		59.988		24.63		45230000		22018000		67248000

		-0.70		0.61		P63267		P63267;P68133;P68032;P62736		Actin, gamma-enteric smooth muscle;Actin, alpha skeletal muscle;Actin, alpha cardiac muscle 1;Actin, aortic smooth muscle		ACTG2;ACTA1;ACTC1;ACTA2		376		i		0		0		1		4.3		41.876		7.3459		2751600		1571800		4323400

		-0.69		0.62		Q13740		Q13740-3;Q13740-2;Q13740		CD166 antigen		ALCAM		583		n11-22c27/28o528-550i		1		Y		2		18.8		15.109		12.428		5678400		2835400		8513800

		-0.68		0.63		Q96B54		Q96B54		Zinc finger protein 428		ZNF428		188		i		0		0		2		16.5		20.48		30.541		6097300		2594800		8692100

		-0.65		0.64		Q08431		Q08431-2;Q08431		Lactadherin;Lactadherin short form;Medin		MFGE8		387		n6-17c23/24o		0		Y		1		3.5		35.188		6.0043		2701100		1402800		4103900

		-0.63		0.65		Q8IV08		Q8IV08		Phospholipase D3		PLD3		490		i38-60o		1		0		3		6.3		54.705		22.289		26687000		12876000		39563000

		-0.62		0.65		Q24JP5		Q24JP5-4;Q24JP5;Q24JP5-2		Transmembrane protein 132A		TMEM132A		1023		n18-29c33/34o848-873i		1		Y		1		2.6		83.097		12.179		1802700		725160		2527860

		-0.61		0.65		P26368		P26368-2;P26368		Splicing factor U2AF 65 kDa subunit		U2AF2		475		i		0		0		1		3.8		53.12		6.2477		4660300		2078100		6738400

		-0.61		0.66		Q8TF66		Q8TF66;Q8TF66-2		Leucine-rich repeat-containing protein 15		LRRC15		581		n7-16c21/22o539-564i		1		Y		1		2.8		64.365		5.8455		2268000		992440		3260440

		-0.59		0.66		Q9H3G5		Q9H3G5		Probable serine carboxypeptidase CPVL		CPVL		476		n8-15c22/23o		0		Y		4		11.8		54.163		25.987		14456000		7127800		21583800

		-0.58		0.67		Q14126		Q14126		Desmoglein-2		DSG2		1118		n8-18c23/24o607-633i		1		Y		2		2.6		122.29		21.875		3008500		2619900		5628400

		-0.58		0.67		Q6UVK1		Q6UVK1		Chondroitin sulfate proteoglycan 4		CSPG4		2322		n13-24c29/30o2225-2246i		1		Y		1		0.5		250.53		6.7782		1456100		751750		2207850

		-0.57		0.67		P07858		P07858		Cathepsin B;Cathepsin B light chain;Cathepsin B heavy chain		CTSB		339		n4-14c19/20o		0		Y		5		14.5		37.821		45.29		137620000		76567000		214187000

		-0.56		0.68		P51688		P51688		N-sulphoglucosamine sulphohydrolase		SGSH		502		n5-15c20/21o		0		Y		2		5		56.695		13.474		9578700		5176500		14755200

		-0.56		0.68		Q13444		Q13444-13;Q13444-10;Q13444-9;Q13444-8;Q13444-2;Q13444-7;Q13444-6;Q13444-12;Q13444-5;Q13444-4;Q13444-3;Q13444		Disintegrin and metalloproteinase domain-containing protein 15		ADAM15		863		n3-14c22/23o694-717i		1		Y		2		5.5		68.255		35.826		2204200		1698600		3902800		aa18-863

		-0.55		0.68		P15289		P15289-2;P15289		Arylsulfatase A;Arylsulfatase A component B;Arylsulfatase A component C		ARSA		507		n7-18c28/29o		0		Y		1		3.3		44.881		5.9041		471010		258510		729520

		-0.55		0.68		Q96NZ9		Q96NZ9-2;Q96NZ9-4;Q96NZ9;Q96NZ9-3		Proline-rich acidic protein 1		PRAP1		151		n4-15c20/21o		0		Y		1		23.3		10.259		14.996		7083900		4231700		11315600

		-0.55		0.68		P06280		P06280		Alpha-galactosidase A		GLA		429		n10-22c31/32o		0		Y		2		5.6		48.766		12.422		2321000		1409600		3730600

		-0.54		0.69		P07339		P07339		Cathepsin D;Cathepsin D light chain;Cathepsin D heavy chain		CTSD		412		n4-15c20/21o		0		Y		6		20.4		44.552		69.428		48680000		22278000		70958000

		-0.54		0.69		O75976		O75976		Carboxypeptidase D		CPD		1380		n16-26c31/32o1300-1323i		1		Y		4		5		152.93		40.463		4518800		2135400		6654200		aa217-1380

		-0.54		0.69		P09486		P09486		SPARC		SPARC		303		n3-12c17/18o		0		Y		3		9.9		34.632		31.685		475650000		297530000		773180000

		-0.53		0.69		Q4KMG0		Q4KMG0-2;Q4KMG0		Cell adhesion molecule-related/down-regulated by oncogenes		CDON		1287		n8-20c25/26o964-989i		1		Y		2		2.8		136.53		32.835		10708000		6368600		17076600

		-0.53		0.69		P04062		P04062-4;P04062-5;P04062-2;P04062		Glucosylceramidase		GBA		536		n20-31c39/40o		0		Y		3		7.3		50.316		18.877		4273300		2468100		6741400

		-0.51		0.70		O75503		O75503		Ceroid-lipofuscinosis neuronal protein 5		CLN5		358		i24-42o		1		0		2		5		41.496		11.37		5978500		3671200		9649700

		-0.51		0.70		P63261		P63261;P60709		Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processed;Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processed		ACTG1;ACTB		375		i		0		0		4		14.9		41.792		38.53		15968000		6101500		22069500

		-0.51		0.70		Q06481		Q06481-5;Q06481-4;Q06481-2;Q06481-3;Q06481-6;Q06481		Amyloid-like protein 2		APLP2		763		n15-30c48/49o694-716i		1		Y		2		4.8		59.151		11.473		623910		369700		993610

		-0.51		0.70		Q86VZ4		Q86VZ4;Q86VZ4-2		Low-density lipoprotein receptor-related protein 11		LRP11		500		n21-32c37/38o452-475i		1		Y		4		10.2		53.311		24.824		3522600		1999200		5521800

		-0.50		0.71		P09668		P09668		Pro-cathepsin H;Cathepsin H mini chain;Cathepsin H;Cathepsin H heavy chain;Cathepsin H light chain		CTSH		335		n4-15c22/23o		0		Y		3		12.2		37.393		59.754		15531000		8748200		24279200

		-0.50		0.71		Q9UBS9		Q9UBS9;Q9UBS9-2		SUN domain-containing ossification factor		SUCO		1254		n7-22c29/30o1012-1030i		1		Y		1		1.1		139.43		15.123		5516700		3553900		9070600

		-0.50		0.71		P17050		P17050		Alpha-N-acetylgalactosaminidase		NAGA		411		n2-9c17/18o		0		Y		3		9.7		46.564		28.507		22260000		12587000		34847000

		-0.49		0.71		Q15366		Q15366-7;Q15366-8;Q15366-4;Q15366-5;P57721-2;P57721-3;P57721-5;Q15365;Q15366-6;Q15366-3;Q15366;Q15366-2;P57721-4;P57721		Poly(rC)-binding protein 2;Poly(rC)-binding protein 3;Poly(rC)-binding protein 1		PCBP2;PCBP3;PCBP1		365		i		0		0		1		3.5		33.496		6.4981		2078100		1105600		3183700

		-0.48		0.71		Q9Y5W5		Q9Y5W5		Wnt inhibitory factor 1		WIF1		379		n9-24c28/29o		0		Y		1		4.2		41.527		18.711		1408600		719690		2128290

		-0.48		0.72		Q9UJJ9		Q9UJJ9		N-acetylglucosamine-1-phosphotransferase subunit gamma		GNPTG		305		n3-14c24/25o		0		Y		2		13.4		33.973		49.201		5533400		2759500		8292900

		-0.48		0.72		Q96I82		Q96I82-2;Q96I82		Kazal-type serine protease inhibitor domain-containing protein 1		KAZALD1		304		n8-23c30/31o		0		Y		1		7.9		26.525		6.083		2487200		958560		3445760

		-0.48		0.72		P08887		P08887-2;P08887		Interleukin-6 receptor subunit alpha		IL6R		468		n3-14c19/20o367-388i		1		Y		1		3.6		40.237		6.7459		590940		321150		912090		aa20-468

		-0.47		0.72		Q01968		Q01968-2;Q01968		Inositol polyphosphate 5-phosphatase OCRL-1		OCRL		901		i		0		0		2		4.4		103.23		12.424		11353000		7553100		18906100

		-0.47		0.72		P11717		P11717		Cation-independent mannose-6-phosphate receptor		IGF2R		2491		n23-34c42/43o2305-2327i		1		Y		21		11.4		274.37		202.17		108710000		59015000		167725000

		-0.47		0.72		O95490		O95490-3;O95490-4;O95490-2;O95490-5;O95490;O95490-7;O95490-6		Latrophilin-2		LPHN2		1459		n10-20c29/30o845-870i882-900o906-930i951-971o991-1014i1035-1058o1064-1087i		7		Y		1		1.2		126.16		6.0865		218740		189230		407970

		-0.47		0.72		P34059		P34059		N-acetylgalactosamine-6-sulfatase		GALNS		522		n10-21c26/27o		0		Y		1		1.9		58.025		6.9497		5965300		3184500		9149800

		-0.47		0.72		P06865		P06865		Beta-hexosaminidase subunit alpha		HEXA		529		n6-17c22/23o		0		Y		8		14.4		60.702		58.058		79949000		42875000		122824000

		-0.46		0.73		P11117		P11117		Lysosomal acid phosphatase		ACP2		423		n11-24c32/33o381-404i		1		Y		1		2.6		48.344		7.3229		1793400		952300		2745700

		-0.45		0.73		P55795		P55795;P31943		Heterogeneous nuclear ribonucleoprotein H2;Heterogeneous nuclear ribonucleoprotein H2, N-terminally processed;Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processed		HNRNPH2;HNRNPH1		449		i		0		0		1		3.6		49.263		7.3706		328980		173390		502370

		-0.45		0.73		P11362		P11362-18;P11362-16;P11362-13;P11362-12;P11362-11;P11362-10;P11362-9;P11362-6;P11362-8;P11362-5;P11362-4;P11362-14;P11362-3;P11362-20;P11362-7;P11362-2;P11362-19;P11362;P11362-21		Fibroblast growth factor receptor 1		FGFR1		822		n6-16c21/22o377-397i		1		Y		2		8.7		33.124		16.025		3173100		2330200		5503300

		-0.44		0.73		P02751		P02751-12;P02751-10;P02751-6;P02751-5;P02751-9;P02751-14;P02751-13;P02751-8;P02751-17;P02751-3;P02751-11;P02751;P02751-7;P02751-15;P02751-4		Fibronectin;Anastellin;Ugl-Y1;Ugl-Y2;Ugl-Y3		FN1		2386		n8-18c26/27o		0		Y		10		7.6		221.29		219.51		49101000		32112000		81213000

		-0.44		0.74		Q8NFZ8		Q8NFZ8		Cell adhesion molecule 4		CADM4		388		n11-19c24/25o323-347i		1		Y		2		10.8		42.785		25.455		7748100		4867400		12615500

		-0.44		0.74		Q14114		Q14114-3;Q14114		Low-density lipoprotein receptor-related protein 8		LRP8		963		n11-24c32/33o823-848i		1		Y		1		1.4		99.091		6.5694		605440		341530		946970

		-0.43		0.74		Q96CX2		Q96CX2		BTB/POZ domain-containing protein KCTD12		KCTD12		325		i		0		0		2		7.7		35.7		41.095		5001100		2654100		7655200

		-0.43		0.74		Q9Y426		Q9Y426-3;Q9Y426		C2 domain-containing protein 2		C2CD2		696		n15-33c41/42o		0		Y		1		1.4		75.016		5.8248		1174700		590730		1765430

		-0.43		0.74		Q15113		Q15113		Procollagen C-endopeptidase enhancer 1		PCOLCE		449		n9-20c25/26o		0		Y		6		22.3		47.972		71.299		56933000		33543000		90476000

		-0.43		0.74		P10586		P10586-2;P10586		Receptor-type tyrosine-protein phosphatase F		PTPRF		1907		n14-24c29/30o1261-1284i		1		Y		4		3.2		211.68		46.184		8198000		5838900		14036900

		-0.43		0.74		O75493		O75493		Carbonic anhydrase-related protein 11		CA11		328		n12-19c23/24o		0		Y		2		6.4		36.238		11.729		34090000		20771000		54861000

		-0.42		0.75		O00115		O00115-2;O00115		Deoxyribonuclease-2-alpha		DNASE2		360		n4-12c16/17o		0		Y		5		18.7		33.615		69.024		128650000		71555000		200205000

		-0.42		0.75		Q92859		Q92859-3;Q92859-2;Q92859-4;Q92859		Neogenin		NEO1		1461		n10-25c33/34o1104-1128i		1		Y		2		2.6		154.3		21.834		1997700		1558800		3556500

		-0.41		0.75		P22352		P22352		Glutathione peroxidase 3		GPX3		226		n4-15c24/25o		0		Y		1		5.3		25.552		6.4352		608730		315870		924600

		-0.40		0.76		Q86SR1		Q86SR1-2;Q86SR1;Q86SR1-4;Q86SR1-3		Polypeptide N-acetylgalactosaminyltransferase 10		GALNT10		603		n8-21c29/30o		0		Y		4		12.2		61.947		29.215		15750000		7755400		23505400

		-0.39		0.76		Q07954		Q07954		Prolow-density lipoprotein receptor-related protein 1;Low-density lipoprotein receptor-related protein 1 85 kDa subunit;Low-density lipoprotein receptor-related protein 1 515 kDa subunit;Low-density lipoprotein receptor-related protein 1 intracellular domain		LRP1		4544		n6-16c20/21o4424-4444i		1		Y		7		2.2		504.6		63.37		12422000		5964500		18386500

		-0.39		0.76		Q9H1B5		Q9H1B5		Xylosyltransferase 2		XYLT2		865		n16-27c34/35o		0		Y		4		6		96.766		28.372		5483900		3093600		8577500

		-0.39		0.76		P07686		P07686		Beta-hexosaminidase subunit beta;Beta-hexosaminidase subunit beta chain B;Beta-hexosaminidase subunit beta chain A		HEXB		556		n14-24c42/43o		0		Y		12		23.2		63.111		145.91		332700000		194740000		527440000

		-0.39		0.77		P42785		P42785;P42785-2		Lysosomal Pro-X carboxypeptidase		PRCP		496		n5-15c21/22o		0		Y		3		5.8		55.799		60.71		77813000		44342000		122155000

		-0.39		0.77		Q9HB63		Q9HB63-3;Q9HB63-2;Q9HB63		Netrin-4		NTN4		628		n7-20c25/26o		0		Y		1		2.5		66.351		6.3767		255140		122500		377640

		-0.38		0.77		Q9ULF5		Q9ULF5		Zinc transporter ZIP10		SLC39A10		831		n9-20c25/26o404-431i438-460o494-515i732-753o759-780i801-821o		6		Y		8		11.8		94.131		80.438		107240000		50415000		157655000

		-0.38		0.77		P20933		P20933		N(4)-(beta-N-acetylglucosaminyl)-L-asparaginase;Glycosylasparaginase alpha chain;Glycosylasparaginase beta chain		AGA		346		n7-18c23/24o		0		Y		3		12.7		37.208		34.001		78319000		45238000		123557000

		-0.38		0.77		O60361		O60361;P22392;P15531;P15531-2;P22392-2		Putative nucleoside diphosphate kinase;Nucleoside diphosphate kinase B;Nucleoside diphosphate kinase A		NME2P1;NME2;NME1		137		i		0		0		2		19		15.529		11.927		7656300		4784000		12440300

		-0.38		0.77		Q13045		Q13045-2;Q13045-3;Q13045		Protein flightless-1 homolog		FLII		1269		i		0		0		1		0.9		138.49		6.2359		1370700		967430		2338130

		-0.38		0.77		Q31612		Q31612;P10316;P01892;P10321;Q95604		HLA class I histocompatibility antigen, B-73 alpha chain;HLA class I histocompatibility antigen, A-69 alpha chain;HLA class I histocompatibility antigen, A-2 alpha chain;HLA class I histocompatibility antigen, Cw-7 alpha chain;HLA class I histocompatibility antigen, Cw-17 alpha chain		HLA-B;HLA-A;HLA-C		363		n8-19c24/25o306-331i		1		Y		1		3.6		40.435		7.1833		5221600		2832400		8054000

		-0.38		0.77		Q99729		Q99729-3;Q99729-2		Heterogeneous nuclear ribonucleoprotein A/B		HNRNPAB		285		i		0		0		1		4.9		30.588		8.4583		2258800		1251400		3510200

		-0.38		0.77		Q13332		Q13332-6;Q13332-3;Q13332-4;Q13332-2;Q13332;Q13332-7;Q13332-5		Receptor-type tyrosine-protein phosphatase S		PTPRS		1948		n12-24c29/30o1283-1306i		1		Y		4		4.1		212.48		87.074		9534300		5933000		15467300

		-0.37		0.77		P10619		P10619-2;P10619		Lysosomal protective protein;Lysosomal protective protein 32 kDa chain;Lysosomal protective protein 20 kDa chain		CTSA		480		n9-20c28/29o		0		Y		2		5.8		52.488		80.783		8945200		5281500		14226700

		-0.37		0.77		Q9NY27		Q9NY27-2;Q9NY27-3;Q9NY27		Serine/threonine-protein phosphatase 4 regulatory subunit 2		PPP4R2		417		i		0		0		1		5		40.175		5.8452		446320		273930		720250

		-0.37		0.77		Q9Y2E5		Q9Y2E5-2;Q9Y2E5		Epididymis-specific alpha-mannosidase		MAN2B2		1009		n4-15c23/24o		0		Y		2		2.5		107.7		14.068		3938900		2352100		6291000

		-0.37		0.77		O95502		O95502		Neuronal pentraxin receptor		NPTXR		500		n4-23c35/36o		0		Y		2		6.6		52.846		24.467		7274100		5033400		12307500

		-0.36		0.78		Q8WX77		Q8WX77		Insulin-like growth factor-binding protein-like 1		IGFBPL1		278		n4-19c27/28o		0		Y		3		19.8		29.005		35.67		34314000		18206000		52520000

		-0.36		0.78		P09958		P09958		Furin		FURIN		794		n7-20c24/25o716-736i		1		Y		1		1.3		86.677		7.615		1330700		699660		2030360

		-0.36		0.78		P08865		P08865		40S ribosomal protein SA		RPSA		295		i		0		0		2		9.5		32.854		12.943		2547600		1603400		4151000

		-0.36		0.78		Q6P4E1		Q6P4E1-5;Q6P4E1;Q6P4E1-4;Q6P4E1-2		Protein CASC4		CASC4		433		i12-33o		1		0		2		8.2		47.308		13.764		4141700		2770000		6911700

		-0.35		0.78		P0DMV9		P0DMV9;P0DMV8;P0DMV8-2						641		i		0		0		12		24.8		70.051		173.15		192800000		106150000		298950000

		-0.35		0.79		Q9BZM5		Q9BZM5		NKG2D ligand 2		ULBP2		246		n9-20c28/29o224-243i		1		Y		3		17.9		27.368		24.302		16258000		11534000		27792000

		-0.34		0.79		Q13867		Q13867		Bleomycin hydrolase		BLMH		455		i		0		0		2		6.8		52.562		11.778		4382200		2811800		7194000

		-0.34		0.79		Q12860		Q12860-3;Q12860-2;Q12860		Contactin-1		CNTN1		1018		n4-15c20/21o998-1016i		1		Y		3		6.9		70.603		49.908		21850000		6181500		28031500

		-0.34		0.79		P08572		P08572		Collagen alpha-2(IV) chain;Canstatin		COL4A2		1712		n17-28c33/34o		0		Y		3		2.8		167.55		45.8		54661000		35411000		90072000

		-0.34		0.79		Q99436		Q99436-2;Q99436		Proteasome subunit beta type-7		PSMB7		277		i		0		0		1		7		15.323		5.9102		1145600		910330		2055930

		-0.33		0.79		P50897		P50897-2;P50897		Palmitoyl-protein thioesterase 1		PPT1		306		n5-15c20/21o		0		Y		2		13.8		23.093		13.61		1526300		867660		2393960

		-0.33		0.80		Q14137		Q14137		Ribosome biogenesis protein BOP1		BOP1		746		i		0		0		1		1.9		83.629		5.9808		1805500		873550		2679050

		-0.32		0.80		Q9NZ08		Q9NZ08;Q9NZ08-2		Endoplasmic reticulum aminopeptidase 1		ERAP1		941		n15-26c32/33o		0		Y		1		1.4		107.23		7.2143		2505700		1406400		3912100

		-0.32		0.80		P49720		P49720		Proteasome subunit beta type-3		PSMB3		205		i		0		0		3		15.1		22.949		31.414		3301800		2128700		5430500

		-0.32		0.80		P12277		P12277		Creatine kinase B-type		CKB		381		i		0		0		3		12.6		42.644		18.724		9630800		4802600		14433400

		-0.32		0.80		P01344		P01344;P01344-2;P01344-3		Insulin-like growth factor II;Insulin-like growth factor II;Insulin-like growth factor II Ala-25 Del;Preptin		IGF2		180		n10-19c24/25o		0		Y		2		15		20.14		29.539		8720200		5684700		14404900

		-0.31		0.80		O60512		O60512-2;O60512		Beta-1,4-galactosyltransferase 3;N-acetyllactosamine synthase;Beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase;Beta-N-acetylglucosaminyl-glycolipid beta-1,4-galactosyltransferase		B4GALT3		393		n10-21c39/40o		0		Y		1		8.3		15.654		5.9894		3926800		2178700		6105500

		-0.31		0.81		P35052		P35052-2;P35052		Glypican-1;Secreted glypican-1		GPC1		558		n7-18c23/24o540-557i		1		Y		2		9.1		31.93		14.554		2259000		1821200		4080200

		-0.31		0.81		P06733		P06733-2;P06733		Alpha-enolase		ENO1		434		i		0		0		3		12.6		36.928		21.962		6892000		3479200		10371200

		-0.30		0.81		P56537		P56537		Eukaryotic translation initiation factor 6		EIF6		245		i		0		0		2		11.4		26.599		19.731		2276400		1368200		3644600

		-0.30		0.81		P25786		P25786;P25786-2		Proteasome subunit alpha type-1		PSMA1		263		i		0		0		3		18.3		29.555		34.76		24800000		15060000		39860000

		-0.29		0.82		O00754		O00754-2;O00754		Lysosomal alpha-mannosidase;Lysosomal alpha-mannosidase A peptide;Lysosomal alpha-mannosidase B peptide;Lysosomal alpha-mannosidase C peptide;Lysosomal alpha-mannosidase D peptide;Lysosomal alpha-mannosidase E peptide		MAN2B1		1011		n35-45c49/50o		0		Y		8		10.4		113.61		73.54		30901000		18934000		49835000

		-0.29		0.82		Q8WXD2		Q8WXD2;Q8WXD2-2		Secretogranin-3		SCG3		468		n4-15c19/20o		0		Y		3		8.5		53.005		24.24		27574000		17682000		45256000

		-0.29		0.82		P23470		P23470-2;P23470		Receptor-type tyrosine-protein phosphatase gamma		PTPRG		1445		i7-25o737-762i		2		0		3		2.7		158.77		21.761		9878600		5743200		15621800

		-0.29		0.82		P11021		P11021		78 kDa glucose-regulated protein		HSPA5		654		n3-13c18/19o		0		Y		6		13.8		72.332		44.456		12556000		8156900		20712900

		-0.28		0.82		P02750		P02750		Leucine-rich alpha-2-glycoprotein		LRG1		347		n22-30c35/36o		0		Y		1		5.2		38.177		8.7752		161670		73309		234979

		-0.28		0.82		Q9GZX9		Q9GZX9;Q9GZX9-2		Twisted gastrulation protein homolog 1		TWSG1		223		n6-20c25/26o		0		Y		2		10.8		25.017		19.135		13412000		7818400		21230400

		-0.28		0.82		P49327		P49327		Fatty acid synthase;[Acyl-carrier-protein] S-acetyltransferase;[Acyl-carrier-protein] S-malonyltransferase;3-oxoacyl-[acyl-carrier-protein] synthase;3-oxoacyl-[acyl-carrier-protein] reductase;3-hydroxyacyl-[acyl-carrier-protein] dehydratase;Enoyl-[acyl-carrier-protein] reductase;Oleoyl-[acyl-carrier-protein] hydrolase		FASN		2511		i		0		0		6		3.6		273.42		42.023		6903500		4641000		11544500

		-0.28		0.82		Q9UM47		Q9UM47		Neurogenic locus notch homolog protein 3;Notch 3 extracellular truncation;Notch 3 intracellular domain		NOTCH3		2321		n26-34c39/40o1643-1665i		1		Y		1		0.6		243.63		6.9536		1793400		1030900		2824300

		-0.28		0.82		Q8N6Y1		Q8N6Y1		Protocadherin-20		PCDH20		951		i43-62o890-913i		2		0		4		6.7		104.92		32.58		10704000		6009900		16713900

		-0.28		0.82		P28799		P28799;P28799-3;P28799-2		Granulins;Acrogranin;Paragranulin;Granulin-1;Granulin-2;Granulin-3;Granulin-4;Granulin-5;Granulin-6;Granulin-7		GRN		593		n4-12c17/18o		0		Y		6		11.3		63.544		64.246		155180000		102310000		257490000

		-0.28		0.82		Q8TER0		Q8TER0-5;Q8TER0-3;Q8TER0-4;Q8TER0		Sushi, nidogen and EGF-like domain-containing protein 1		SNED1		1413		n4-15c24/25o		0		Y		1		1.1		142.07		7.115		1083600		853650		1937250

		-0.28		0.82		Q10472		Q10472		Polypeptide N-acetylgalactosaminyltransferase 1;Polypeptide N-acetylgalactosaminyltransferase 1 soluble form		GALNT1		559		i9-28o		1		0		1		2		64.218		7.2693		2693800		1650400		4344200

		-0.27		0.83		P10253		P10253		Lysosomal alpha-glucosidase;76 kDa lysosomal alpha-glucosidase;70 kDa lysosomal alpha-glucosidase		GAA		952		i12-32o		1		0		2		3.2		105.32		22.748		5960600		4294100		10254700

		-0.27		0.83		P26022		P26022		Pentraxin-related protein PTX3		PTX3		381		n3-12c17/18o		0		Y		1		3.4		41.975		7.7824		239320		150890		390210

		-0.27		0.83		P31150		P31150		Rab GDP dissociation inhibitor alpha		GDI1		447		i		0		0		1		2.9		50.582		8.5252		6893600		11507000		18400600

		-0.27		0.83		P22314		P22314-2;P22314		Ubiquitin-like modifier-activating enzyme 1		UBA1		1058		o890-910i		1		0		3		4.8		113.8		71.035		6647400		3891300		10538700

		-0.27		0.83		Q2KHR2		Q2KHR2-2;Q2KHR2		DNA-binding protein RFX7		RFX7		1363		i		0		0		1		1		137.87		6.3792		7001300		5269500		12270800

		-0.27		0.83		P19021		P19021-3;P19021-2;P19021-4;P19021-6;P19021;P19021-5		Peptidyl-glycine alpha-amidating monooxygenase;Peptidylglycine alpha-hydroxylating monooxygenase;Peptidyl-alpha-hydroxyglycine alpha-amidating lyase		PAM		973		n7-14c20/21o863-887i		1		Y		5		8.1		100.82		33.238		32034000		20137000		52171000

		-0.27		0.83		Q29960		Q29960-2;P17693;P13747;Q95365;Q29940;Q29836;Q29718;Q04826;P30685;P30498;P30495;P30493;P30492;P30491;P30490;P30488;P30487;P30485;P30484;P30483;P30481;P30480;P30479;P30475;P30466;P30464;P30462;P30461;P30460;P18465;P18464;P18463;P10319;P03989;P01893;P01889;P30455;P30447;P30443;P16188;P13746;P05534;P04439;Q9TNN7;Q29963;Q29960;Q29865;Q07000;P30510;P30508;P30505;P30504;P30501;P04222;P13746-2		HLA class I histocompatibility antigen, Cw-16 alpha chain;HLA class I histocompatibility antigen, alpha chain G;HLA class I histocompatibility antigen, alpha chain E;HLA class I histocompatibility antigen, B-38 alpha chain;HLA class I histocompatibility antigen, B-59 alpha chain;HLA class I histocompatibility antigen, B-67 alpha chain;HLA class I histocompatibility antigen, B-82 alpha chain;HLA class I histocompatibility antigen, B-40 alpha chain;HLA class I histocompatibility antigen, B-35 alpha chain;HLA class I histocompatibility antigen, B-78 alpha chain;HLA class I histocompatibility antigen, B-56 alpha chain;HLA class I histocompatibility antigen, B-55 alpha chain;HLA class I histocompatibility antigen, B-54 alpha chain;HLA class I histocompatibility antigen, B-53 alpha chain;HLA class I histocompatibility antigen, B-52 alpha chain;HLA class I histocompatibility antigen, B-50 alpha chain;HLA class I histocompatibility antigen, B-49 alpha chain;HLA class I histocompatibility antigen, B-47 alpha chain;HLA class I histocompatibility antigen, B-46 alpha chain;HLA class I histocompatibility antigen, B-45 alpha chain;HLA class I histocompatibility antigen, B-44 alpha chain;HLA class I histocompatibility antigen, B-42 alpha chain;HLA class I histocompatibility antigen, B-41 alpha chain;HLA class I histocompatibility antigen, B-39 alpha chain;HLA class I histocompatibility antigen, B-18 alpha chain;HLA class I histocompatibility antigen, B-15 alpha chain;HLA class I histocompatibility antigen, B-14 alpha chain;HLA class I histocompatibility antigen, B-13 alpha chain;HLA class I histocompatibility antigen, B-8 alpha chain;HLA class I histocompatibility antigen, B-57 alpha chain;HLA class I histocompatibility antigen, B-51 alpha chain;HLA class I histocompatibility antigen, B-37 alpha chain;HLA class I histocompatibility antigen, B-58 alpha chain;HLA class I histocompatibility antigen, B-27 alpha chain;Putative HLA class I histocompatibility antigen, alpha chain H;HLA class I histocompatibility antigen, B-7 alpha chain;HLA class I histocompatibility antigen, A-36 alpha chain;HLA class I histocompatibility antigen, A-23 alpha chain;HLA class I histocompatibility antigen, A-1 alpha chain;HLA class I histocompatibility antigen, A-30 alpha chain;HLA class I histocompatibility antigen, A-11 alpha chain;HLA class I histocompatibility antigen, A-24 alpha chain;HLA class I histocompatibility antigen, A-3 alpha chain;HLA class I histocompatibility antigen, Cw-5 alpha chain;HLA class I histocompatibility antigen, Cw-6 alpha chain;HLA class I histocompatibility antigen, Cw-18 alpha chain;HLA class I histocompatibility antigen, Cw-15 alpha chain;HLA class I histocompatibility antigen, Cw-14 alpha chain;HLA class I histocompatibility antigen, Cw-12 alpha chain;HLA class I histocompatibility antigen, Cw-8 alpha chain;HLA class I histocompatibility antigen, Cw-4 alpha chain;HLA class I histocompatibility antigen, Cw-2 alpha chain;HLA class I histocompatibility antigen, Cw-3 alpha chain		HLA-C;HLA-G;HLA-E;HLA-B;HLA-H;HLA-A		366		n8-19c24/25o306-331i		1		Y		1		4		36.797		6.1853		2379900		1443900		3823800

		-0.27		0.83		Q9NPH2		Q9NPH2-2;Q9NPH2-3;Q9NPH2		Inositol-3-phosphate synthase 1		ISYNA1		558		i		0		0		2		8.4		47.146		21.046		1140100		909810		2049910

		-0.26		0.83		P16278		P16278-3;P16278;P16278-2		Beta-galactosidase		GLB1		677		n8-18c23/24o		0		Y		3		6.5		72.75		19.585		3983100		2686200		6669300

		-0.26		0.84		P02462		P02462-2;P02462		Collagen alpha-1(IV) chain;Arresten		COL4A1		1669		n7-18c27/28o		0		Y		1		1.1		127.98		8.5963		632530		437160		1069690

		-0.25		0.84		Q01844		Q01844-6;Q01844-3;Q01844;Q01844-5;Q01844-2		RNA-binding protein EWS		EWSR1		656		i		0		0		3		9.7		62.507		50.733		21260000		15245000		36505000

		-0.25		0.84		Q9GZP0		Q9GZP0-2;Q9GZP0		Platelet-derived growth factor D;Platelet-derived growth factor D, latent form;Platelet-derived growth factor D, receptor-binding form		PDGFD		370		n4-13c18/19o		0		Y		2		6.6		42.166		12.379		34053000		24783000		58836000

		-0.25		0.84		O00264		O00264		Membrane-associated progesterone receptor component 1		PGRMC1		195		o25-43i		1		0		1		7.2		21.671		7.1342		1058600		750860		1809460

		-0.24		0.84		Q6ZTY9		Q6ZTY9		Uncharacterized protein C7orf65		C7orf65		151		i		0		0		1		7.3		16.773		6.1988		1821600		1334600		3156200

		-0.24		0.85		Q8IUL8		Q8IUL8		Cartilage intermediate layer protein 2;Cartilage intermediate layer protein 2 C1;Cartilage intermediate layer protein 2 C2		CILP2		1156		n4-15c20/21o		0		Y		1		1.1		126.29		7.0363		1405700		969900		2375600

		-0.24		0.85		Q9GZP4		Q9GZP4-2;Q9GZP4		PITH domain-containing protein 1		PITHD1		211		i		0		0		1		8.6		24.121		10.411		643090		296630		939720

		-0.24		0.85		P21741		P21741;P21741-2		Midkine		MDK		143		n6-17c22/23o		0		Y		4		32.9		15.585		83.673		7171900		4913500		12085400

		-0.24		0.85		O60507		O60507		Protein-tyrosine sulfotransferase 1		TPST1		370		n9-24c28/29o		0		Y		1		3.2		42.188		6.0094		224550		146220		370770

		-0.23		0.85		O60911		O60911		Cathepsin L2		CTSV		334		n3-12c17/18o		0		Y		9		38		37.329		105.93		69135000		47283000		116418000

		-0.22		0.86		Q14767		Q14767		Latent-transforming growth factor beta-binding protein 2		LTBP2		1821		n20-30c35/36o		0		Y		2		1.8		195.05		11.14		3246600		2156600		5403200

		-0.22		0.86		Q9NZN5		Q9NZN5-2;Q9NZN5		Rho guanine nucleotide exchange factor 12		ARHGEF12		1544		i		0		0		1		0.7		171.11		5.9522		5581500		3158800		8740300

		-0.22		0.86		P32004		P32004-3;P32004-2;P32004		Neural cell adhesion molecule L1		L1CAM		1257		n3-14c19/20o1121-1143i		1		Y		1		1.3		138.91		6.1427		1339300		1043700		2383000

		-0.21		0.86		P15151		P15151-3;P15151-2;P15151-4;P15151		Poliovirus receptor		PVR		417		n6-19c27/28o344-367i		1		Y		2		9.3		39.304		52.407		207870000		134160000		342030000

		-0.21		0.86		P19256		P19256-2;P19256-3;P19256		Lymphocyte function-associated antigen 3		CD58		250		n10-20c24/25o216-238i		1		Y		2		7.6		26.66		12.697		1150300		725500		1875800

		-0.20		0.87		Q12931		Q12931-2;Q12931		Heat shock protein 75 kDa, mitochondrial		TRAP1		704		i		0		0		1		2		74.267		6.0454		153740000		107430000		261170000

		-0.20		0.87		P11142		P11142-2;P11142		Heat shock cognate 71 kDa protein		HSPA8		646		i		0		0		5		13.2		53.517		31.177		11858000		8087900		19945900

		-0.20		0.87		P04066		P04066		Tissue alpha-L-fucosidase		FUCA1		466		n11-22c30/31o		0		Y		3		6		53.688		22.98		20425000		13358000		33783000

		-0.20		0.87		Q9H4D0		Q9H4D0		Calsyntenin-2		CLSTN2		955		n6-17c22/23o828-853i		1		Y		3		4.2		107		92.402		48053000		33638000		81691000

		-0.20		0.87		Q9NS15		Q9NS15-2;Q9NS15		Latent-transforming growth factor beta-binding protein 3		LTBP3		1303		n17-35c43/44o		0		Y		5		6.1		134.29		43.888		14034000		8787500		22821500

		-0.19		0.87		O00584		O00584		Ribonuclease T2		RNASET2		256		n8-19c24/25o		0		Y		6		25.8		29.48		128.41		193630000		132490000		326120000

		-0.19		0.87		P43251		P43251-4;P43251;P43251-3;P43251-2		Biotinidase		BTD		543		n28-40c44/45o		0		Y		1		1.9		58.913		5.837		3095600		1944200		5039800

		-0.19		0.88		P52849		P52849		Bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 2;Heparan sulfate N-deacetylase 2;Heparan sulfate N-sulfotransferase 2		NDST2		883		i20-38o		1		0		1		1.2		100.87		5.9516		1228000		865880		2093880

		-0.19		0.88		Q92820		Q92820		Gamma-glutamyl hydrolase		GGH		318		n5-16c20/21o		0		Y		6		22.6		35.964		52.105		66800000		48617000		115417000

		-0.19		0.88		Q9HAT2		Q9HAT2;Q9HAT2-2		Sialate O-acetylesterase		SIAE		523		n6-17c22/23o		0		Y		6		13.8		58.314		88.141		59328000		42894000		102222000

		-0.19		0.88		P48745		P48745		Protein NOV homolog		NOV		357		n15-26c31/32o		0		Y		7		23.2		39.162		178.52		63751000		42521000		106272000

		-0.18		0.88		O94766		O94766-2;O94766		Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 3		B3GAT3		335		n8-18c23/24o		0		Y		1		2.9		34.624		6.7579		1575200		1194700		2769900

		-0.18		0.88		Q9H173		Q9H173		Nucleotide exchange factor SIL1		SIL1		461		n14-26c31/32o		0		Y		1		2.8		52.084		5.8723		1111600		792610		1904210

		-0.18		0.88		Q6NWY9		Q6NWY9-2		Pre-mRNA-processing factor 40 homolog B		PRPF40B		858		i		0		0		1		2.3		97.849		5.9819		3912600		3031500		6944100

		-0.18		0.88		P16870		P16870-2;P16870		Carboxypeptidase E		CPE		476		n8-23c27/28o		0		Y		7		23		49.885		64.729		182960000		128000000		310960000

		-0.18		0.88		Q12905		Q12905		Interleukin enhancer-binding factor 2		ILF2		390		i		0		0		1		5.1		43.062		28.445		599300		329640		928940

		-0.17		0.89		Q9UBG0		Q9UBG0		C-type mannose receptor 2		MRC2		1479		o1413-1436i		1		0		2		1.8		166.67		11.714		2593100		1674300		4267400

		-0.17		0.89		Q01973		Q01973-3;Q01973		Tyrosine-protein kinase transmembrane receptor ROR1		ROR1		937		n13-24c29/30o404-427i675-694o		2		Y		4		12		43.825		31.269		16101000		10583000		26684000

		-0.17		0.89		P01023		P01023		Alpha-2-macroglobulin		A2M		1474		n6-19c27/28o		0		Y		1		1.1		163.29		6.1552		254570		195650		450220

		-0.17		0.89		Q5JPE7		Q5JPE7-3;Q5JPE7-2;Q15155;P69849;Q5JPE7		Nodal modulator 2;Nodal modulator 1;Nodal modulator 3		NOMO2;NOMO1;NOMO3		1267		n8-23c31/32o1156-1175i		1		Y		4		5.7		122.06		28.93		18059000		12542000		30601000

		-0.16		0.89		P18065		P18065		Insulin-like growth factor-binding protein 2		IGFBP2		325		n17-28c36/37o		0		Y		3		10.5		34.814		24.099		7304400		5091000		12395400

		-0.16		0.90		P53634		P53634		Dipeptidyl peptidase 1;Dipeptidyl peptidase 1 exclusion domain chain;Dipeptidyl peptidase 1 heavy chain;Dipeptidyl peptidase 1 light chain		CTSC		463		n6-16c24/25o		0		Y		1		3		51.853		8.9356		2340700		1394500		3735200

		-0.16		0.90		Q4ZHG4		Q4ZHG4		Fibronectin type III domain-containing protein 1		FNDC1		1894		n15-26c34/35o		0		Y		1		1.1		205.56		12.022		277920		193920		471840

		-0.15		0.90		Q9H2A7		Q9H2A7		C-X-C motif chemokine 16		CXCL16		254		n11-21c29/30o204-227i		1		Y		1		5.5		27.578		6.5076		2568100		1659700		4227800

		-0.15		0.90		Q9UNW1		Q9UNW1-3;Q9UNW1-2;Q9UNW1;Q9UNW1-4		Multiple inositol polyphosphate phosphatase 1		MINPP1		487		n13-24c30/31o364-384i405-421o		2		Y		2		8.5		31.475		14.777		14188000		10029000		24217000

		-0.15		0.90		Q13443		Q13443-2;Q13443		Disintegrin and metalloproteinase domain-containing protein 9		ADAM9		819		n16-23c28/29o699-718i		1		Y		2		3.2		72.359		11.958		23072000		16458000		39530000

		-0.15		0.90		Q9BTY2		Q9BTY2		Plasma alpha-L-fucosidase		FUCA2		467		n9-21c30/31o		0		Y		9		20.8		54.066		98.186		204950000		150860000		355810000

		-0.15		0.90		Q9HAR2		Q9HAR2-2;Q9HAR2;Q9HAR2-4		Latrophilin-3		LPHN3		1447		n6-17c22/23o866-889i901-919o925-947i968-988o1008-1031i1052-1075o1081-1104i		7		Y		1		1		139.28		6.208		825640		484600		1310240

		-0.15		0.90		O76061		O76061		Stanniocalcin-2		STC2		302		n11-19c24/25o		0		Y		3		8.3		33.248		45.398		106640000		75436000		182076000

		-0.15		0.90		Q76M96		Q76M96;Q76M96-2		Coiled-coil domain-containing protein 80		CCDC80		950		n9-19c23/24o		0		Y		3		5.6		108.17		22.902		3187000		2338700		5525700

		-0.15		0.90		Q14703		Q14703		Membrane-bound transcription factor site-1 protease		MBTPS1		1052		n6-17c22/23o1002-1022i		1		Y		2		2.7		117.75		12.634		8172900		5923100		14096000		aa18-1052

		-0.14		0.90		Q14247		Q14247-3;Q14247;Q14247-2		Src substrate cortactin		CTTN		550		i		0		0		5		12.7		57.466		43.079		15793000		6626400		22419400

		-0.14		0.91		Q02818		Q02818		Nucleobindin-1		NUCB1		461		n10-21c26/27o		0		Y		10		27.5		53.879		72.355		29428000		19666000		49094000

		-0.14		0.91		P12004		P12004		Proliferating cell nuclear antigen		PCNA		261		i		0		0		3		14.9		28.768		74.178		12722000		9758000		22480000

		-0.14		0.91		P13591		P13591-5;P13591-4;P13591-3;P13591-1;P13591;P13591-6		Neural cell adhesion molecule 1		NCAM1		858		n7-14c19/20o723-746i		1		Y		5		9.6		73.473		62.465		48349000		38244000		86593000

		-0.14		0.91		P00750		P00750;P00750-3;P00750-4		Tissue-type plasminogen activator;Tissue-type plasminogen activator chain A;Tissue-type plasminogen activator chain B		PLAT		562		n8-20c28/29o		0		Y		6		15.3		62.916		85.389		104000000		70383000		174383000

		-0.14		0.91		P08195		P08195-2;P08195-3;P08195;P08195-4		4F2 cell-surface antigen heavy chain		SLC3A2		630		i183-205o		1		0		2		5.7		57.944		20.462		3773200		2706800		6480000

		-0.13		0.91		Q5JRA6		Q5JRA6-2;Q5JRA6;Q5JRA6-3		Melanoma inhibitory activity protein 3		MIA3		1907		n3-14c22/23o1145-1165i1177-1198o		2		Y		2		1.3		206.89		12.485		4701200		2318600		7019800

		-0.13		0.91		Q9UM22		Q9UM22-2;Q9UM22		Mammalian ependymin-related protein 1		EPDR1		224		n13-31c37/38o		0		Y		1		12.2		9.8604		10.865		10411000		5496700		15907700

		-0.13		0.91		Q9Y266		Q9Y266		Nuclear migration protein nudC		NUDC		331		i		0		0		1		3.3		38.242		6.2286		948600		610410		1559010

		-0.13		0.91		P60174		P60174-4;P60174-1;P60174		Triosephosphate isomerase		TPI1		286		i		0		0		2		16.2		17.958		14.487		868160		695490		1563650

		-0.13		0.91		Q9UHG2		Q9UHG2		ProSAAS;KEP;Big SAAS;Little SAAS;Big PEN-LEN;PEN;Little LEN;Big LEN		PCSK1N		260		n15-26c33/34o		0		Y		1		5.8		27.372		10.23		2898800		2055500		4954300

		-0.12		0.92		Q6UXD5		Q6UXD5-6;Q6UXD5-2;Q6UXD5-3;Q6UXD5-5;Q6UXD5;Q6UXD5-4		Seizure 6-like protein 2		SEZ6L2		910		n14-22c27/28o845-867i		1		Y		3		4.7		86.86		18.795		29259000		18329000		47588000

		-0.12		0.92		Q9Y4K0		Q9Y4K0		Lysyl oxidase homolog 2		LOXL2		774		n9-20c25/26o		0		Y		5		9.4		86.724		31.31		13321000		9213500		22534500

		-0.12		0.92		P52848		P52848;P52848-2		Bifunctional heparan sulfate N-deacetylase/N-sulfotransferase 1;Heparan sulfate N-deacetylase 1;Heparan sulfate N-sulfotransferase 1		NDST1		882		i18-39o		1		0		3		4		100.87		17.577		2765600		2064500		4830100

		-0.12		0.92		Q969Y0		Q969Y0		NXPE family member 3		NXPE3		559		n10-25c29/30o		0		Y		1		2.1		63.799		5.8166		1742100		1027700		2769800

		-0.12		0.92		Q13283		Q13283		Ras GTPase-activating protein-binding protein 1		G3BP1		466		i		0		0		1		3.9		52.164		13.828		927130		594860		1521990

		-0.11		0.92		Q9UKZ9		Q9UKZ9		Procollagen C-endopeptidase enhancer 2		PCOLCE2		415		n6-17c22/23o		0		Y		2		6.7		45.716		11.91		4191200		3243300		7434500

		-0.11		0.93		O00462		O00462		Beta-mannosidase		MANBA		879		n3-13c18/19o		0		Y		4		5.9		100.89		30.631		5290900		3502000		8792900

		-0.11		0.93		O94813		O94813-3;O94813-2;O94813		Slit homolog 2 protein;Slit homolog 2 protein N-product;Slit homolog 2 protein C-product		SLIT2		1529		n9-20c25/26o		0		Y		5		4.7		168.89		207.86		41018000		32071000		73089000

		-0.11		0.93		Q96MM7		Q96MM7-2;Q96MM7-3;Q96MM7;Q96MM7-4		Heparan-sulfate 6-O-sulfotransferase 2		HS6ST2		605		o74-93i154-172o		2		0		1		2.4		53.436		6.4753		3348900		2235000		5583900

		-0.10		0.93		P54826		P54826		Growth arrest-specific protein 1		GAS1		345		i		0		0		2		9.3		35.693		27.084		1034500		684740		1719240

		-0.10		0.93		O15041		O15041-2;O15041		Semaphorin-3E		SEMA3E		775		n7-17c25/26o		0		Y		5		8.8		82.423		39.084		30961000		23372000		54333000

		-0.10		0.93		Q12913		Q12913-2;Q12913		Receptor-type tyrosine-protein phosphatase eta		PTPRJ		1337		n19-30c35/36o975-996i		1		Y		3		10.6		57.189		21.687		7549100		4322000		11871100

		-0.10		0.93		Q92626		Q92626		Peroxidasin homolog		PXDN		1479		n12-25c29/30o		0		Y		10		9.6		165.27		91.075		25831000		18631000		44462000

		-0.10		0.93		P47972		P47972		Neuronal pentraxin-2		NPTX2		431		n2-13c17/18o		0		Y		9		18.1		47.041		73.943		83493000		55136000		138629000

		-0.10		0.93		Q92823		Q92823-3;Q92823-4;Q92823-6;Q92823-2;Q92823;Q92823-5		Neuronal cell adhesion molecule		NRCAM		1304		n17-24c29/30o1169-1190i		1		Y		3		3.9		130.67		33.023		13780000		9543200		23323200

		-0.10		0.93		P02792		P02792		Ferritin light chain		FTL		175		i		0		0		2		17.1		20.019		14.701		1594400		1005000		2599400

		-0.10		0.93		Q9BXX0		Q9BXX0		EMILIN-2		EMILIN2		1053		n15-25c30/31o		0		Y		4		5.5		115.69		23.887		3213000		2487700		5700700

		-0.09		0.94		P25787		P25787		Proteasome subunit alpha type-2		PSMA2		234		i		0		0		1		6		25.898		7.5581		3330400		2418200		5748600

		-0.09		0.94		O00461		O00461		Golgi integral membrane protein 4		GOLIM4		696		i12-34o		1		0		3		5.3		81.879		39.652		4228000		2987200		7215200

		-0.09		0.94		Q9H9K5		Q9H9K5		Endogenous retrovirus group MER34 member 1 Env polyprotein		ERVMER34-1		563		n8-20c24/25o490-509i		1		Y		1		2.3		63.546		7.2283		1095800		807900		1903700

		-0.09		0.94		P37802		P37802;P37802-2		Transgelin-2		TAGLN2		199		i		0		0		1		5.5		22.391		7.3601		729410		702060		1431470

		-0.09		0.94		Q9HBR0		Q9HBR0		Putative sodium-coupled neutral amino acid transporter 10		SLC38A10		1119		o36-58i83-104o124-142i154-173o193-212i233-252o272-290i321-339o345-366i378-397o		10		0		7		8.5		119.76		87.603		31961000		25026000		56987000

		-0.08		0.94		Q9Y483		Q9Y483-2;Q9Y483-3;Q9Y483-4;Q9Y483		Metal-response element-binding transcription factor 2		MTF2		593		i		0		0		1		6.5		29.213		6.2581		840840		520650		1361490

		-0.08		0.94		P07711		P07711		Cathepsin L1;Cathepsin L1 heavy chain;Cathepsin L1 light chain		CTSL		333		n4-12c17/18o		0		Y		7		19.2		37.564		164.28		168520000		112290000		280810000

		-0.08		0.94		P51884		P51884		Lumican		LUM		338		n3-13c18/19o		0		Y		3		9.2		38.429		17.784		4561200		3048100		7609300

		-0.08		0.95		P78536		P78536-2;P78536		Disintegrin and metalloproteinase domain-containing protein 17		ADAM17		824		n5-16c21/22o672-694i		1		Y		2		4		78.542		13.625		240400		155130		395530

		-0.08		0.95		P49721		P49721		Proteasome subunit beta type-2		PSMB2		201		i		0		0		3		23.4		22.836		25.77		14949000		11336000		26285000

		-0.07		0.95		Q16610		Q16610;Q16610-4;Q16610-2		Extracellular matrix protein 1		ECM1		540		n7-14c19/20o		0		Y		8		23.3		60.673		55.746		55647000		36213000		91860000

		-0.07		0.95		Q9Y5Z4		Q9Y5Z4-2;Q9Y5Z4		Heme-binding protein 2		HEBP2		205		i		0		0		1		4.9		20.859		5.9841		785760		544520		1330280

		-0.07		0.95		P20618		P20618		Proteasome subunit beta type-1		PSMB1		241		i		0		0		3		19.9		26.489		29.21		11296000		7417600		18713600

		-0.07		0.95		P17936		P17936;P17936-2		Insulin-like growth factor-binding protein 3		IGFBP3		291		n8-19c27/28o		0		Y		1		3.4		31.674		7.0648		3142300		2380400		5522700

		-0.07		0.95		Q9NY33		Q9NY33-4;Q9NY33		Dipeptidyl peptidase 3		DPP3		737		i		0		0		1		2.3		79.306		6.5067		539440		382280		921720

		-0.07		0.95		P13611		P13611-4;P13611-3;P13611-2;P13611-5;P13611		Versican core protein		VCAN		3396		n8-16c20/21o		0		Y		2		4.4		74.292		10.967		3791500		3058500		6850000

		-0.07		0.95		P41250		P41250		Glycine--tRNA ligase		GARS		739		n14-21c26/27o		0		Y		1		1.5		83.165		6.1117		1666200		1056300		2722500

		-0.07		0.95		Q15262		Q15262;Q15262-2;Q15262-3;Q15262-4		Receptor-type tyrosine-protein phosphatase kappa		PTPRK		1439		n5-18c25/26o753-774i		1		Y		4		4		162.1		53.238		11631000		8761500		20392500

		-0.07		0.96		P13798		P13798		Acylamino-acid-releasing enzyme		APEH		732		o515-535i		1		0		11		18.6		81.224		123.41		62893000		45704000		108597000

		-0.06		0.96		Q05707		Q05707-3;Q05707-2;Q05707		Collagen alpha-1(XIV) chain		COL14A1		1796		n12-23c28/29o		0		Y		6		4.8		183.15		54.49		16485000		13039000		29524000

		-0.06		0.96		Q6P9A2		Q6P9A2;Q6P9A2-2		Polypeptide N-acetylgalactosaminyltransferase 18		GALNT18		607		i9-31o		1		0		3		5.3		69.56		21.966		4475600		2868500		7344100

		-0.06		0.96		Q9BQT9		Q9BQT9;Q9BQT9-2		Calsyntenin-3		CLSTN3		956		n3-14c19/20o847-868i		1		Y		8		10		106.1		116.6		104820000		120260000		225080000

		-0.06		0.96		Q16363		Q16363-2;Q16363		Laminin subunit alpha-4		LAMA4		1823		n10-21c27/28o		0		Y		8		6.3		201.77		92.399		24957000		15082000		40039000

		-0.06		0.96		O94923		O94923		D-glucuronyl C5-epimerase		GLCE		617		n13-28c33/34o		0		Y		3		8.8		70.1		20.82		6195600		4012100		10207700

		-0.05		0.96		P24821		P24821;P24821-3;P24821-4;P24821-5;P24821-2;P24821-6		Tenascin		TNC		2201		n7-18c22/23o		0		Y		21		12.9		240.85		244.17		220430000		162160000		382590000

		-0.05		0.96		P55786		P55786-2;P55786		Puromycin-sensitive aminopeptidase		NPEPPS		919		i		0		0		2		3		94.515		14.427		3523500		2339900		5863400

		-0.05		0.96		Q93063		Q93063;Q93063-2;Q93063-3		Exostosin-2		EXT2		718		i24-46o		1		0		2		2.8		82.254		11.671		1515500		962160		2477660

		-0.05		0.96		P22692		P22692-2;P22692		Insulin-like growth factor-binding protein 4		IGFBP4		258		n2-13c21/22o		0		Y		1		10.8		17.635		8.6884		1304400		876030		2180430

		-0.05		0.96		Q14697		Q14697;Q14697-2		Neutral alpha-glucosidase AB		GANAB		944		n16-27c32/33o		0		Y		2		2.8		106.87		11.313		3858300		2957900		6816200

		-0.05		0.97		P25391		P25391		Laminin subunit alpha-1		LAMA1		3075		n3-14c19/20o		0		Y		19		8.1		337.08		186.34		105870000		74417000		180287000

		-0.05		0.97		P06276		P06276		Cholinesterase		BCHE		602		n12-23c28/29o		0		Y		3		5		68.417		19.173		28038000		21189000		49227000

		-0.05		0.97		P55268		P55268		Laminin subunit beta-2		LAMB2		1798		n20-27c32/33o		0		Y		8		5.7		195.98		94.734		25641000		18598000		44239000

		-0.05		0.97		Q9NPF2		Q9NPF2-2;Q9NPF2		Carbohydrate sulfotransferase 11		CHST11		352		n18-30c42/43o		0		Y		2		5.2		41.003		11.632		1089900		648850		1738750

		-0.04		0.97		O60888		O60888-3;O60888;O60888-2		Protein CutA		CUTA		179		o6-31i		1		0		2		17.9		16.832		55.741		80727000		58261000		138988000

		-0.04		0.97		Q14766		Q14766-3		Latent-transforming growth factor beta-binding protein 1		LTBP1		1342		n7-14c20/21o		0		Y		1		1.4		147.23		6.2745		1579500		1053900		2633400

		-0.04		0.97		P12821		P12821-4;P12821-3;P12821-2;P12821		Angiotensin-converting enzyme;Angiotensin-converting enzyme, soluble form		ACE		1306		n11-22c29/30o1260-1281i		1		Y		2		3.3		78.693		12.266		5942700		4304600		10247300		aa30-1306

		-0.04		0.97		Q9NPH3		Q9NPH3-3;Q9NPH3-2;Q9NPH3;Q9NPH3-5		Interleukin-1 receptor accessory protein		IL1RAP		570		n3-16c20/21o363-383i		1		Y		5		16.5		39.743		32.848		29182000		18164000		47346000

		-0.04		0.97		Q13308		Q13308-5;Q13308-3;Q13308-4;Q13308-2;Q13308;Q13308-6		Inactive tyrosine-protein kinase 7		PTK7		1070		n14-25c30/31o705-726i		1		Y		1		1.5		89.763		6.0813		4642100		3196100		7838200

		-0.03		0.98		P07195		P07195		L-lactate dehydrogenase B chain		LDHB		334		i		0		0		4		14.4		36.638		27.45		30735000		24482000		55217000

		-0.03		0.98		Q96MK3		Q96MK3;Q8IXL6		Protein FAM20A;Extracellular serine/threonine protein kinase FAM20C		FAM20A;FAM20C		541		n9-21c33/34o		0		Y		1		2.2		61.416		7.4071		998730		696140		1694870

		-0.03		0.98		Q92896		Q92896;Q92896-3;Q92896-2		Golgi apparatus protein 1		GLG1		1179		n13-23c27/28o1146-1169i		1		Y		3		3.5		134.55		32.296		11163000		8518100		19681100		aa44-1179

		-0.03		0.98		P02458		P02458;P02458-1;P02458-3		Collagen alpha-1(II) chain;Collagen alpha-1(II) chain;Chondrocalcin		COL2A1		1487		n10-21c25/26o		0		Y		11		8.7		141.78		323.31		1062000000		918250000		1980250000

		-0.03		0.98		Q14118		Q14118		Dystroglycan;Alpha-dystroglycan;Beta-dystroglycan		DAG1		895		n4-22c27/28o749-775i		1		Y		5		8.3		97.44		319.49		724130000		608390000		1332520000

		-0.03		0.98		Q9UMF0		Q9UMF0		Intercellular adhesion molecule 5		ICAM5		924		n11-26c31/32o835-860i		1		Y		4		7.4		97.115		29.938		11833000		7535500		19368500

		-0.02		0.98		Q99435		Q99435-4;Q99435;Q99435-2;Q99435-3		Protein kinase C-binding protein NELL2		NELL2		816		n5-16c21/22o		0		Y		14		21.1		91.166		117.46		124360000		89654000		214014000

		-0.02		0.99		Q8N2S1		Q8N2S1-2;Q8N2S1-3;Q8N2S1		Latent-transforming growth factor beta-binding protein 4		LTBP4		1624		n12-23c28/29o		0		Y		9		8.3		165.74		73.11		26899000		20441000		47340000

		-0.02		0.99		P05155		P05155-2;P05155;P05155-3		Plasma protease C1 inhibitor		SERPING1		500		n5-15c20/21o		0		Y		3		8.3		49.757		76.78		22432000		18978000		41410000

		-0.02		0.99		O95613		O95613-2;O95613		Pericentrin		PCNT		3336		i		0		0		2		0.7		355.88		10.957		2843000		2156100		4999100

		-0.02		0.99		Q02952		Q02952-3;Q02952-2;Q02952		A-kinase anchor protein 12		AKAP12		1782		i		0		0		1		1		180.99		7.9761		1623400		1150900		2774300

		-0.02		0.99		P15907		P15907;P15907-2		Beta-galactoside alpha-2,6-sialyltransferase 1		ST6GAL1		406		n12-23c27/28o		0		Y		2		7.6		46.604		16.833		5172900		4049300		9222200

		-0.02		0.99		O15031		O15031		Plexin-B2		PLXNB2		1838		n3-14c18/19o1200-1221i		1		Y		4		2.9		205.12		48.449		16811000		13088000		29899000		aa800-1838

		-0.01		0.99		Q00839		Q00839-2;Q00839		Heterogeneous nuclear ribonucleoprotein U		HNRNPU		825		i		0		0		5		6.6		88.979		71.837		21406000		20647000		42053000

		-0.01		0.99		P28074		P28074;P28074-3		Proteasome subunit beta type-5		PSMB5		263		i		0		0		5		16		28.48		48.812		70185000		61442000		131627000

		-0.01		0.99		Q9H4F8		Q9H4F8;Q9H4F8-2		SPARC-related modular calcium-binding protein 1		SMOC1		434		n9-21c26/27o		0		Y		11		22.1		48.162		163.25		411700000		305460000		717160000

		-0.01		1.00		P07942		P07942		Laminin subunit beta-1		LAMB1		1786		n3-14c21/22o		0		Y		21		15.5		198.04		251.95		89952000		65260000		155212000

		-0.01		1.00		Q96FE7		Q96FE7-4;Q96FE7-5;Q96FE7-2;Q96FE7		Phosphoinositide-3-kinase-interacting protein 1		PIK3IP1		263		n2-12c17/18o169-192i		1		Y		2		13.9		18.491		23.398		4915900		3491000		8406900

		-0.01		1.00		Q10471		Q10471		Polypeptide N-acetylgalactosaminyltransferase 2;Polypeptide N-acetylgalactosaminyltransferase 2 soluble form		GALNT2		571		n8-20c32/33o		0		Y		2		4.6		64.732		11.359		2437300		1755400		4192700

		-0.00		1.00		P28066		P28066		Proteasome subunit alpha type-5		PSMA5		241		i		0		0		4		19.5		26.411		269.8		149410000		129950000		279360000

		-0.00		1.00		Q9Y281		Q9Y281-3;Q9Y281;P23528		Cofilin-2;Cofilin-1		CFL2;CFL1		166		i		0		0		1		7.4		16.916		6.4375		1178000		876270		2054270

		0.00		1.00		P11047		P11047		Laminin subunit gamma-1		LAMC1		1609		n17-28c35/36o		0		Y		20		18.1		177.6		313.7		179920000		127180000		307100000

		0.00		1.00		P12109		P12109		Collagen alpha-1(VI) chain		COL6A1		1028		n6-16c21/22o		0		Y		9		12.1		108.53		323.31		841160000		652610000		1493770000

		0.00		1.00		P20908		P20908		Collagen alpha-1(V) chain		COL5A1		1838		n19-30c36/37o		0		Y		2		1.4		183.56		12.293		3400400		2714500		6114900

		0.00		1.00		O43405		O43405;O43405-2		Cochlin		COCH		550		n8-18c26/27o		0		Y		6		12.2		59.482		112.41		142450000		106010000		248460000

		0.00		1.00		P67936		P67936;P67936-2		Tropomyosin alpha-4 chain		TPM4		248		i		0		0		4		17.3		28.521		35.879		4799300		3828600		8627900

		0.01		1.00		P61956		P61956-2;Q6EEV6;P61956;P55854;P55854-2		Small ubiquitin-related modifier 2;Small ubiquitin-related modifier 4;Small ubiquitin-related modifier 3		SUMO2;SUMO4;SUMO3		95		i		0		0		1		16.9		8.1111		9.9367		3257400		2737100		5994500

		0.01		1.00		P28070		P28070		Proteasome subunit beta type-4		PSMB4		264		i		0		0		4		16.7		29.204		53.294		86368000		69568000		155936000

		0.01		1.01		O00391		O00391;O00391-2		Sulfhydryl oxidase 1		QSOX1		747		n13-24c29/30o714-731i		1		Y		13		22.5		82.577		323.31		816800000		591860000		1408660000

		0.01		1.01		P08253		P08253;P08253-3;P08253-2		72 kDa type IV collagenase;PEX		MMP2		660		n16-24c29/30o		0		Y		9		17.1		73.881		111.54		71944000		59090000		131034000

		0.01		1.01		P23471		P23471-3;P23471-2;P23471		Receptor-type tyrosine-protein phosphatase zeta		PTPRZ1		2315		n7-17c22/23o1637-1662i		1		Y		1		0.8		162.66		6.2852		781370		675520		1456890

		0.01		1.01		Q6MZW2		Q6MZW2-2;Q6MZW2;Q6MZW2-3		Follistatin-related protein 4		FSTL4		842		n6-17c22/23o		0		Y		4		8		74.157		27.82		13176000		9262900		22438900

		0.01		1.01		P20700		P20700		Lamin-B1		LMNB1		586		i		0		0		1		2		66.408		5.9427		2869400		2309900		5179300

		0.01		1.01		Q14112		Q14112-2;Q14112		Nidogen-2		NID2		1375		n11-26c30/31o		0		Y		3		3.6		140.86		35.746		7923500		5878300		13801800

		0.02		1.01		P14543		P14543;P14543-2		Nidogen-1		NID1		1247		n15-23c28/29o		0		Y		32		30.2		136.38		323.31		1313700000		970730000		2284430000

		0.02		1.01		P10809		P10809;P10809-2		60 kDa heat shock protein, mitochondrial		HSPD1		573		i		0		0		2		4.2		61.054		12.872		3605300		2881500		6486800

		0.02		1.01		P08174		P08174-4;P08174;P08174-3;P08174-5;P08174-2;P08174-6;P08174-7		Complement decay-accelerating factor		CD55		381		n21-29c34/35o		0		Y		3		6		39.759		23.385		24162000		19241000		43403000

		0.02		1.01		Q16769		Q16769-2;Q16769		Glutaminyl-peptide cyclotransferase		QPCT		361		n9-20c28/29o		0		Y		2		11.2		35.421		16.036		1651700		1438400		3090100

		0.02		1.02		P25789		P25789;P25789-2		Proteasome subunit alpha type-4		PSMA4		261		i		0		0		4		15.7		29.483		22.943		41808000		31525000		73333000

		0.02		1.02		O75882		O75882-3;O75882-2;O75882		Attractin		ATRN		1429		i61-78o1279-1303i		2		0		11		12.9		133.7		160.07		155940000		119930000		275870000

		0.02		1.02		P00338		P00338-4;P00338;P00338-3		L-lactate dehydrogenase A chain		LDHA		332		i		0		0		1		4		30.205		5.859		2651900		1778200		4430100

		0.02		1.02		Q01459		Q01459		Di-N-acetylchitobiase		CTBS		385		n22-33c38/39o		0		Y		2		7		43.759		20.738		9706700		7321100		17027800

		0.02		1.02		Q12805		Q12805-2;Q12805-4;Q12805-3;Q12805;Q12805-5		EGF-containing fibulin-like extracellular matrix protein 1		EFEMP1		493		n4-12c17/18o		0		Y		3		8.9		53.722		24.261		4366100		3120600		7486700

		0.03		1.02		Q641Q3		Q641Q3-2;Q641Q3		Meteorin-like protein		METRNL		311		n29-40c45/46o		0		Y		2		12.7		25.738		13.635		1384000		1199900		2583900

		0.03		1.02		P28300		P28300		Protein-lysine 6-oxidase		LOX		417		n4-16c21/22o		0		Y		3		12		46.944		26.535		8610000		6580500		15190500

		0.03		1.02		O43707		O43707;O43707-2		Alpha-actinin-4		ACTN4		911		i		0		0		11		16.4		104.85		129.86		78806000		60938000		139744000

		0.03		1.02		Q8NCH0		Q8NCH0		Carbohydrate sulfotransferase 14		CHST14		376		o39-60i		1		0		6		22.1		42.996		44.153		31268000		22819000		54087000

		0.03		1.02		P04075		P04075;P04075-2		Fructose-bisphosphate aldolase A		ALDOA		364		i		0		0		2		4.1		39.42		21.511		3920100		3285000		7205100

		0.04		1.03		Q04917		Q04917		14-3-3 protein eta		YWHAH		246		i		0		0		2		8.1		28.218		12.035		13461000		9599500		23060500

		0.04		1.03		P31947		P31947-2;P31947		14-3-3 protein sigma		SFN		248		i		0		0		1		5.6		24.336		8.8005		9113300		6853800		15967100

		0.04		1.03		O95185		O95185-2;O95185		Netrin receptor UNC5C		UNC5C		931		n12-31c39/40o377-402i		1		Y		1		2		66.078		7.4868		2860000		2034700		4894700		aa40-931

		0.04		1.03		Q15424		Q15424-2;Q15424;Q15424-4;Q15424-3;Q14151		Scaffold attachment factor B1;Scaffold attachment factor B2		SAFB;SAFB2		915		i		0		0		1		1.2		95.18		6.3568		1145900		926750		2072650

		0.04		1.03		P62258		P62258;P62258-2		14-3-3 protein epsilon		YWHAE		255		i		0		0		11		37.6		29.174		116.24		247150000		201530000		448680000

		0.04		1.03		Q8NCL4		Q8NCL4		Polypeptide N-acetylgalactosaminyltransferase 6		GALNT6		622		n16-27c34/35o		0		Y		2		4.8		71.158		20.366		6430800		5593700		12024500

		0.05		1.03		P09603		P09603-3;P09603-2;P09603		Macrophage colony-stimulating factor 1;Processed macrophage colony-stimulating factor 1		CSF1		554		n16-27c32/33o497-518i		1		Y		2		10.9		29.215		14.893		3907000		3120500		7027500

		0.05		1.03		O60568		O60568		Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3		PLOD3		738		n10-18c24/25o		0		Y		4		5.7		84.784		23.301		26647000		17363000		44010000

		0.05		1.04		Q02742		Q02742		Beta-1,3-galactosyl-O-glycosyl-glycoprotein beta-1,6-N-acetylglucosaminyltransferase		GCNT1		428		n21-32c36/37o		0		Y		2		5.4		49.798		13.668		3861600		3116200		6977800

		0.06		1.04		Q08380		Q08380		Galectin-3-binding protein		LGALS3BP		585		n6-13c18/19o		0		Y		15		33.3		65.33		323.31		2775200000		2507100000		5282300000

		0.06		1.04		Q8WVQ1		Q8WVQ1-3;Q8WVQ1;Q8WVQ1-2		Soluble calcium-activated nucleotidase 1		CANT1		401		i43-59o		1		0		5		21.1		38.945		85.331		19337000		12772000		32109000

		0.06		1.04		P28072		P28072		Proteasome subunit beta type-6		PSMB6		239		i		0		0		2		8.8		25.357		16.118		24578000		18200000		42778000

		0.06		1.04		Q9UF33		Q9UF33		Ephrin type-A receptor 6		EPHA6		1036		n9-20c24/25o548-573i		1		Y		4		5.4		116.38		27.44		2478600		2013800		4492400

		0.06		1.04		Q8WVV5		Q8WVV5-3;Q7KYR7-6;Q7KYR7-4;Q8WVV5-2;Q7KYR7-5;Q8WVV5;Q7KYR7;Q7KYR7-1		Butyrophilin subfamily 2 member A2;Butyrophilin subfamily 2 member A1		BTN2A2;BTN2A1		523		n15-27c32/33o251-284i		1		Y		1		5.1		28.927		5.837		449470		228170		677640

		0.06		1.04		Q99650		Q99650-2;Q99650		Oncostatin-M-specific receptor subunit beta		OSMR		979		n3-18c27/28o740-761i		1		Y		3		11.1		39.503		32.714		4924600		4879400		9804000

		0.06		1.04		Q495W5		Q495W5-2;Q495W5		Alpha-(1,3)-fucosyltransferase 11		FUT11		492		n8-16c21/22o		0		Y		1		2.1		53.509		6.368		1268700		978260		2246960

		0.06		1.04		P01033		P01033		Metalloproteinase inhibitor 1		TIMP1		207		n7-18c23/24o		0		Y		7		43		23.171		306.77		3480000000		3068000000		6548000000

		0.06		1.04		Q9NYC9		Q9NYC9-2;Q9NYC9;Q96DT5		Dynein heavy chain 9, axonemal;Dynein heavy chain 11, axonemal		DNAH9;DNAH11		4486		o3178-3197i3376-3394o		2		0		2		0.5		503.34		10.886		24672000		21107000		45779000

		0.06		1.04		O00468		O00468-6;O00468-3;O00468-5;O00468-4;O00468-7;O00468;O00468-2		Agrin;Agrin N-terminal 110 kDa subunit;Agrin C-terminal 110 kDa subunit;Agrin C-terminal 90 kDa fragment;Agrin C-terminal 22 kDa fragment		AGRN		2067		n13-24c29/30o		0		Y		10		8.3		214.84		101.88		77228000		58673000		135901000

		0.06		1.04		Q9BRK5		Q9BRK5;Q9BRK5-4;Q9BRK5-3;Q9BRK5-2;Q9BRK5-6		45 kDa calcium-binding protein		SDF4		362		n15-30c38/39o		0		Y		5		19.6		41.806		32.524		21782000		17450000		39232000

		0.06		1.04		Q02809		Q02809;Q02809-2		Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1		PLOD1		727		n4-15c20/21o		0		Y		3		5.1		83.549		18.967		3172800		2423900		5596700

		0.06		1.05		Q86SQ4		Q86SQ4-2;Q86SQ4;Q86SQ4-4;Q86SQ4-3		G-protein coupled receptor 126		GPR126		1221		n20-31c37/38o866-889i901-922o928-950i970-991o1019-1049i1070-1089o1095-1116i		7		Y		3		3.4		133.67		20.426		4583600		3876700		8460300

		0.07		1.05		Q02487		Q02487-2;Q02487		Desmocollin-2		DSC2		901		n13-24c28/29o695-716i		1		Y		1		1.7		93.768		28.372		2062600		1902500		3965100

		0.07		1.05		Q13813		Q13813-3;Q13813;Q13813-2		Spectrin alpha chain, non-erythrocytic 1		SPTAN1		2472		i		0		0		5		2.7		282.28		29.648		8005500		5767200		13772700

		0.07		1.05		O15232		O15232-2;O15232		Matrilin-3		MATN3		486		n12-23c28/29o		0		Y		3		10.4		48.316		47.389		20277000		14445000		34722000

		0.07		1.05		Q7LGC8		Q7LGC8		Carbohydrate sulfotransferase 3		CHST3		479		i21-38o		1		0		1		4		54.705		16.297		1250600		1078400		2329000

		0.07		1.05		Q9Y662		Q9Y662;Q9Y663		Heparan sulfate glucosamine 3-O-sulfotransferase 3B1;Heparan sulfate glucosamine 3-O-sulfotransferase 3A1		HS3ST3B1;HS3ST3A1		390		i33-50o		1		0		2		5.1		43.324		12.06		6531900		4138300		10670200

		0.07		1.05		Q9UBQ6		Q9UBQ6		Exostosin-like 2;Processed exostosin-like 2		EXTL2		330		o18-43i		1		0		4		13.6		37.465		65.433		96066000		76782000		172848000

		0.08		1.05		Q92734		Q92734-4;Q92734-3;Q92734-2;Q92734		Protein TFG		TFG		400		i		0		0		1		3.6		30.921		6.3805		3782800		3180200		6963000

		0.08		1.05		Q16706		Q16706		Alpha-mannosidase 2		MAN2A1		1144		i7-26o		1		0		11		11.4		131.14		229.19		108670000		91379000		200049000

		0.08		1.05		O14818		O14818;O14818-2		Proteasome subunit alpha type-7		PSMA7		248		i		0		0		5		23		27.887		40.54		53973000		44904000		98877000

		0.08		1.06		Q13162		Q13162		Peroxiredoxin-4		PRDX4		271		n20-30c37/38o		0		Y		2		8.5		30.54		11.341		3929500		2477100		6406600

		0.08		1.06		P34932		P34932		Heat shock 70 kDa protein 4		HSPA4		840		i		0		0		3		4.9		94.33		19.551		7528000		5939000		13467000

		0.08		1.06		O15230		O15230		Laminin subunit alpha-5		LAMA5		3695		n20-30c35/36o		0		Y		16		6.3		399.73		130.31		48794000		34693000		83487000

		0.09		1.06		P51693		P51693;P51693-2		Amyloid-like protein 1;C30		APLP1		650		n20-31c35/36o581-603i		1		Y		4		8		72.176		28.427		24162000		16899000		41061000

		0.09		1.06		Q15631		Q15631-2;Q15631		Translin		TSN		228		i		0		0		1		6.8		17.279		6.9419		838600		733980		1572580

		0.09		1.06		Q5H9K5		Q5H9K5-2;Q5H9K5		Zinc finger matrin-type protein 1		ZMAT1		638		i		0		0		1		3.4		55.545		5.9482		843480		584240		1427720

		0.09		1.06		P10909		P10909-4;P10909;P10909-5;P10909-2;P10909-3		Clusterin;Clusterin beta chain;Clusterin alpha chain		CLU		449		n4-15c22/23o		0		Y		8		22.4		48.803		113.46		273480000		241970000		515450000

		0.09		1.06		Q9UBX5		Q9UBX5		Fibulin-5		FBLN5		448		n7-17c25/26o		0		Y		3		8		50.18		51.411		59318000		45356000		104674000

		0.09		1.07		P51610		P51610-2;P51610;P51610-4		Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6		HCFC1		2035		i		0		0		1		0.8		201.85		6.705		772580		659920		1432500

		0.09		1.07		Q6UXH9		Q6UXH9-3;Q6UXH9;Q6UXH9-2		Inactive serine protease PAMR1		PAMR1		720		n9-19c23/24o		0		Y		1		1.8		67.541		6.2953		3285900		2803600		6089500

		0.10		1.07		Q9NWH9		Q9NWH9		SAFB-like transcription modulator		SLTM		1034		n2-13c19/20o		0		Y		1		1.9		117.15		12.745		1703000		1374900		3077900

		0.10		1.07		P63104		P63104;P63104-2		14-3-3 protein zeta/delta		YWHAZ		245		i		0		0		5		26.5		27.745		57.518		126230000		107140000		233370000

		0.10		1.07		Q7Z7M0		Q7Z7M0-2;Q7Z7M0		Multiple epidermal growth factor-like domains protein 8		MEGF8		2845		n6-18c27/28o2648-2670i		1		Y		4		1.8		295.93		25.288		15475000		11034000		26509000

		0.10		1.07		Q9BVM2		Q9BVM2		Protein DPCD		DPCD		203		i		0		0		1		4.9		23.239		5.9353		579510		404030		983540

		0.10		1.07		Q86UD1		Q86UD1		Out at first protein homolog		OAF		273		n12-24c29/30o		0		Y		1		4		30.688		6.3857		5394700		3934600		9329300

		0.10		1.07		P12814		P12814-2;P12814;P12814-3;P12814-4		Alpha-actinin-1		ACTN1		892		i		0		0		1		1.2		102.71		7.4839		3286100		2575500		5861600

		0.10		1.07		P06753		P06753-5;P06753-2;P06753-4;P06753-3;P06753-6;P06753		Tropomyosin alpha-3 chain		TPM3		285		i		0		0		7		37.9		28.87		66.411		42669000		33863000		76532000

		0.10		1.07		Q5BLP8		Q5BLP8;Q5BLP8-3;Q5BLP8-2		Neuropeptide-like protein C4orf48		C4orf48		95		n18-29c34/35o		0		Y		1		11.6		10.17		6.6713		8137300		5763200		13900500

		0.10		1.08		P23284		P23284		Peptidyl-prolyl cis-trans isomerase B		PPIB		216		n11-26c33/34o		0		Y		3		15.7		23.742		20.402		11091000		8774100		19865100

		0.11		1.08		P12110		P12110-3;P12110-2;P12110		Collagen alpha-2(VI) chain		COL6A2		1019		n4-15c20/21o		0		Y		4		6.6		87.279		48.103		19628000		16414000		36042000

		0.11		1.08		Q09328		Q09328		Alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase A		MGAT5		741		i14-34o		1		0		4		7.8		84.542		38.201		9223000		8912200		18135200

		0.11		1.08		P35556		P35556;P35556-2		Fibrillin-2		FBN2		2912		n7-22c28/29o		0		Y		21		10.4		314.77		217.19		139800000		109870000		249670000

		0.11		1.08		P27797		P27797		Calreticulin		CALR		417		n2-12c17/18o		0		Y		3		11		48.141		18.367		3385100		2090200		5475300

		0.11		1.08		Q15818		Q15818		Neuronal pentraxin-1		NPTX1		432		n10-18c22/23o		0		Y		7		22.5		47.122		87.089		48553000		39514000		88067000

		0.12		1.08		P35555		P35555		Fibrillin-1		FBN1		2871		n6-17c24/25o		0		Y		22		10.8		312.24		208.38		63656000		55757000		119413000

		0.12		1.09		Q9H741		Q9H741		UPF0454 protein C12orf49		C12orf49		205		n18-31c36/37o		0		Y		2		6.8		23.594		15.341		2071000		1622500		3693500

		0.12		1.09		Q16531		Q16531		DNA damage-binding protein 1		DDB1		1140		i		0		0		4		4.5		126.97		23.259		8758700		7077000		15835700

		0.12		1.09		O60449		O60449-3;O60449-2;Q8IX05		Lymphocyte antigen 75		LY75		1722		n12-22c31/32o1754-1778i		1		Y		1		0.8		209.44		6.8694		1039700		843650		1883350

		0.12		1.09		P08582		P08582;P08582-2		Melanotransferrin		MFI2		738		n6-14c19/20o		0		Y		11		22.1		80.214		92.378		54326000		44578000		98904000

		0.12		1.09		O60513		O60513		Beta-1,4-galactosyltransferase 4;N-acetyllactosamine synthase;Lactotriaosylceramide beta-1,4-galactosyltransferase		B4GALT4		344		n15-26c31/32o		0		Y		1		4.7		40.041		5.9482		326730		276200		602930

		0.12		1.09		Q14568		Q14568;Q58FF8;P08238;P07900;P07900-2		Putative heat shock protein HSP 90-alpha A2;Putative heat shock protein HSP 90-beta 2;Heat shock protein HSP 90-beta;Heat shock protein HSP 90-alpha		HSP90AA2;HSP90AB2P;HSP90AB1;HSP90AA1		343		i		0		0		1		3.5		39.364		6.4148		1411300		1293200		2704500

		0.12		1.09		P31948		P31948-3;P31948;P31948-2		Stress-induced-phosphoprotein 1		STIP1		543		i		0		0		2		3.9		59.777		12.128		714650		691840		1406490

		0.12		1.09		Q6YHK3		Q6YHK3-2;Q6YHK3-4;Q6YHK3		CD109 antigen		CD109		1445		n6-16c21/22o		0		Y		8		8.6		152.66		131.91		35751000		28332000		64083000

		0.12		1.09		Q9HCB6		Q9HCB6		Spondin-1		SPON1		807		n15-25c30/31o		0		Y		4		9.4		90.973		46.002		8288600		5850500		14139100

		0.13		1.09		O60476		O60476		Mannosyl-oligosaccharide 1,2-alpha-mannosidase IB		MAN1A2		641		i37-57o		1		0		1		1.6		73.003		6.5029		632910		471060		1103970

		0.13		1.09		Q15393		Q15393		Splicing factor 3B subunit 3		SF3B3		1217		i		0		0		4		4.2		135.58		30.971		14158000		9829600		23987600

		0.13		1.09		P45877		P45877		Peptidyl-prolyl cis-trans isomerase C		PPIC		212		n7-18c23/24o		0		Y		1		6.1		22.763		10.863		11874000		10116000		21990000

		0.13		1.10		Q9Y4L1		Q9Y4L1		Hypoxia up-regulated protein 1		HYOU1		999		n14-24c30/31o		0		Y		4		2.2		111.33		24.35		31686000		26835000		58521000

		0.13		1.10		P14868		P14868-2;P14868		Aspartate--tRNA ligase, cytoplasmic		DARS		501		i		0		0		2		5		45.771		11.875		552390		443600		995990

		0.14		1.10		Q16270		Q16270;Q16270-2		Insulin-like growth factor-binding protein 7		IGFBP7		282		n8-21c29/30o		0		Y		8		39.4		29.13		68.536		66530000		54075000		120605000

		0.14		1.10		P62158		P62158		Calmodulin		CALM1		149		i		0		0		1		10.7		16.837		22.51		9656500		7695100		17351600

		0.14		1.10		Q8NHP1		Q8NHP1;O43488		Aflatoxin B1 aldehyde reductase member 4;Aflatoxin B1 aldehyde reductase member 2		AKR7L;AKR7A2		331		i		0		0		1		4.5		36.963		6.9114		6890600		6280000		13170600

		0.14		1.10		Q5SZK8		Q5SZK8-2;Q5SZK8		FRAS1-related extracellular matrix protein 2		FREM2		3169		n30-41c46/47o3108-3134i		1		Y		1		0.4		295.84		6.4185		1216800		1027300		2244100

		0.14		1.10		Q86U42		Q86U42-2;Q86U42		Polyadenylate-binding protein 2		PABPN1		306		n2-13c18/19o		0		Y		1		5.4		31.496		7.5091		4848900		3603700		8452600

		0.14		1.10		Q5T7M9		Q5T7M9		Protein FAM69A		FAM69A		428		i28-47o		1		0		1		2.8		49.024		6.2372		3671300		3019400		6690700

		0.14		1.10		Q9P2B2		Q9P2B2		Prostaglandin F2 receptor negative regulator		PTGFRN		879		n9-16c21/22o831-852i		1		Y		2		2.4		98.555		11.903		1185700		1002800		2188500

		0.14		1.11		P31946		P31946-2		14-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processed		YWHAB		244		i		0		0		1		3.7		27.85		8.4228		20599000		17980000		38579000

		0.15		1.11		P14314		P14314-2;P14314		Glucosidase 2 subunit beta		PRKCSH		528		n2-9c14/15o		0		Y		6		12.8		59.177		43.142		72813000		63067000		135880000

		0.15		1.11		Q8N0V5		Q8N0V5-2;Q8N0V5-3;Q8N0V5		N-acetyllactosaminide beta-1,6-N-acetylglucosaminyl-transferase, isoform A		GCNT2		402		n8-20c25/26o		0		Y		1		3.2		45.854		7.4362		1715300		1546800		3262100

		0.15		1.11		P61981		P61981		14-3-3 protein gamma;14-3-3 protein gamma, N-terminally processed		YWHAG		247		i		0		0		4		8.5		28.302		46.133		69467000		59236000		128703000

		0.15		1.11		O14786		O14786-3;O14786-2;O14786		Neuropilin-1		NRP1		923		n5-16c21/22o857-882i		1		Y		2		5.4		68.375		26.542		6351000		5089100		11440100

		0.16		1.11		Q9NR34		Q9NR34		Mannosyl-oligosaccharide 1,2-alpha-mannosidase IC		MAN1C1		630		o23-43i		1		0		2		3		70.91		12.508		4261900		3312700		7574600

		0.16		1.11		O60243		O60243-2;O60243		Heparan-sulfate 6-O-sulfotransferase 1		HS6ST1		411		n18-31c43/44o		0		Y		2		10		29.87		10.986		839370		590880		1430250

		0.16		1.11		Q13685		Q13685		Angio-associated migratory cell protein		AAMP		434		i		0		0		2		6.7		46.75		11.609		2184100		1839500		4023600

		0.16		1.12		Q92824		Q92824-2;Q92824		Proprotein convertase subtilisin/kexin type 5		PCSK5		1860		n15-27c32/33o1744-1764i		1		Y		1		1.4		101.65		7.9215		701250		582120		1283370

		0.16		1.12		P49321		P49321-2;P49321;P49321-3;P49321-4		Nuclear autoantigenic sperm protein		NASP		788		n5-13c18/19o		0		Y		4		8.2		48.804		26.342		60917000		52740000		113657000

		0.16		1.12		Q14444		Q14444-2;Q14444		Caprin-1		CAPRIN1		709		i		0		0		2		3.3		76.861		24.959		14460000		13800000		28260000

		0.17		1.12		P27348		P27348		14-3-3 protein theta		YWHAQ		245		i		0		0		2		11.4		27.764		12.929		5973600		4649200		10622800

		0.17		1.13		P01034		P01034		Cystatin-C		CST3		146		n9-21c26/27o		0		Y		1		11.6		15.799		7.2364		2968200		1818300		4786500

		0.17		1.13		P31946		P31946		14-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processed		YWHAB		246		i		0		0		8		32.5		28.082		102.13		78514000		66166000		144680000

		0.17		1.13		Q13275		Q13275-2;Q13275		Semaphorin-3F		SEMA3F		785		n2-13c18/19o		0		Y		2		3.7		85.063		12.65		5500000		3989400		9489400

		0.18		1.13		Q86X29		Q86X29-6;Q86X29-5;Q86X29-2;Q86X29-3;Q86X29-4;Q86X29		Lipolysis-stimulated lipoprotein receptor		LSR		649		i260-279o		1		0		3		7.5		54.498		19.175		23160000		18079000		41239000

		0.18		1.13		Q99574		Q99574		Neuroserpin		SERPINI1		410		n2-13c18/19o		0		Y		5		12.9		46.426		84.3		91268000		72375000		163643000

		0.18		1.13		P05090		P05090		Apolipoprotein D		APOD		189		n4-15c20/21o		0		Y		1		5.8		21.275		9.8837		822760		697760		1520520

		0.18		1.13		P43121		P43121		Cell surface glycoprotein MUC18		MCAM		646		n6-18c23/24o560-583i		1		Y		1		2.3		71.607		6.016		2473100		1823200		4296300

		0.18		1.13		P23142		P23142;P23142-2;P23142-3;P23142-4		Fibulin-1		FBLN1		703		n12-23c29/30o		0		Y		13		19.8		77.213		221.01		346120000		298120000		644240000

		0.18		1.14		Q96HD1		Q96HD1;Q96HD1-2		Cysteine-rich with EGF-like domain protein 1		CRELD1		420		n9-21c29/30o363-382i387-405o		2		Y		1		2.6		45.439		7.5847		5433300		4929400		10362700

		0.19		1.14		P05156		P05156		Complement factor I;Complement factor I heavy chain;Complement factor I light chain		CFI		583		n3-13c18/19o		0		Y		6		11.8		65.75		65.516		54410000		47859000		102269000

		0.19		1.14		Q6QNY0		Q6QNY0		Biogenesis of lysosome-related organelles complex 1 subunit 3		BLOC1S3		202		i		0		0		1		7.4		21.255		5.8541		3155200		2081500		5236700

		0.19		1.14		P01137		P01137		Transforming growth factor beta-1;Latency-associated peptide		TGFB1		390		n8-21c29/30o		0		Y		3		7.9		44.341		62.522		30499000		27068000		57567000

		0.19		1.14		P16035		P16035		Metalloproteinase inhibitor 2		TIMP2		220		n10-21c26/27o		0		Y		1		9.1		24.399		24.443		4654600		3480400		8135000

		0.20		1.15		P08670		P08670		Vimentin		VIM		466		i		0		0		12		24.7		53.651		187.49		85214000		76567000		161781000

		0.20		1.15		P60900		P60900;P60900-2;P60900-3		Proteasome subunit alpha type-6		PSMA6		246		i		0		0		6		23.6		27.399		165.05		66678000		58276000		124954000

		0.21		1.16		Q4LDE5		Q4LDE5;Q4LDE5-3		Sushi, von Willebrand factor type A, EGF and pentraxin domain-containing protein 1		SVEP1		3571		n5-15c19/20o		0		Y		5		1.9		390.17		45.228		10255000		9243600		19498600

		0.21		1.16		Q32P28		Q32P28-4;Q32P28;Q32P28-3		Prolyl 3-hydroxylase 1		LEPRE1		736		n8-18c22/23o		0		Y		1		1.4		78.921		5.9127		739800		609950		1349750

		0.21		1.16		P25788		P25788-2;P25788		Proteasome subunit alpha type-3		PSMA3		255		i		0		0		5		23.4		27.647		53.876		59438000		49574000		109012000

		0.21		1.16		P82979		P82979		SAP domain-containing ribonucleoprotein		SARNP		210		i		0		0		1		4.3		23.671		11.737		4623300		4143000		8766300

		0.21		1.16		O94985		O94985-2;O94985		Calsyntenin-1;Soluble Alc-alpha;CTF1-alpha		CLSTN1		981		n8-23c28/29o860-880i		1		Y		19		18.3		108.64		323.31		2050900000		1952900000		4003800000

		0.22		1.16		Q8NBJ4		Q8NBJ4-2;Q8NBJ4		Golgi membrane protein 1		GOLM1		401		n16-27c39/40o		0		Y		27		47.6		44.272		323.31		1936000000		1676000000		3612000000

		0.22		1.16		O00471		O00471		Exocyst complex component 5		EXOC5		708		i		0		0		1		1.4		81.852		5.9107		511000		329460		840460

		0.22		1.16		O43505		O43505		N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase		B3GNT1		415		n14-33c38/39o		0		Y		6		13.3		47.119		71.467		333930000		284650000		618580000

		0.22		1.16		P10646		P10646		Tissue factor pathway inhibitor		TFPI		304		n8-19c28/29o		0		Y		2		6.2		35.015		23.162		5598800		4902600		10501400

		0.22		1.17		Q5VU97		Q5VU97		VWFA and cache domain-containing protein 1		CACHD1		1274		n20-31c37/38o1096-1117i		1		Y		3		2.8		142.29		71.495		21422000		19151000		40573000

		0.23		1.17		P22079		P22079-2;P22079		Lactoperoxidase		LPO		712		n4-17c26/27o		0		Y		1		1.6		70.984		5.8473		843720		665330		1509050

		0.24		1.18		Q9NQ79		Q9NQ79-3;Q9NQ79-2;Q9NQ79		Cartilage acidic protein 1		CRTAC1		661		n13-22c27/28o		0		Y		4		9.7		68.059		33.213		24967000		21357000		46324000

		0.25		1.19		P33908		P33908		Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA		MAN1A1		653		n3-11c19/20o43-62i		1		Y		3		6.3		72.968		27.836		8234000		6987900		15221900

		0.26		1.19		Q8NH07		Q8NH07;B2RN74		Olfactory receptor 11H2;Olfactory receptor 11H12		OR11H2;OR11H12		326		o40-65i77-94o114-135i155-177o220-240i252-270o290-307i		7		0		1		3.4		36.53		5.8236		3217200		2538200		5755400

		0.27		1.20		P00736		P00736		Complement C1r subcomponent;Complement C1r subcomponent heavy chain;Complement C1r subcomponent light chain		C1R		705		n3-13c18/19o		0		Y		4		6.7		80.118		102.36		39366000		37273000		76639000

		0.27		1.21		Q12841		Q12841;Q12841-2		Follistatin-related protein 1		FSTL1		308		n5-15c20/21o		0		Y		12		43.2		34.985		323.31		1520200000		1400500000		2920700000

		0.28		1.21		P42892		P42892-3;P42892-2;P42892-4;P42892		Endothelin-converting enzyme 1		ECE1		770		i69-91o		1		0		2		3.8		85.561		15.312		3608900		3130300		6739200

		0.28		1.22		P52823		P52823;P52823-2		Stanniocalcin-1		STC1		247		n5-13c17/18o		0		Y		3		16.6		27.621		36.215		6964800		5710800		12675600

		0.28		1.22		P47755		P47755-2;P52907;P47755		F-actin-capping protein subunit alpha-2;F-actin-capping protein subunit alpha-1		CAPZA2;CAPZA1		286		i		0		0		1		5.8		19.775		5.8473		761070		655440		1416510

		0.31		1.24		Q8N428		Q8N428;Q96FL9-2;Q96FL9-4;Q8N428-2;Q96FL9;Q96FL9-3		Polypeptide N-acetylgalactosaminyltransferase 16;Polypeptide N-acetylgalactosaminyltransferase 14		GALNT16;GALNT14		558		i7-25o		1		0		2		5.6		63.073		44.293		777180		649960		1427140

		0.32		1.25		Q13822		Q13822;Q13822-3;Q13822-2		Ectonucleotide pyrophosphatase/phosphodiesterase family member 2		ENPP2		863		i12-30o		1		0		7		7.6		98.993		49.93		18856000		14902000		33758000

		0.32		1.25		Q6KC79		Q6KC79-2;Q6KC79		Nipped-B-like protein		NIPBL		2804		i		0		0		1		0.5		304.34		6.21		171290000		166770000		338060000

		0.33		1.25		P55001		P55001-3;P55001-2;P55001		Microfibrillar-associated protein 2		MFAP2		183		n3-11c17/18o		0		Y		2		14.4		17.444		19.476		36000000		35634000		71634000

		0.35		1.28		P24593		P24593		Insulin-like growth factor-binding protein 5		IGFBP5		272		n2-13c20/21o		0		Y		1		3.7		30.57		9.6605		6527000		6684200		13211200

		0.35		1.28		Q14766		Q14766;Q14766-4;Q14766-2;Q14766-5		Latent-transforming growth factor beta-binding protein 1		LTBP1		1721		n8-18c23/24o		0		Y		10		9.6		186.79		229.74		60728000		56792000		117520000

		0.35		1.28		O75339		O75339		Cartilage intermediate layer protein 1;Cartilage intermediate layer protein 1 C1;Cartilage intermediate layer protein 1 C2		CILP		1184		n6-14c21/22o		0		Y		1		0.8		132.56		6.0991		1124400		1002300		2126700

		0.42		1.33		P98164		P98164		Low-density lipoprotein receptor-related protein 2		LRP2		4655		n6-20c25/26o4424-4446i		1		Y		2		0.5		521.95		14.491		2738000		2594000		5332000

		0.44		1.35		Q9ULA0		Q9ULA0		Aspartyl aminopeptidase		DNPEP		475		i		0		0		1		2.5		52.428		7.3438		1278500		1099700		2378200

		0.44		1.36		Q9UJU6		Q9UJU6-5;Q9UJU6-4;Q9UJU6-6;Q9UJU6;Q9UJU6-2;Q9UJU6-3		Drebrin-like protein		DBNL		430		i		0		0		1		3.4		37.1		6.2451		1453500		1229900		2683400

		0.50		1.41		P39060		P39060-2;P39060-1;P39060		Collagen alpha-1(XVIII) chain;Endostatin		COL18A1		1754		n6-18c23/24o		0		Y		5		4.3		135.76		70.58		46267000		46402000		92669000

		0.52		1.43		P29692		P29692-3;P29692-4;P29692;P29692-2		Elongation factor 1-delta		EEF1D		281		i		0		0		1		5.1		28.558		7.0993		1452100		1714500		3166600

		0.54		1.46		Q03154		Q03154-3;Q03154-4;Q03154		Aminoacylase-1		ACY1		408		i		0		0		1		3.2		38.628		5.9296		43078000		41196000		84274000

		0.55		1.46		P15291		P15291-2;P15291		Beta-1,4-galactosyltransferase 1;Lactose synthase A protein;N-acetyllactosamine synthase;Beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase;Beta-N-acetylglucosaminyl-glycolipid beta-1,4-galactosyltransferase;Processed beta-1,4-galactosyltransferase 1		B4GALT1		398		i21-43o		1		0		2		4.9		42.537		11.361		2758100		2600000		5358100

		0.58		1.49		P68104		P68104-2;Q5VTE0;P68104;Q05639		Elongation factor 1-alpha 1;Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha 2		EEF1A1;EEF1A1P5;EEF1A2		462		i		0		0		2		4.8		47.869		12.202		868290		1002800		1871090

		0.61		1.52		Q99873		Q99873-3;Q99873-2;Q99873-4;Q99873		Protein arginine N-methyltransferase 1		PRMT1		361		i		0		0		2		7.9		39.602		11.481		1632600		1559100		3191700

		0.63		1.55		Q96RW7		Q96RW7-2;Q96RW7		Hemicentin-1		HMCN1		5635		n6-16c21/22o		0		Y		1		0.3		600.09		7.115		700220		880720		1580940

		0.78		1.71		Q14773		Q14773-2;Q14773;Q14773-3		Intercellular adhesion molecule 4		ICAM4		271		n4-15c23/24o240-262i		1		Y		1		5.1		25.931		7.1125		1318600		3281800		4600400

		0.90		1.87		O60462		O60462-6;O60462-4;O60462-5;O60462-2;O60462-3;O60462		Neuropilin-2		NRP2		931		n4-15c22/23o865-890i		1		Y		2		5.6		62.458		12.973		1704600		1737800		3442400

		1.19		2.29		P61326		P61326-2;P61326;Q96A72		Protein mago nashi homolog;Protein mago nashi homolog 2		MAGOH;MAGOHB		146		i		0		0		1		9.2		12.844		6.6924		277650		391660		669310

		1.28		2.43		Q5VT52		Q5VT52-5;Q5VT52-2;Q5VT52-3;Q5VT52		Regulation of nuclear pre-mRNA domain-containing protein 2		RPRD2		1461		i		0		0		1		1.9		100.27		5.9795		2127300		3561200		5688500

		2.32		4.99		Q96L58		Q96L58		Beta-1,3-galactosyltransferase 6		B3GALT6		329		n12-27c32/33o		0		Y		1		4		37.137		5.8814		3641800		6099200		9741000





