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Table S1. List of protein precursors of endogenous peptides identified in CSF

Accession Protein name Number of identified peptides

P02671�2 Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA 37

O15240 Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 29

Q56G89 Serum albumin OS=Homo sapiens PE=2 SV=1 26

A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 23

A8K008 cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 23

Q6N089 Putative uncharacterized protein DKFZp686P15220 OS=Homo sapiens GN=DKFZp686P15220 PE=1 SV=1 20

P10645 Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 19

A0A024R6I7 Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 17

Q6MZQ6 Putative uncharacterized protein DKFZp686G11190 OS=Homo sapiens GN=DKFZp686G11190 PE=2 SV=1 17

Q6N093 Putative uncharacterized protein DKFZp686I04196 (Fragment) OS=Homo sapiens GN=DKFZp686I04196 PE=2 SV=1 17

P01024,V9HWA9 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 15

Q6MZU6 Putative uncharacterized protein DKFZp686C15213 OS=Homo sapiens GN=DKFZp686C15213 PE=2 SV=1 15

A6XGL1,E9KL36,P02766 Transthyretin OS=Homo sapiens PE=2 SV=1 14

P01861 Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 14

P0C0L4,P0C0L4�2 Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 14

P10909,P10909�2,P10909�5 Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 14

P05060 Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 13

A8K9P0 cDNA FLJ78413, highly similar to Homo sapiens albumin, mRNA OS=Homo sapiens PE=2 SV=1 12

B4DEA7 cDNA FLJ58131, highly similar to Secretogranin�1 OS=Homo sapiens PE=2 SV=1 12

A0A024R8G3,P41222 Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 11

A0A024RDE6,P10451�5 Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 11

P13521 Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 11

Q9UHG2 ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 11

B2RMS9,Q14624 Inter�alpha (Globulin) inhibitor H4 (Plasma Kallikrein�sensitive glycoprotein) OS=Homo sapiens GN=ITIH4 PE=2 SV=1 10

A2KBC5 Anti�HCS scFv (Fragment) OS=Homo sapiens PE=2 SV=1 8

B2R5S2,P51693,P51693�2 cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 8

A6XMV6 Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 7

B3VL17,Q4TWB7 Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 7

P08697 Alpha�2�antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3 7

A0A024R6P0,B3KS79,P01011 Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 3, isoform CRA_c OS=Homo sapiens GN=SERPINA3 PE=3 SV=1 5

A0A024R9I1,P05408,P05408�2 Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 5

B4E3Q1,O94985,O94985�2 cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 5

P02649 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 5

P02652,V9GYE3,V9GYM3 Apolipoprotein A�II OS=Homo sapiens GN=APOA2 PE=1 SV=1 5

P61769 Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 5

Q6PJF2 IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 5

Q8WXD2 Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 5

A0A024QZL1,P10124 Proteoglycan 1, secretory granule, isoform CRA_a OS=Homo sapiens GN=PRG1 PE=4 SV=1 4

A2VCK8,P62328,Q0P5N8,Q0P5P4,Q0P5Q0,Q0P5T0,Q0P5U7 Thymosin beta 4, X�linked OS=Homo sapiens GN=TMSB4X PE=2 SV=1 4

B4DI69,B4DID6 cDNA FLJ59893, highly similar to Dickkopf�related protein 3 OS=Homo sapiens PE=2 SV=1 4

B8ZZE5,C9JRR0,Q9H1Z8 Augurin OS=Homo sapiens GN=C2orf40 PE=1 SV=1 4

P02675,V9HVY1 Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 4

A0A024R1P8,O95502 Neuronal pentraxin receptor, isoform CRA_a OS=Homo sapiens GN=NPTXR PE=4 SV=1 3

B4DQ92 cDNA FLJ59379, highly similar to Hematopoietic lineage cell�specific protein OS=Homo sapiens PE=2 SV=1 3

B4E1Z4 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 3

C9JC84,C9JEU5,P02679,P02679�2 Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=1 3

D6W5K2,P63313 Thymosin, beta 10, isoform CRA_a (Fragment) OS=Homo sapiens GN=TMSB10 PE=4 SV=1 3

P01034 Cystatin�C OS=Homo sapiens GN=CST3 PE=1 SV=1 3

P04217,V9HWD8 Alpha�1B�glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=4 3

P23471�2 Isoform 2 of Receptor�type tyrosine�protein phosphatase zeta OS=Homo sapiens GN=PTPRZ1 3

P81172 Hepcidin OS=Homo sapiens GN=HAMP PE=1 SV=2 3

Q9C0F0 Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 3

V9HW34 Epididymis luminal protein 213 OS=Homo sapiens GN=HEL�213 PE=2 SV=1 3

A0A024R0A1 Colony stimulating factor 1 (Macrophage), isoform CRA_a OS=Homo sapiens GN=CSF1 PE=4 SV=1 2

A0A024R0T8,K7ERI9,P02654 Apolipoprotein C�I, isoform CRA_a OS=Homo sapiens GN=APOC1 PE=4 SV=1 2

A0A024R1G8,A0A024R1Q4,A5PL32,B2R9E5,O14791,O14791�2,Q1WWL5,Q29RW7,Q2KHQ6 Apolipoprotein L, 1, isoform CRA_b OS=Homo sapiens GN=APOL1 PE=4 SV=1 2

A0A024R3E3,P02647 Apolipoprotein A�I, isoform CRA_a OS=Homo sapiens GN=APOA1 PE=4 SV=1 2

A0A024R7V4,P01210 Proenkephalin, isoform CRA_a OS=Homo sapiens GN=PENK PE=3 SV=1 2

A0A024RAB9,D6R934,P02746 Complement component 1, q subcomponent, B chain, isoform CRA_a OS=Homo sapiens GN=C1QB PE=4 SV=1 2

A0A075B6P5,A0A0A0MTQ6,A2NB45,P01617,P06309 Protein IGKV2�28 (Fragment) OS=Homo sapiens GN=IGKV2D�28 PE=1 SV=1 2

A0A087WWC9,A0A087WWT5,A0A087WWU7,A0A087WX49,A0A087WXC3,A0A087WYN7 Immunoglobulin lambda�like polypeptide 5 OS=Homo sapiens GN=IGLL5 PE=1 SV=1 2

A0A0A0MQX7,Q08629 Testican�1 OS=Homo sapiens GN=SPOCK1 PE=1 SV=1 2

A0A0C4DH69 Protein IGKV1�9 (Fragment) OS=Homo sapiens GN=IGKV1�9 PE=4 SV=1 2

A4D158,P01303 Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 2

A8K0R8,E7EVP0,Q13519,Q13519�2,Q9BYY3 cDNA FLJ75574, highly similar to Homo sapiens prepronociceptin (PNOC), mRNA OS=Homo sapiens PE=2 SV=1 2

B0ZBE2,B2R5S1,B4DE80,B4E1B3,P01019,Q53YY1,Q59EP2,Q86U78 Angiotensinogen (Serpin peptidase inhibitor, clade A, member 8) OS=Homo sapiens GN=AGT PE=3 SV=1 2

B4DPP8,D3DNU8,P01042�2,Q05CF8 cDNA FLJ53075, highly similar to Kininogen�1 OS=Homo sapiens PE=2 SV=1 2

C8CHS3,Q16610 Truncated extracellular matrix protein 1 OS=Homo sapiens GN=ECM1 PE=4 SV=1 2

D3DQS4,Q8N3X1,Q8N3X1�2 Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 2

D9YZU5,P68871 Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 2

D9ZGG2,P04004 Vitronectin OS=Homo sapiens GN=VTN PE=4 SV=1 2

E7EM83,Q92932,Q92932�4 Protein�tyrosine�phosphatase OS=Homo sapiens GN=PTPRN2 PE=1 SV=1 2

E9KL26,E9PGN7,H9KV48,P05155,P05155�3 Epididymis tissue protein Li 173 OS=Homo sapiens PE=2 SV=1 2

P01606 Ig kappa chain V�I region OU OS=Homo sapiens PE=1 SV=1 2



P06307,Q6FG82 Cholecystokinin OS=Homo sapiens GN=CCK PE=1 SV=1 2

P06396 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 2

P06727 Apolipoprotein A�IV OS=Homo sapiens GN=APOA4 PE=1 SV=3 2

P07998,W0UV93 Ribonuclease pancreatic OS=Homo sapiens GN=RNASE1 PE=1 SV=4 2

P61278 Somatostatin OS=Homo sapiens GN=SST PE=1 SV=1 2

P81605 Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 2

Q6GMX0 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 2

Q6ZP85 CDNA FLJ26301 fis, clone DMC07540 OS=Homo sapiens PE=2 SV=1 2

Q96FE7�4 Isoform 4 of Phosphoinositide�3�kinase�interacting protein 1 OS=Homo sapiens GN=PIK3IP1 2

S6C4R6 IgG L chain OS=Homo sapiens PE=2 SV=1 2

A0A024R035,P02748 Complement component 9, isoform CRA_a OS=Homo sapiens GN=C9 PE=4 SV=1 1

A0A024R524,Q06710�3 Paired box gene 8, isoform CRA_d OS=Homo sapiens GN=PAX8 PE=4 SV=1 1

A0A024RAA7,P02747 Complement component 1, q subcomponent, C chain, isoform CRA_a OS=Homo sapiens GN=C1QC PE=4 SV=1 1

A0A024RAG6,P02745 Complement component 1, q subcomponent, A chain, isoform CRA_a OS=Homo sapiens GN=C1QA PE=4 SV=1 1

A0A024RD97,A5JJ20,Q9Y6R1,Q9Y6R1�2,Q9Y6R1�5 Anion exchange protein OS=Homo sapiens GN=SLC4A4 PE=3 SV=1 1

A0A024RDE1,Q14515 SPARC�like 1 (Mast9, hevin), isoform CRA_a OS=Homo sapiens GN=SPARCL1 PE=4 SV=1 1

A0A059RS22 NADH�ubiquinone oxidoreductase chain 5 OS=Homo sapiens GN=ND5 PE=3 SV=1 1

A0A068LKQ0 Ig heavy chain variable region (Fragment) OS=Homo sapiens PE=4 SV=1 1

A0A087X054,B3KXH0,B7Z2N4,Q9Y4L1 Hypoxia up�regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 1

A0A087X130 Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 1

A0A087X1I8,Q7Z3E5 LisH domain�containing protein ARMC9 OS=Homo sapiens GN=ARMC9 PE=1 SV=1 1

A0A090N7U6,Q8N8U9 BMP�binding endothelial regulator protein OS=Homo sapiens GN=BMPER PE=4 SV=1 1

A0A0A0MSM0,Q92598�4 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 1

A0A0C4DFX2,Q5TBA9 Protein furry homolog OS=Homo sapiens GN=FRY PE=1 SV=1 1

A0N5G1,P01602 Rheumatoid factor C6 light chain (Fragment) OS=Homo sapiens GN=V<kappa>1 PE=2 SV=1 1

A2A3C2,A2A3C3,A2A3C6,O60241,O60241�2,O60241�3,O60241�4 Protein ADGRB2 OS=Homo sapiens GN=ADGRB2 PE=1 SV=1 1

A2ACR1,B4DZW2,P28065,P28065�2 Proteasome subunit beta type OS=Homo sapiens GN=PSMB9 PE=1 SV=1 1

A8K144,Q96GW7 cDNA FLJ76746, highly similar to Homo sapiens brevican (BCAN), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 1

A8K2F4,Q96JM7,Q96JM7�2 cDNA FLJ75620 OS=Homo sapiens PE=2 SV=1 1

A8K2U2,E9PB90,P52789 Hexokinase OS=Homo sapiens PE=2 SV=1 1

A8K3L0,B4DRF2,Q6LAM1,Q8WW88 cDNA FLJ76262, highly similar to Homo sapiens I factor (complement) (IF), mRNA OS=Homo sapiens PE=2 SV=1 1

A8K444,B7Z8Q8,Q6NUS8 UDP glycosyltransferase 3 family, polypeptide A1, isoform CRA_a OS=Homo sapiens GN=UGT3A1 PE=2 SV=1 1

A8K4T8,B4DRG7,C9J470,E9PHA2,Q15003,Q15003�2 Condensin complex subunit 2 OS=Homo sapiens PE=2 SV=1 1

A8K7Q1,B4DZX0,Q02818,Q53GX6 cDNA FLJ77770, highly similar to Homo sapiens nucleobindin 1 (NUCB1), mRNA OS=Homo sapiens PE=2 SV=1 1

A8K852,P04085,P04085�2 cDNA FLJ75285, highly similar to Homo sapiens platelet�derived growth factor alpha polypeptide(PDGFA), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 1

B3KWX8,Q53GR6,Q8TE82,Q9NXA4 SH3 domain and tetratricopeptide repeats 1, isoform CRA_f OS=Homo sapiens GN=SH3TC1 PE=2 SV=1 1

B3VL05 Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 1

B4DDT3,E9PIT3,P00734 cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 1

B4DJ09,Q9H987 cDNA FLJ57015, highly similar to Synaptopodin 2�like protein OS=Homo sapiens PE=2 SV=1 1

B4DM35 cDNA FLJ57323, highly similar to Synaptotagmin�4 OS=Homo sapiens PE=2 SV=1 1

B4DS10,H3BSW6,Q2VPK5,Q2VPK5�5 Cytoplasmic tRNA 2�thiolation protein 2 OS=Homo sapiens GN=CTU2 PE=1 SV=1 1

B4DV48,P06681,P06681�3,Q53GZ8,Q5JP69 cDNA FLJ55526, highly similar to Complement C2 (EC 3.4.21.43) OS=Homo sapiens PE=2 SV=1 1

B4DYQ3 cDNA FLJ60974, highly similar to Mediator of RNA polymerase II transcription subunit 12 OS=Homo sapiens PE=2 SV=1 1

B7Z1F8 cDNA FLJ53025, highly similar to Complement C4�B OS=Homo sapiens PE=2 SV=1 1

B7Z507,P14780 cDNA FLJ51036, highly similar to Matrix metalloproteinase�9 (EC3.4.24.35) OS=Homo sapiens PE=2 SV=1 1

B7Z549,P19827 Inter�alpha�trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3 1

B7ZLJ8,Q9BYH1,Q9BYH1�4,Q9BYH1�5,Q9BYH1�6,Q9BYH1�7 SEZ6L protein OS=Homo sapiens GN=SEZ6L PE=1 SV=1 1

B7ZMH4 ODZ1 protein OS=Homo sapiens GN=ODZ1 PE=2 SV=1 1

B9EG60,H0Y9Y3,Q9UMS6,Q9UMS6�2,Q9UMS6�3,Q9UMS6�4 Synaptopodin 2 OS=Homo sapiens GN=SYNPO2 PE=2 SV=1 1

C7E9P5,K7EQG4,O00168 FXYD domain�containing ion transport regulator 1 transcript variant b (Fragment) OS=Homo sapiens GN=FXYD1 PE=2 SV=1 1

C9JMN4,Q92520 Protein FAM3C (Fragment) OS=Homo sapiens GN=FAM3C PE=1 SV=1 1

C9JV77,P02765 Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 1

D3DVS7 DNA segment on chromosome 4 (Unique) 234 expressed sequence, isoform CRA_a OS=Homo sapiens GN=D4S234E PE=4 SV=1 1

D6REX7,D6RHD2,D6RIE6,O43609 Protein sprouty homolog 1 (Fragment) OS=Homo sapiens GN=SPRY1 PE=1 SV=1 1

D6RFM1,P20396 Pro�thyrotropin�releasing hormone OS=Homo sapiens GN=TRH PE=1 SV=1 1

E7EM72,E7EWQ4,O75912 Diacylglycerol kinase OS=Homo sapiens GN=DGKI PE=1 SV=1 1

E9PQX3 Tetratricopeptide repeat protein 39A (Fragment) OS=Homo sapiens GN=TTC39A PE=1 SV=1 1

E9PQZ2,Q11206,Q11206�2,Q11206�3,Q11206�4,Q11206�5,Q11206�6,Q11206�7,Q6IBE6,Q8N6A7,Q8NFD3 CMP�N�acetylneuraminate�beta�galactosamide�alpha�2,3�sialyltransferase 4 (Fragment) OS=Homo sapiens GN=ST3GAL4 PE=1 SV=1 1

F6SYF8,Q9UBP4 Dickkopf�related protein 3 OS=Homo sapiens GN=DKK3 PE=1 SV=1 1

H0Y300 Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=4 1

H0YLV5,H0YMB3 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 1

I3L2Z5,I3L411 Myc�associated zinc finger protein (Fragment) OS=Homo sapiens GN=MAZ PE=1 SV=1 1

I3L504 Eukaryotic translation initiation factor 5A�1 OS=Homo sapiens GN=EIF5A PE=1 SV=1 1

I6L9F7,Q99879 Histone H2B (Fragment) OS=Homo sapiens GN=HIST1H2BM PE=2 SV=1 1

J3KNL6 Protein transport protein Sec16A OS=Homo sapiens GN=SEC16A PE=1 SV=1 1

J3QQX2 Rho GDP�dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=1 1

O00519 Fatty�acid amide hydrolase 1 OS=Homo sapiens GN=FAAH PE=1 SV=2 1

O14772�3 Isoform 6 of Fucose�1�phosphate guanylyltransferase OS=Homo sapiens GN=FPGT 1

O43189 PHD finger protein 1 OS=Homo sapiens GN=PHF1 PE=1 SV=3 1

O95158 Neurexophilin�4 OS=Homo sapiens GN=NXPH4 PE=2 SV=3 1

O95628�7 Isoform 7 of CCR4�NOT transcription complex subunit 4 OS=Homo sapiens GN=CNOT4 1

P01344�3 Isoform 3 of Insulin�like growth factor II OS=Homo sapiens GN=IGF2 1

P01768 Ig heavy chain V�III region CAM OS=Homo sapiens PE=1 SV=1 1

P01780 Ig heavy chain V�III region JON OS=Homo sapiens PE=1 SV=1 1

P02774,P02774�3,V9HWI6 Vitamin D�binding protein OS=Homo sapiens GN=GC PE=1 SV=1 1

P02790 Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 1

P05109 Protein S100�A8 OS=Homo sapiens GN=S100A8 PE=1 SV=1 1



P05546,Q8IVC0 Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=3 1

P08670,Q53HU8,V9HWE1 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 1

P14543,P14543�2 Nidogen�1 OS=Homo sapiens GN=NID1 PE=1 SV=3 1

P19320�2 Isoform 2 of Vascular cell adhesion protein 1 OS=Homo sapiens GN=VCAM1 1

P25788,P25788�2,Q6IB71 Proteasome subunit alpha type�3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 1

P35527 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 1

Q03692 Collagen alpha�1(X) chain OS=Homo sapiens GN=COL10A1 PE=1 SV=2 1

Q06033 Inter�alpha�trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2 1

Q08378,Q08378�2 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 1

Q13444�4 Isoform 4 of Disintegrin and metalloproteinase domain�containing protein 15 OS=Homo sapiens GN=ADAM15 1

Q13790 Apolipoprotein F OS=Homo sapiens GN=APOF PE=1 SV=2 1

Q14126 Desmoglein�2 OS=Homo sapiens GN=DSG2 PE=1 SV=2 1

Q14191 Werner syndrome ATP�dependent helicase OS=Homo sapiens GN=WRN PE=1 SV=2 1

Q14847�2 Isoform 2 of LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 1

Q2KHM9,Q2KHM9�2 Uncharacterized protein KIAA0753 OS=Homo sapiens GN=KIAA0753 PE=1 SV=3 1

Q53F10 UV excision repair protein RAD23 homolog B variant (Fragment) OS=Homo sapiens PE=2 SV=1 1

Q59G16 SWI/SNF�related matrix�associated actin�dependent regulator of chromatin c2 isoform b variant (Fragment) OS=Homo sapiens PE=2 SV=1 1

Q5SPY9,Q8NCE1,Q8WXX4,Q9NQX5 Neural proliferation differentiation and control protein 1 OS=Homo sapiens GN=NPDC1 PE=1 SV=1 1

Q5T5C7 Serine��tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=1 1

Q7Z528,Q9NX12,Q9Y287 E3�16 OS=Homo sapiens PE=2 SV=1 1

Q8N1U0 cDNA FLJ37558 fis, clone BRCOC1000087 OS=Homo sapiens PE=2 SV=1 1

Q8NHH4 Hepatocellular carcinoma�associated antigen HCA25a OS=Homo sapiens PE=2 SV=1 1

Q8TCD0 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 1

Q8TDY2,Q8TDY2�2 RB1�inducible coiled�coil protein 1 OS=Homo sapiens GN=RB1CC1 PE=1 SV=3 1

Q8WYP5,Q8WYP5�2,Q8WYP5�3 Protein ELYS OS=Homo sapiens GN=AHCTF1 PE=1 SV=3 1

Q99674,Q99674�4,Q99674�5 Cell growth regulator with EF hand domain protein 1 OS=Homo sapiens GN=CGREF1 PE=2 SV=2 1

Q99900 CD44 protein (Fragment) OS=Homo sapiens GN=CD44 PE=2 SV=1 1

Q9C0I1,Q9C0I1�2,Q9C0I1�3 Myotubularin�related protein 12 OS=Homo sapiens GN=MTMR12 PE=1 SV=2 1

Q9HBM0 Vezatin OS=Homo sapiens GN=VEZT PE=1 SV=3 1

Q9HCJ3,Q9HCJ3�2 Ribonucleoprotein PTB�binding 2 OS=Homo sapiens GN=RAVER2 PE=1 SV=2 1

Q9HCK8 Chromodomain�helicase�DNA�binding protein 8 OS=Homo sapiens GN=CHD8 PE=1 SV=5 1

Q9NQC3 Reticulon�4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 1

Q9NRD8 Dual oxidase 2 OS=Homo sapiens GN=DUOX2 PE=1 SV=2 1

Q9NXX3 CDNA FLJ20006 fis, clone ADKA02694 OS=Homo sapiens PE=2 SV=1 1

Q9ULD5,Q9ULD5�2,Q9ULD5�3 Zinc finger protein 777 OS=Homo sapiens GN=ZNF777 PE=1 SV=2 1

Q9Y2I6,Q9Y2I6�2 Ninein�like protein OS=Homo sapiens GN=NINL PE=1 SV=2 1

Q9Y3R5 Protein dopey�2 OS=Homo sapiens GN=DOPEY2 PE=1 SV=5 1

Q9Y623 Myosin�4 OS=Homo sapiens GN=MYH4 PE=1 SV=2 1

R4GMX1 Tensin�2 (Fragment) OS=Homo sapiens GN=TNS2 PE=1 SV=1 1



Table S2. List of endogenous peptides identified in CSF

Protein name Protein accession numbers Database sources Protein molecular Protein identifi Percentage sequ Assigned Peptide sequence Peptide identific Mascot Ion sc Observed m/z Actual peptide Calculated +1H Pep Spectru Actual minus cal Actual minus Peptide star Peptide sto Exclusive Other Proteins

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true AADHDVGSELPPEGVLGA 99.70% 91.6 867.4246 1 732.83 1 733.83 2 0.007578 4.371 221 238 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true AADHDVGSELPPEGVLGALLRV 99.70% 47.4 1 108.09 2 214.17 2 215.17 2 0.006678 3.015 221 242 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true AATVGSLAGQPLQER 99.70% 73.2 749.4074 1 496.80 1 497.80 2 0.005378 3.591 210 224 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 13.60% true AAVGTSAAPVPSDNH 99.70% 48 697.3403 1 392.67 1 393.67 2 0.002678 1.922 303 317 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true AAWGKVGAHAGEYGAEALERMFLSFPTTK 98.70% 30 1 032.53 3 094.56 3 095.54 3 0.0285 9.207 13 41 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true AAYQKVVAGVANALAHKYH 99.70% 69 671.0379 2 010.09 2 011.09 3 0.012 5.968 129 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 77.20% 21.10% false AAYQKVVAGVANALAHKYH 99.70% 69 671.0379 2 010.09 2 011.09 3 0.012 5.968 129 147 false D9YZU5,P68871

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 18.20% true ADASEAHESSSRGEAGAPGEEDIQGPTKADTEKWAEGGGHSRE 96.20% 30.3 879.5958 4 392.94 4 393.94 5 0.00705 1.604 90 132 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true ADSGEGDFLAEGGGVR 99.70% 138 768.856 1 535.70 1 536.69 2 0.01198 7.795 20 35 true

cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00,B4DMD5,P05067,P05067�4,P05067�6,P05067�8 UniProtKB�HS_20150717_TnD.fasta 60 073.50 100.00% 3.79% true AEDVGSNKGAIIGLMVGGVV 99.70% 61.4 943.5167 1 885.02 1 886.01 2 0.02068 10.96 450 469 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true AEEGKKLVAASQAALG 72.70% 30.5 514.955 1 541.84 1 542.85 3 0.001702 1.103 593 608 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true AEEGKKLVAASQAALGL 99.70% 81.8 552.6486 1 654.92 1 655.93 3 �0.001598 �0.965 593 609 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 7.22% true AEFAEVSK 99.00% 56.8 440.7246 879.434648 880.441046 2 0.0008781 0.9973 250 257 true

Zinc finger protein 367 OS=Homo sapiens GN=ZNF367 PE=1 SV=1 Q7RTV3 UniProtKB�HS_20150717_TnD.fasta 38 411.30 68.10% 2.57% true AENPPPPPP 75.30% 45.9 458.2318 914.449048 915.457246 2 �0.0009219 �1.007 10 18 true

Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=1 C9JC84,C9JEU5,P02679,P02679�2 UniProtKB�HS_20150717_TnD.fasta 52 339.20 99.80% 4.99% true AIQLTYNPDESSKPNMIDAATLK 99.70% 79.9 840.7678 2 519.28 2 520.27 3 0.0235 9.325 89 111 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true ALLSPYSYSTTAVVTNPKE 98.90% 136 1 021.04 2 040.07 2 041.05 2 0.02388 11.7 166 184 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true ALMDETMKELK 69.70% 19.5 436.8893 1 307.65 1 308.65 3 �0.0006979 �0.5333 80 90 true

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 100.00% 1.02% true ALPPPPPPPPP 96.20% 56.2 538.8161 1 075.62 1 076.61 2 0.01068 9.918 2030 2040 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.64% true ANPHPFAVVPSTAT 99.70% 43.3 704.8667 1 407.72 1 408.72 2 0.004178 2.966 829 842 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 14.20% true APEAQVSVQ 79.00% 52.7 464.7396 927.464648 928.473446 2 �0.001522 �1.639 23 31 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 17.40% true APEAQVSVQPN 99.70% 62.6 570.2896 1 138.56 1 139.57 2 0.002778 2.438 23 33 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 13.70% true APEAQVSVQPNF 97.10% 51 643.8253 1 285.64 1 286.64 2 0.005778 4.491 23 34 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 13.70% true APEAQVSVQPNFQ 99.70% 66.8 707.8558 1 413.70 1 414.70 2 0.008178 5.781 23 35 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 14.20% true APEAQVSVQPNFQQ 99.70% 90.8 771.8851 1 541.76 1 542.75 2 0.008178 5.301 23 36 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQD 99.70% 56.4 829.4027 1 656.79 1 657.78 2 0.01638 9.879 23 37 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 13.70% true APEAQVSVQPNFQQDK 92.90% 47.5 893.4483 1 784.88 1 785.88 2 0.01258 7.043 23 38 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKF 99.70% 67.4 966.9845 1 931.95 1 932.95 2 0.01658 8.577 23 39 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFL 99.70% 92 1 023.53 2 045.04 2 046.03 2 0.01948 9.52 23 40 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLG 99.70% 67.5 1 052.04 2 102.06 2 103.05 2 0.01798 8.548 23 41 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 17.40% true APEAQVSVQPNFQQDKFLGR 99.70% 92.9 753.7253 2 258.15 2 259.15 3 0.009502 4.206 23 42 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRW 99.10% 47 815.7605 2 444.26 2 445.23 3 0.0358 14.64 23 43 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWF 99.70% 103 864.7792 2 591.32 2 592.30 3 0.0235 9.066 23 44 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 17.40% true APEAQVSVQPNFQQDKFLGRWFS 99.70% 44.8 893.7869 2 678.34 2 679.33 3 0.0146 5.45 23 45 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSA 99.70% 78.9 917.4751 2 749.40 2 750.37 3 0.0421 15.31 23 46 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSAG 99.70% 74.2 936.4717 2 806.39 2 807.39 3 0.0104 3.705 23 47 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSAGL 99.70% 69.2 974.1674 2 919.48 2 920.47 3 0.0134 4.589 23 48 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSAGLA 99.70% 78.1 997.8557 2 990.55 2 991.51 3 0.0412 13.77 23 49 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSAGLAS 99.60% 50.7 1 026.86 3 077.57 3 078.54 3 0.0341 11.08 23 50 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true APEAQVSVQPNFQQDKFLGRWFSAGLASN 99.70% 62 1 064.87 3 191.59 3 192.59 3 0.0122 3.822 23 51 true

Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 C9JV77,P02765 UniProtKB�HS_20150717_TnD.fasta 39 410.50 96.70% 3.53% true APHGPGLIYRQPN 96.40% 42.4 473.922 1 418.74 1 419.75 3 0.002102 1.481 19 31 true

Prosaposin receptor GPR37L1 OS=Homo sapiens GN=GPR37L1 PE=1 SV=2 O60883 UniProtKB�HS_20150717_TnD.fasta 52 770.60 99.90% 4.78% true APLHLGRHRAETQEQQSRS 89.00% 34.5 551.0396 2 200.13 2 201.13 4 0.008226 3.737 26 44 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 22.80% true APPEPVPPP 67.90% 33.2 450.7444 899.474248 900.482746 2 �0.001222 �1.357 486 494 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true APPEPVPPPR 99.70% 72.5 528.7954 1 055.58 1 056.58 2 �0.0003219 �0.3047 486 495 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true APPEPVPPPRA 99.00% 47.2 564.3129 1 126.61 1 127.62 2 �0.002422 �2.148 486 496 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 19.50% true APPEPVPPPRAAPAPT 99.70% 56.1 782.9308 1 563.85 1 564.85 2 0.005878 3.756 486 501 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true APPEPVPPPRAAPAPTHV 99.70% 51.2 600.9983 1 799.97 1 800.98 3 0.004602 2.555 486 503 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 19.50% true APPGRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEVRG 91.70% 24 647.6722 3 879.99 3 880.96 6 0.03857 9.939 23 61 true



Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true APPGRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEVRGA 99.70% 72.2 659.5097 3 951.01 3 952.00 6 0.02647 6.699 23 62 true

cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3,Q99523 UniProtKB�HS_20150717_TnD.fasta 92 038.60 100.00% 2.17% true APPPPAAPLPR 99.70% 76.7 542.3184 1 082.62 1 083.63 2 �0.001622 �1.497 39 49 true

cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3,Q99523 UniProtKB�HS_20150717_TnD.fasta 92 038.60 100.00% 2.17% true APPPPAAPLPRWSGPIG 80.80% 25.9 840.969 1 679.92 1 680.92 2 0.008378 4.984 39 55 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% false APPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 33 41 false C9K0J5

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 94.20% 1.48% false APPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 781 789 false C9K0J5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 3.29% false APPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 217 225 false C9K0J5

Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830,Q12830�4 UniProtKB�HS_20150717_TnD.fasta 338 256.30 67.60% 0.62% false APPPPPPPP 77.30% 41.6 433.7412 865.467848 866.477346 2 �0.002222 �2.564 23 31 false C9K0J5

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 56.90% 2.50% false APPPPPPPP 77.30% 41.6 433.7412 865.467848 866.477346 2 �0.002222 �2.564 1038 1046 false C9K0J5

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.05% true APPPPPPPPP 99.70% 56.6 482.2697 962.524848 963.530146 2 0.001978 2.053 33 42 true

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 1.73% false APPPPPPPPP 99.70% 56.6 482.2697 962.524848 963.530146 2 0.001978 2.053 217 226 false Q9C0D6

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 67.90% 2.06% false APPPPPPPPP 86.40% 54.7 482.2686 962.522648 963.530146 2 �0.0002219 �0.2303 1038 1047 false Q9C0D6

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 86.30% 2.60% false APPPPPPPPPPP 97.10% 60.9 579.3221 1 156.63 1 157.64 2 0.001178 1.018 1038 1049 false Q9C0D6

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 3.29% false APPPPPPPPPPP 97.10% 60.9 579.3221 1 156.63 1 157.64 2 0.001178 1.018 217 228 false Q9C0D6

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 77.00% 11.50% true AQDLNAPSDWDSRGKDSYETSELDDQSAETHSHKQS 93.20% 24.7 807.7692 4 033.81 4 034.75 5 0.06585 16.32 208 243 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 97.70% 16.20% true AQDLNAPSDWDSRGKDSYETSKLDDQSAETHSHKQS 95.00% 55.7 807.5636 4 032.78 4 033.80 5 �0.01455 �3.607 208 243 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 96.30% 23.60% true AQDLNAPSDWDSRGKDSYETSKLDDQSAETHSHKQSRLY 98.50% 65.5 894.0142 4 465.03 4 466.05 5 �0.01005 �2.25 208 246 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 29.30% true AQDLNAPSDWDSRGKDSYETSQLDDQSAETHSHKQS 98.50% 66.4 807.5658 4 032.79 4 033.77 5 0.03285 8.144 194 229 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 13.00% true AQDLNAPSDWDSRGKDSYETSQLDDQSAETHSHKQSRLY 99.40% 64.8 894.0146 4 465.04 4 466.02 5 0.02835 6.348 194 232 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.64% true AQPQFVHPEHRSFVDLSGHNLANPHPFAVVPSTAT 87.70% 17 951.9854 3 803.91 3 804.90 4 0.02033 5.342 808 842 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 17.70% true ARPVKEPRGLSAASPPLAETGAPRRF 91.20% 25.1 547.11 2 730.51 2 731.51 5 0.00925 3.386 34 59 true

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 83.70% 1.08% true ASAQPPPPPPP 93.20% 61.1 528.2829 1 054.55 1 055.55 2 0.006278 5.948 296 306 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 24.30% true ASHTSDSDVPSGVTEV 96.10% 25.8 794.3622 1 586.71 1 587.71 2 0.003778 2.38 390 405 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true ASHTSDSDVPSGVTEVVVKLFDSDPITVTVPVEV 99.70% 89.2 1 175.94 3 524.80 3 525.78 3 0.0175 4.964 390 423 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 25.20% true ASSIIDELFQDR 67.80% 17.5 697.3536 1 392.69 1 393.70 2 0.003978 2.854 183 194 true

Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 P06396 UniProtKB�HS_20150717_TnD.fasta 85 697.80 99.60% 2.94% true ATASRGASQAGAPQGRVPEARPN 99.70% 51.4 563.0459 2 248.15 2 249.15 4 0.01233 5.48 28 50 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 13.60% true AVGTSAAPVPSDNH 99.70% 80.8 661.8204 1 321.63 1 322.63 2 �0.00002194 �0.01659 304 317 true

Testican�1 OS=Homo sapiens GN=SPOCK1 PE=1 SV=1 A0A0A0MQX7,Q08629 UniProtKB�HS_20150717_TnD.fasta 42 220.00 100.00% 5.57% true AVTEDDEDEDDDKEDE 99.70% 83.8 934.8364 1 867.66 1 868.67 2 �0.002522 �1.35 357 372 true

Testican�1 OS=Homo sapiens GN=SPOCK1 PE=1 SV=1 A0A0A0MQX7,Q08629 UniProtKB�HS_20150717_TnD.fasta 42 220.00 100.00% 5.57% true AVTEDDEDEDDDKEDEVGY 99.70% 62.6 1 094.42 2 186.83 2 187.82 2 0.01948 8.903 357 375 true

Testican�1 OS=Homo sapiens GN=SPOCK1 PE=1 SV=1 A0A0A0MQX7,Q08629 UniProtKB�HS_20150717_TnD.fasta 42 220.00 100.00% 5.57% true AVTEDDEDEDDDKEDEVGYIW 99.50% 85.5 1 244.01 2 486.00 2 486.98 2 0.02608 10.49 357 377 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 14.60% true AYFMSDTREE 92.60% 50.9 624.7662 1 247.52 1 248.52 2 0.004978 3.987 428 437 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true AYQKVVAGVANALAHKYH 98.20% 32.1 647.3601 1 939.06 1 940.05 3 0.0157 8.094 130 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 77.20% 21.10% false AYQKVVAGVANALAHKYH 98.20% 32.1 647.3601 1 939.06 1 940.05 3 0.0157 8.094 130 147 false D9YZU5,P68871

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true DAHKSEVAHRF 99.70% 49.2 432.8862 1 295.64 1 296.64 3 �0.0002979 �0.2298 25 35 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true DAHKSEVAHRFKDLGEEN 96.10% 34.5 521.2576 2 081.00 2 082.00 4 0.008526 4.095 25 42 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 8.37% true DAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQ 80.70% 20 764.0104 3 815.02 3 815.99 5 0.03585 9.395 25 57 true

cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3,Q99523 UniProtKB�HS_20150717_TnD.fasta 92 038.60 100.00% 2.17% true DAPPPPAAPLPR 99.70% 72.1 599.8331 1 197.65 1 198.66 2 0.0007781 0.6491 38 49 true

cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3,Q99523 UniProtKB�HS_20150717_TnD.fasta 92 038.60 100.00% 2.17% true DAPPPPAAPLPRWSGPIG 99.70% 61.8 898.4832 1 794.95 1 795.95 2 0.009778 5.444 38 55 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 9.69% true DDNPNLPR 98.80% 47 470.7281 939.441648 940.448446 2 0.0004781 0.5083 131 138 true

Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4,P0C0L4�2 UniProtKB�HS_20150717_TnD.fasta 192 786.80 100.00% 1.20% true DDPDAPLQPVTP 91.00% 24.8 632.8067 1 263.60 1 264.61 2 0.0001781 0.1408 1429 1440 true

Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4,P0C0L4�2 UniProtKB�HS_20150717_TnD.fasta 192 786.80 100.00% 1.20% true DDPDAPLQPVTPLQ 89.90% 22.9 753.3784 1 504.74 1 505.75 2 0.0008781 0.5831 1429 1442 true

Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4,P0C0L4�2 UniProtKB�HS_20150717_TnD.fasta 192 786.80 100.00% 2.12% true DDPDAPLQPVTPLQLFEGRRN 94.90% 26 793.4156 2 377.22 2 378.21 3 0.0219 9.209 1429 1449 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 12.30% true DEAGSEADHEGTHSTKRGHAKSRPV 99.70% 65.7 532.6569 2 658.25 2 659.26 5 �0.00155 �0.5828 605 629 true

Proenkephalin, isoform CRA_a OS=Homo sapiens GN=PENK PE=3 SV=1 A0A024R7V4,P01210 UniProtKB�HS_20150717_TnD.fasta 30 788.30 100.00% 8.24% true DEEGESYSKEVPEME 99.70% 70 879.3633 1 756.71 1 757.71 2 0.01338 7.611 244 258 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSR 99.30% 50.8 586.8001 1 171.59 1 172.59 2 0.002178 1.857 568 579 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSRE 99.70% 64.6 651.323 1 300.63 1 301.63 2 0.005378 4.132 568 580 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSREA 99.70% 74.7 686.8396 1 371.66 1 372.67 2 0.001478 1.077 568 581 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSREAVSG 99.70% 79.2 808.3998 1 614.79 1 615.79 2 �0.00002194 �0.01358 568 584 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.15% true DELAPAGTGVSREAVSGL 99.70% 79.1 864.9531 1 727.89 1 728.88 2 0.02248 13 568 585 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.15% true DELAPAGTGVSREAVSGLL 80.60% 47.3 921.4925 1 840.97 1 841.96 2 0.01718 9.326 568 586 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.15% true DELAPAGTGVSREAVSGLLIM 99.70% 64.8 1 043.56 2 085.10 2 086.09 2 0.02158 10.34 568 588 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 5.54% true DELAPAGTGVSREAVSGLLIMG 82.30% 20.8 1 072.07 2 142.13 2 143.11 2 0.02808 13.1 568 589 true



cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 3.85% true DELAPAGTGVSREAVSGLLIMGAGG 99.70% 108 1 164.60 2 327.18 2 328.19 2 0.003978 1.709 568 592 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSREAVSGLLIMGAGGGS 99.70% 121 1 236.63 2 471.25 2 472.24 2 0.01648 6.665 568 594 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 4.31% true DELAPAGTGVSREAVSGLLIMGAGGGSL 99.20% 39.9 862.453 2 584.34 2 585.32 3 0.0201 7.775 568 595 true

cDNA FLJ58890, highly similar to GTP�binding protein PTD004 OS=Homo sapiens PE=2 SV=1 B4DK14 UniProtKB�HS_20150717_TnD.fasta 30 683.50 56.50% 2.56% true DGIKPPP 77.10% 40.9 362.2041 722.393648 723.403846 2 �0.002922 �4.039 8 14 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true DHDVGSELPPEG 99.70% 79.3 626.2801 1 250.55 1 251.55 2 0.003878 3.099 223 234 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true DHDVGSELPPEGVL 99.70% 48 732.3567 1 462.70 1 463.70 2 0.004578 3.128 223 236 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true DHDVGSELPPEGVLG 99.70% 82.1 760.8677 1 519.72 1 520.72 2 0.005078 3.339 223 237 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true DHDVGSELPPEGVLGA 99.70% 100 796.3856 1 590.76 1 591.76 2 0.003778 2.374 223 238 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 13.10% true DHDVGSELPPEGVLGALL 98.90% 41 909.473 1 816.93 1 817.93 2 0.01038 5.709 223 240 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 11.90% true DHDVGSELPPEGVLGALLRV 99.70% 97.4 1 037.06 2 072.11 2 073.10 2 0.02088 10.07 223 242 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 13.10% true DHDVGSELPPEGVLGALLRVK 96.30% 25.4 734.4078 2 200.20 2 201.19 3 0.016 7.27 223 243 true

Uncharacterized protein OS=Homo sapiens PE=1 SV=1 Q6GMX0 UniProtKB�HS_20150717_TnD.fasta 25 807.40 99.90% 11.90% true DIQMTQSPSSL 93.20% 43.3 603.7898 1 205.57 1 206.57 2 0.005078 4.209 23 33 true

Uncharacterized protein OS=Homo sapiens PE=1 SV=1 Q6GMX0 UniProtKB�HS_20150717_TnD.fasta 25 807.40 99.90% 11.90% true DIQMTQSPSSLSA 98.70% 75.3 682.8251 1 363.64 1 364.64 2 0.006578 4.82 23 35 true

Ig kappa chain V�I region OU OS=Homo sapiens PE=1 SV=1 P01606 UniProtKB�HS_20150717_TnD.fasta 11 769.30 98.10% 20.40% true DIQMTQSPSSLSASVGBRVTIT 99.70% 97.4 1 146.58 2 291.15 2 292.15 2 0.01058 4.615 1 22 true

IgG L chain OS=Homo sapiens PE=2 SV=1 S6C4R6 UniProtKB�HS_20150717_TnD.fasta 20 315.20 99.20% 12.00% true DIVMTQSPDSLAVSLGERATIN 99.70% 102 1 159.10 2 316.19 2 317.17 2 0.02408 10.39 21 42 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 17.40% true DLQAAPEAQVSVQPN 80.10% 35.1 783.8958 1 565.78 1 566.78 2 0.008378 5.347 19 33 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 2.39% true DLSGHNLANPHPF 99.20% 41.7 709.847 1 417.68 1 418.68 2 0.005478 3.861 822 834 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true DNPGEDAPAEDMARY 99.70% 64.1 825.8427 1 649.67 1 650.67 2 0.007878 4.773 34 48 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 17.40% true DPADASEAHESSSRGEAGAPGEEDIQGPTKA 99.60% 41.1 767.3466 3 065.36 3 066.35 4 0.01233 4.02 88 118 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 11.20% true DPADASEAHESSSRGEAGAPGEEDIQGPTKADTEKWAEGGGHSRE 99.70% 58.9 922.0245 4 605.09 4 606.02 5 0.07075 15.36 88 132 true

Synaptotagmin�7 (Fragment) OS=Homo sapiens GN=SYT7 PE=1 SV=1 F5H8G7,O43581 UniProtKB�HS_20150717_TnD.fasta 18 894.30 95.70% 8.57% true DPEAASPGAPSRDVL 99.10% 44.2 741.3707 1 480.73 1 481.72 2 0.01088 7.341 4 18 true

Synaptotagmin�7 (Fragment) OS=Homo sapiens GN=SYT7 PE=1 SV=1 F5H8G7,O43581 UniProtKB�HS_20150717_TnD.fasta 18 894.30 99.80% 10.90% true DPEAASPGAPSRDVLLVSA 91.30% 24.1 926.4824 1 850.95 1 851.94 2 0.01268 6.846 4 22 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 20.00% true DPITVTVPVEV 99.70% 44.5 584.8282 1 167.64 1 168.65 2 0.002978 2.548 413 423 true

Trichohyalin OS=Homo sapiens GN=TCHH PE=1 SV=2 Q07283 UniProtKB�HS_20150717_TnD.fasta 253 921.70 74.20% 0.41% true DPKTVDLI 80.40% 45.1 450.7564 899.498248 900.503946 2 0.001578 1.752 50 57 true

Beta�1,3�N�acetylglucosaminyltransferase lunatic fringe OS=Homo sapiens GN=LFNG PE=1 SV=2 Q8NES3,Q8NES3�3 UniProtKB�HS_20150717_TnD.fasta 41 774.20 99.00% 3.17% true DPPPPPLP 89.50% 45.9 415.2257 828.436848 829.445746 2 �0.001622 �1.955 27 34 true

Beta�1,3�N�acetylglucosaminyltransferase lunatic fringe OS=Homo sapiens GN=LFNG PE=1 SV=2 Q8NES3,Q8NES3�3 UniProtKB�HS_20150717_TnD.fasta 41 774.20 89.80% 3.17% true DPPPPPLPAERG 95.20% 51 621.828 1 241.64 1 242.65 2 0.0006781 0.5457 27 38 true

cDNA FLJ78640, highly similar to Homo sapiens TSPY�like 2 (TSPYL2), mRNA OS=Homo sapiens PE=2 SV=1 A8K8U7,B3KY92,Q9H2G4 UniProtKB�HS_20150717_TnD.fasta 79 410.10 92.80% 1.44% true DPPPPPPPPP 96.20% 55.8 504.2634 1 006.51 1 007.52 2 �0.0005219 �0.518 24 33 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 25.20% true DQTVSDNELQEM 97.30% 33.9 704.8018 1 407.59 1 408.59 2 0.006478 4.599 23 34 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 13.60% true DQTVSDNELQEMSN 99.70% 64.6 805.3435 1 608.67 1 609.66 2 0.01498 9.305 23 36 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 13.60% true DQTVSDNELQEMSNQ 99.70% 55.8 869.3704 1 736.73 1 737.72 2 0.01018 5.857 23 37 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true DQTVSDNELQEMSNQG 99.70% 106 897.883 1 793.75 1 794.74 2 0.01388 7.733 23 38 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true DQTVSDNELQEMSNQGSKYVN 99.70% 99.3 1 193.53 2 385.05 2 386.05 2 0.01228 5.146 23 43 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true DQTVSDNELQEMSNQGSKYVNKE 98.40% 34.5 881.7363 2 642.19 2 643.18 3 0.0103 3.898 23 45 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true DQTVSDNELQEMSNQGSKYVNKEIQN 99.10% 41.4 1 000.14 2 997.39 2 998.37 3 0.0268 8.939 23 48 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.40% true DQTVSDNELQEMSNQGSKYVNKEIQNA 92.80% 21.2 1 023.81 3 068.42 3 069.41 3 0.0207 6.745 23 49 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 21.80% true DQTVSDNELQEMSNQGSKYVNKEIQNAVN 99.70% 67.6 1 094.87 3 281.58 3 282.52 3 0.0654 19.92 23 51 true

MHC class I antigen (Fragment) OS=Homo sapiens GN=HLA�A PE=4 SV=1 V5LDG7 UniProtKB�HS_20150717_TnD.fasta 8 705.50 39.40% 13.90% true DRENLETLLG 76.10% 30.6 580.3021 1 158.59 1 159.60 2 0.001378 1.188 56 65 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 18.20% true DRNYLNYGEEGAPGKWQQQGDLQDTKENREEARFQDKQYSSHHTAE 99.70% 38.7 909.7559 5 452.49 5 453.48 6 0.01587 2.911 468 513 true

Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 Q86Y38 UniProtKB�HS_20150717_TnD.fasta 107 571.00 97.20% 2.92% true DSGAGERRGGAAVGGGEQPPPAPAPRRE 96.60% 32.4 540.6748 2 698.34 2 699.34 5 0.00885 3.279 39 66 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true DSGEGDFLAEGGGVR 99.70% 114 733.336 1 464.66 1 465.66 2 0.009078 6.194 21 35 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true DSGPRRYTIAALLSPYSYSTTAVVTN 78.40% 21 935.1473 2 802.42 2 803.43 3 0.001202 0.4288 156 181 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true DSGPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 88.9 790.1642 3 156.63 3 157.62 4 0.01843 5.835 156 184 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true DSHSLTTNIMEILR 99.70% 72.2 815.4277 1 628.84 1 629.83 2 0.02148 13.18 101 114 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 18.90% true DSHSLTTNIMEILRGDFSSANN 99.70% 69.5 808.0517 2 421.13 2 422.13 3 0.0101 4.171 101 122 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 14.90% true DSHSLTTNIMEILRGDFSSANNR 99.70% 72.1 645.3154 2 577.23 2 578.23 4 0.008226 3.191 101 123 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true DSSEEKFLR 99.70% 58.6 370.8507 1 109.53 1 110.54 3 �0.005098 �4.591 20 28 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 12.70% true DVGSELPPEGVLGALLRV 99.70% 68.1 911.0155 1 820.02 1 821.01 2 0.01178 6.468 225 242 true

cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00,B4DMD5,P05067,P05067�4,P05067�6,P05067�8 UniProtKB�HS_20150717_TnD.fasta 60 073.50 99.20% 3.41% true DVGSNKGAIIGLMVGGVV 99.70% 68.3 843.4731 1 684.93 1 685.93 2 0.01318 7.816 452 469 true

Amyloid�like protein 2 OS=Homo sapiens GN=APLP2 PE=1 SV=2 Q06481,Q06481�2 UniProtKB�HS_20150717_TnD.fasta 86 955.00 94.90% 4.59% true DVKEMIFNAERVGGLEEERESVGPLREDFSLSSSA 98.60% 25.6 971.4788 3 881.89 3 882.88 4 0.01173 3.02 660 694 true

Ig heavy chain V�III region JON OS=Homo sapiens PE=1 SV=1 P01780 UniProtKB�HS_20150717_TnD.fasta 12 561.70 60.40% 18.30% true DVQLVESGGGLVKPGGSLRLS 80.50% 23.8 1 034.57 2 067.13 2 068.14 2 �0.001322 �0.6392 1 21 true

Synaptotagmin�7 (Fragment) OS=Homo sapiens GN=SYT7 PE=1 SV=1 F5H8G7,O43581 UniProtKB�HS_20150717_TnD.fasta 18 894.30 85.70% 7.43% true EAASPGAPSRDVL 86.40% 37.7 635.3288 1 268.64 1 269.64 2 0.006878 5.417 6 18 true



Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true EALHNHYTQKSLSLSPG 69.40% 22.8 627.9891 1 880.95 1 881.95 3 0.007302 3.88 449 465 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false EALHNHYTQKSLSLSPG 69.40% 22.8 627.9891 1 880.95 1 881.95 3 0.007302 3.88 455 471 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Augurin OS=Homo sapiens GN=C2orf40 PE=1 SV=1 B8ZZE5,C9JRR0,Q9H1Z8 UniProtKB�HS_20150717_TnD.fasta 13 614.30 100.00% 24.10% true EAPVPTKTKVAVDENKAKE 99.70% 69.8 514.2839 2 053.11 2 054.11 4 0.0007261 0.3535 6 24 true

Augurin OS=Homo sapiens GN=C2orf40 PE=1 SV=1 B8ZZE5,C9JRR0,Q9H1Z8 UniProtKB�HS_20150717_TnD.fasta 13 614.30 100.00% 24.10% true EAPVPTKTKVAVDENKAKEFLGSLKRQ 99.70% 104 597.5423 2 982.68 2 983.66 5 0.02455 8.228 6 32 true

Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3,P41222 UniProtKB�HS_20150717_TnD.fasta 21 029.10 100.00% 15.30% true EAQVSVQPNFQQDKFLGRWFSA 81.70% 24.2 861.4429 2 581.31 2 582.28 3 0.0354 13.71 25 46 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 9.57% true EDPQGDAAQKTDT 99.70% 56.5 688.304 1 374.59 1 375.60 2 0.003178 2.31 25 37 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 12.20% true EDPQGDAAQKTDTSHHDQDHPTFN 96.60% 40.8 673.5419 2 690.14 2 691.13 4 0.01513 5.621 25 48 true

cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00,B4DMD5,P05067,P05067�4,P05067�6,P05067�8 UniProtKB�HS_20150717_TnD.fasta 60 073.50 100.00% 3.79% true EDVGSNKGAIIGLMVGGVV 99.70% 92 907.9952 1 813.98 1 814.97 2 0.01478 8.142 451 469 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true EEGKKLVAASQAALGL 99.70% 69.7 792.9569 1 583.90 1 584.90 2 0.01078 6.8 594 609 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 12.00% true EGDFLAEGGGVR 99.70% 68.7 603.793 1 205.57 1 206.58 2 0.003578 2.965 24 35 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 2.96% true EGKKLVAASQAALGL 79.90% 36.8 728.4341 1 454.85 1 455.85 2 0.007778 5.343 595 609 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.00% true EGQEEEEDNRDSSMKLSFRA 98.10% 31.9 786.3536 2 356.04 2 357.03 3 0.0151 6.407 359 378 true

Sortilin�related VPS10 domain containing receptor 3 OS=Homo sapiens GN=SORCS3 PE=2 SV=1 Q17R88,Q9UPU3 UniProtKB�HS_20150717_TnD.fasta 135 787.60 99.90% 2.37% true EITWDATGGPGRPAAPASRPPALSPLSPR 99.70% 32.5 732.1405 2 924.53 2 925.53 4 0.006826 2.333 34 62 true

IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 Q6PJF2 UniProtKB�HS_20150717_TnD.fasta 25 520.90 100.00% 15.30% true EIVLTQSPATL 79.40% 27.8 586.3339 1 170.65 1 171.66 2 0.003478 2.968 21 31 true

IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 Q6PJF2 UniProtKB�HS_20150717_TnD.fasta 25 520.90 100.00% 15.30% true EIVLTQSPATLSLSPGERATL 99.70% 86.8 1 092.11 2 182.21 2 183.19 2 0.02068 9.471 21 41 true

Anti�HCS scFv (Fragment) OS=Homo sapiens PE=2 SV=1 A2KBC5 UniProtKB�HS_20150717_TnD.fasta 25 223.30 95.00% 8.82% true EIVLTQSPGTLSLSPGERATL 97.00% 39.6 1 085.10 2 168.18 2 169.18 2 0.01028 4.738 131 151 true

Anti�HCS scFv (Fragment) OS=Homo sapiens PE=2 SV=1 A2KBC5 UniProtKB�HS_20150717_TnD.fasta 25 223.30 48.50% 9.24% true EIVLTQSPGTLSLSPGERATLS 65.00% 26.9 1 128.63 2 255.25 2 256.21 2 0.04428 19.62 131 152 true

Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 A0A087X130 UniProtKB�HS_20150717_TnD.fasta 25 136.10 100.00% 15.60% true EIVMTQSPATLSVSPGERA 98.10% 39.8 987.0175 1 972.02 1 973.00 2 0.02678 13.57 21 39 true

Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 A0A087X130 UniProtKB�HS_20150717_TnD.fasta 25 136.10 100.00% 15.60% true EIVMTQSPATLSVSPGERATL 99.70% 81.3 1 094.09 2 186.16 2 187.13 2 0.02998 13.71 21 41 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 8.62% true ELAPAGTGVSREAVSG 99.70% 50.3 750.8888 1 499.76 1 500.77 2 0.004978 3.317 569 584 true

Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 UniProtKB�HS_20150717_TnD.fasta 53 008.20 99.90% 3.85% true ELSAERPLNEQIAEAEED 99.70% 86.4 1 021.99 2 041.96 2 042.95 2 0.01528 7.478 35 52 true

Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 UniProtKB�HS_20150717_TnD.fasta 53 008.20 100.00% 6.62% true ELSAERPLNEQIAEAEEDKI 98.30% 33.2 1 142.58 2 283.14 2 284.13 2 0.01418 6.207 35 54 true

Golgi autoantigen, golgin subfamily a, 2, isoform CRA_a OS=Homo sapiens GN=GOLGA2 PE=1 SV=1 A0A0C4DGS5,Q08379 UniProtKB�HS_20150717_TnD.fasta 111 658.30 49.10% 0.91% true EPPPPEPPA 65.50% 33.5 465.7357 929.456848 930.456946 2 0.007178 7.714 436 444 true

CD99 antigen�like 2, isoform CRA_d OS=Homo sapiens GN=CD99L2 PE=4 SV=1 A0A024RC16,Q8TCZ2,Q8TCZ2�2,Q8TCZ2�3,Q8TCZ2�5 UniProtKB�HS_20150717_TnD.fasta 27 986.30 97.50% 6.11% true EPPPPPEPA 73.50% 35.9 465.7357 929.456848 930.456946 2 0.007178 7.714 252 260 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.15% true EPPPPPPPPP 90.00% 38.7 511.272 1 020.53 1 021.54 2 0.001078 1.055 904 913 true

Sine oculis�binding protein homolog OS=Homo sapiens GN=SOBP PE=1 SV=2 A7XYQ1 UniProtKB�HS_20150717_TnD.fasta 92 658.90 74.10% 1.03% true EQPPPPPPP 88.60% 44.3 478.2476 954.480648 955.488646 2 �0.0007219 �0.7556 743 751 true

FXYD domain�containing ion transport regulator 1 transcript variant b (Fragment) OS=Homo sapiens GN=FXYD1 PE=2 SV=1 C7E9P5,K7EQG4,O00168 UniProtKB�HS_20150717_TnD.fasta 7 098.90 92.90% 31.70% true ESPKEHDPFTYDYQSLQIGG 88.90% 21.9 771.0255 2 310.05 2 311.05 3 0.0103 4.458 15 34 true

FXYD domain�containing ion transport regulator 1 transcript variant b (Fragment) OS=Homo sapiens GN=FXYD1 PE=2 SV=1 C7E9P5,K7EQG4,O00168 UniProtKB�HS_20150717_TnD.fasta 7 098.90 88.90% 39.70% true ESPKEHDPFTYDYQSLQIGGLVIAG 98.20% 29.3 922.1273 2 763.36 2 764.35 3 0.0205 7.417 15 39 true

GLTSCR1�like protein OS=Homo sapiens GN=GLTSCR1L PE=1 SV=2 Q6AI39 UniProtKB�HS_20150717_TnD.fasta 115 082.90 45.50% 1.39% true ETDSILEAAVNSILE 69.40% 25.4 802.4114 1 602.81 1 603.81 2 0.009278 5.785 1064 1078 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true ETVAEKALQEYRKKHREE 97.80% 24.6 561.8003 2 243.17 2 244.17 4 0.006126 2.73 432 449 true

CDNA FLJ26301 fis, clone DMC07540 OS=Homo sapiens PE=2 SV=1 Q6ZP85 UniProtKB�HS_20150717_TnD.fasta 25 803.50 97.90% 8.47% true EVQLVESGGGLVKPGESLRL 97.60% 40.4 1 034.07 2 066.13 2 067.14 2 �0.008022 �3.881 20 39 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 99.80% 7.84% true EVQLVESGGGLVKPGG 99.70% 61.1 763.4215 1 524.83 1 525.82 2 0.01338 8.768 20 35 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 100.00% 8.69% true EVQLVESGGGLVKPGGSLRL 87.30% 52.6 998.052 1 994.09 1 995.12 2 �0.02692 �13.49 20 39 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% true EVQLVESGGGLVKPGGSLRLS 96.90% 65.9 1 041.58 2 081.14 2 082.16 2 �0.004922 �2.364 20 40 true

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true EVQLVESGGGLVQPG 98.20% 65.3 734.8918 1 467.77 1 468.76 2 0.01188 8.087 20 34 true

Putative uncharacterized protein DKFZp686P15220 OS=Homo sapiens GN=DKFZp686P15220 PE=1 SV=1 Q6N089 UniProtKB�HS_20150717_TnD.fasta 51 723.90 99.60% 7.84% false EVQLVESGGGLVQPG 84.90% 36.7 734.8888 1 467.76 1 468.76 2 0.005878 4.002 20 34 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true EVQLVESGGGLVQPGG 98.60% 74.3 763.4034 1 524.79 1 525.79 2 0.01358 8.899 20 35 true

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true EVQLVESGGGLVQPGGSLRL 98.30% 103 998.058 1 994.10 1 995.09 2 0.02148 10.77 20 39 true

Putative uncharacterized protein DKFZp686P15220 OS=Homo sapiens GN=DKFZp686P15220 PE=1 SV=1 Q6N089 UniProtKB�HS_20150717_TnD.fasta 51 723.90 99.60% 7.84% true EVQLVESGGGLVQPGR 99.70% 64.9 812.9377 1 623.86 1 624.87 2 0.002578 1.587 20 35 true

cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 B4DDT3,E9PIT3,P00734 UniProtKB�HS_20150717_TnD.fasta 53 149.10 100.00% 2.76% true EYQTFFNPR 90.80% 28.5 601.2893 1 200.56 1 201.56 2 0.007678 6.39 168 176 true

Proenkephalin, isoform CRA_a OS=Homo sapiens GN=PENK PE=3 SV=1 A0A024R7V4,P01210 UniProtKB�HS_20150717_TnD.fasta 30 788.30 100.00% 8.24% true FAEALPSDEEGESYSKEVPEME 99.70% 65.1 1 237.04 2 472.07 2 473.06 2 0.01868 7.553 237 258 true

cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00,B4DMD5,P05067,P05067�4,P05067�6,P05067�8 UniProtKB�HS_20150717_TnD.fasta 60 073.50 96.30% 2.08% true FAEDVGSNKGA 90.70% 38.7 547.7601 1 093.51 1 094.51 2 0.001578 1.442 449 459 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 2.96% true FAEEGKKLVAASQAALG 99.70% 79.5 845.4689 1 688.92 1 689.92 2 0.01338 7.916 592 608 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true FAEEGKKLVAASQAALGL 99.70% 131 902.0093 1 802.00 1 803.00 2 0.01008 5.59 592 609 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true FDSDPITVTVPVEV 95.40% 34.4 759.3939 1 516.77 1 517.77 2 0.006978 4.598 410 423 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 21.40% true FDSDPITVTVPVEVSRKNPK 99.70% 68.5 557.8066 2 227.20 2 228.19 4 0.01223 5.487 410 429 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.00% true FEDELSEVLENQSSQAELKE 99.70% 48.6 1 162.56 2 323.10 2 324.08 2 0.03298 14.19 100 119 true

E3�16 OS=Homo sapiens PE=2 SV=1 Q7Z528,Q9NX12,Q9Y287 UniProtKB�HS_20150717_TnD.fasta 30 426.30 99.60% 3.38% true FENKFAVET 99.70% 58.2 542.7704 1 083.53 1 084.53 2 0.002578 2.377 254 262 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true FGYGYGPYQPVPEQPLYPQPYQPQYQQY 96.30% 29.4 1 132.55 3 394.63 3 395.57 3 0.0667 19.64 33 60 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true FGYGYGPYQPVPEQPLYPQPYQPQYQQYT 99.70% 55.7 1 166.23 3 495.68 3 496.62 3 0.068 19.45 33 61 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 5.54% true FHSSEIQRDELAPAGTGVSREAVSGLLIMGAGGGS 88.40% 24.4 864.9446 3 455.75 3 456.72 4 0.03863 11.17 560 594 true



cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 5.54% true FHSSEIQRDELAPAGTGVSREAVSGLLIMGAGGGSL 65.00% 16.8 893.2155 3 568.83 3 569.80 4 0.03813 10.68 560 595 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true FLASVSTVLTSKY 99.70% 79.5 708.3948 1 414.78 1 415.78 2 0.004278 3.022 129 141 true

Apolipoprotein A�II OS=Homo sapiens GN=APOA2 PE=1 SV=1 P02652,V9GYE3,V9GYM3 UniProtKB�HS_20150717_TnD.fasta 11 175.30 100.00% 15.00% true FLSYFVELGTQPAT 99.70% 57.6 786.907 1 571.80 1 572.79 2 0.01218 7.743 86 99 true

Apolipoprotein A�II OS=Homo sapiens GN=APOA2 PE=1 SV=1 P02652,V9GYE3,V9GYM3 UniProtKB�HS_20150717_TnD.fasta 11 175.30 99.50% 15.00% true FLSYFVELGTQPATQ 99.70% 88.3 850.9378 1 699.86 1 700.85 2 0.01518 8.924 86 100 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 25.20% true FMETVAEK 89.00% 34.7 477.7335 953.452448 954.460146 2 �0.0004219 �0.4421 430 437 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 25.20% true FMETVAEKALQEYR 99.60% 41.8 572.289 1 713.85 1 714.85 3 0.005502 3.208 430 443 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true FMETVAEKALQEYRKKHREE 99.70% 65.7 505.2632 2 521.28 2 522.28 5 0.00475 1.883 430 449 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 10.00% true FMGKVVNPTQK 69.80% 24.2 624.8384 1 247.66 1 248.68 2 �0.007522 �6.024 408 418 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true FPVGPPKNDDTPNRQ 92.20% 31.6 561.2813 1 680.82 1 681.83 3 �0.0001979 �0.1177 569 583 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true FPVGPPKNDDTPNRQYWDEDLLMKVLEYLNQEKAEKGREHIA 99.70% 47.3 831.4276 4 982.52 4 983.47 6 0.05517 11.07 569 610 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 18.00% true FRISHELDSASSEVN 99.70% 49.6 564.2727 1 689.80 1 690.80 3 0.0005021 0.2969 286 300 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 97.70% 16.20% false FRISHELDSASSEVN 99.70% 49.6 564.2727 1 689.80 1 690.80 3 0.0005021 0.2969 300 314 false A0A024RDE6,P10451�5

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 7.39% true FSALEVDETYVPKEFN 99.70% 56.7 944.4601 1 886.91 1 887.90 2 0.01178 6.239 512 527 true

Sodium/potassium/calcium exchanger 2 OS=Homo sapiens GN=SLC24A2 PE=1 SV=1 Q9UI40,Q9UI40�2 UniProtKB�HS_20150717_TnD.fasta 73 666.20 99.20% 4.24% true FSETDTQSTGEASVVSGPRVAQGYHQRT 99.70% 64.2 749.615 2 994.43 2 995.41 4 0.02403 8.021 59 86 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.22% true FVDLSGHN 84.70% 33.5 444.7159 887.417248 888.421046 2 0.003478 3.915 820 827 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 2.39% true FVDLSGHNLANPHPF 99.70% 58.8 832.9173 1 663.82 1 664.82 2 0.009278 5.573 820 834 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 2.39% true FVDLSGHNLANPHPFAVVPSTAT 99.70% 66.5 1 196.12 2 390.23 2 391.21 2 0.03148 13.16 820 842 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.22% true FVHPEHRSFVDLSGHNLANPHPFAVVPSTAT 97.60% 30 845.9379 3 379.72 3 380.69 4 0.03743 11.07 812 842 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true GDFLAEGGGVR 75.00% 25.5 539.2716 1 076.53 1 077.53 2 0.003378 3.135 25 35 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 12.00% true GEGDFLAEGGGVR 99.70% 74.2 632.3044 1 262.59 1 263.60 2 0.004878 3.86 23 35 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 17.40% true GEGVSSPKTHLGEALAPLSKAYQGVAAPFPK 86.10% 28.6 1 036.57 3 106.69 3 107.65 3 0.0487 15.67 248 278 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true GEVQAMLGQSTEELR 90.90% 32 824.4114 1 646.81 1 647.80 2 0.01468 8.908 138 152 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true GGEERVGEEDEEAAEAEAEAEEAERARQNA 99.70% 48.8 808.6048 3 230.39 3 231.39 4 0.006826 2.112 373 402 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true GGEERVGEEDEEAAEAEAEAEEAERARQNALLFAEEEDGEAGA 99.70% 44.8 1 141.50 4 561.98 4 562.98 4 0.007326 1.606 373 415 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true GGEERVGEEDEEAAEAEAEAEEAERARQNALLFAEEEDGEAGAE 80.00% 25.5 1 173.77 4 691.03 4 692.02 4 0.02073 4.417 373 416 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true GGEERVGEEDEEAAEAEAEAEEAERARQNALLFAEEEDGEAGAED 99.10% 118 1 202.53 4 806.07 4 807.05 4 0.02973 6.184 373 417 true

Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 P35527 UniProtKB�HS_20150717_TnD.fasta 62 065.90 100.00% 3.37% true GGGGGGGLGSGGSIRSSY 98.20% 31.6 741.8509 1 481.69 1 482.69 2 0.001078 0.7271 15 32 true

Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 UniProtKB�HS_20150717_TnD.fasta 53 008.20 97.70% 6.62% true GGSQDKSLHNRELSAERPLNEQIAEAEEDKI 96.10% 34.1 693.5486 3 462.71 3 463.71 5 0.00875 2.526 24 54 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 5.70% true GHRPLDKKREEAPSLRPAPPPISGGGYR 98.60% 32 608.5356 3 037.64 3 038.64 5 0.00895 2.945 45 72 true

Apolipoprotein C�II, isoform CRA_a OS=Homo sapiens GN=APOC2 PE=4 SV=1 A0A024R0T9,K7ER74,P02655,V9GYJ8 UniProtKB�HS_20150717_TnD.fasta 11 284.10 99.60% 14.90% true GIFTDQVLSVLKGEE 99.70% 63.2 817.94 1 633.87 1 634.86 2 0.008878 5.43 87 101 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true GISPFHEHAEVVFTANDSGPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 41.3 979.5076 4 892.50 4 893.45 5 0.06055 12.37 140 184 true

ATP synthase subunit beta (Fragment) OS=Homo sapiens GN=ATP5B PE=1 SV=1 H0YH81,P06576,Q0QEN7,V9HW31 UniProtKB�HS_20150717_TnD.fasta 38 250.20 99.60% 3.87% true GIYPAVDPLDSTSR 99.70% 41 745.8798 1 489.75 1 490.75 2 0.003578 2.4 330 343 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true GKEFTPPVQAAYQKVVAGVANALAHKYH 99.70% 67.3 749.411 2 993.61 2 994.59 4 0.02723 9.092 120 147 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 7.39% true GKKLVAASQAALGL 99.70% 54.8 663.9094 1 325.80 1 326.81 2 0.0009781 0.7371 596 609 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 26.20% true GLQEAAEERESAREEEEA 94.10% 26.7 678.3087 2 031.90 2 032.91 3 0.006102 3.002 350 367 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 26.20% true GLQEAAEERESAREEEEAEQE 99.70% 41.3 807.023 2 418.05 2 419.05 3 0.005202 2.15 350 370 true

Uncharacterized protein OS=Homo sapiens PE=1 SV=1 Q6GMX0 UniProtKB�HS_20150717_TnD.fasta 25 807.40 99.90% 11.90% false GLSSPVTKSFNRGEC 63.40% 19.7 527.929 1 580.77 1 581.77 3 0.003402 2.151 222 236 false Q6PJF2

Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 A0A087X130 UniProtKB�HS_20150717_TnD.fasta 25 136.10 100.00% 15.60% false GLSSPVTKSFNRGEC 63.40% 19.7 527.929 1 580.77 1 581.77 3 0.003402 2.151 217 231 false Q6PJF2

IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 Q6PJF2 UniProtKB�HS_20150717_TnD.fasta 25 520.90 100.00% 15.30% true GLSSPVTKSFNRGEC 63.40% 19.7 527.929 1 580.77 1 581.77 3 0.003402 2.151 221 235 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 13.60% true GLVEKVQAAVGTSAAPVPSDNH 99.10% 28.1 716.3751 2 146.10 2 147.11 3 0.001502 0.6996 296 317 true

Basic salivary proline�rich protein 1 OS=Homo sapiens GN=PRB1 PE=1 SV=2 G3V1M9,G5E9X6,P04280,Q86YA1 UniProtKB�HS_20150717_TnD.fasta 32 456.70 65.90% 3.03% true GPPPPPGKPQ 88.10% 39.6 486.2691 970.523648 971.531246 2 �0.0003219 �0.3314 49 58 true

Proline�rich protein HaeIII subfamily 1, isoform CRA_b OS=Homo sapiens GN=PRH1 PE=4 SV=1 A0A024RAQ4,A0A024RAR0,A0A087WV42,A0A087WYF5,A0A087WYT0,A0A087WZY1,A0A0A0MT31,P02810 UniProtKB�HS_20150717_TnD.fasta 25 791.70 100.00% 9.43% true GPPPPPPGKPQ 99.70% 67.2 534.7966 1 067.58 1 068.58 2 0.001878 1.758 215 225 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 99.20% 1.59% true GPPPPPPPP 98.20% 67.6 426.7321 851.449648 852.461746 2 �0.004822 �5.657 822 830 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 99.90% 1.67% true GPPPPPPPPP 94.40% 52.5 475.2603 948.506048 949.514546 2 �0.001222 �1.287 822 831 true

Proline�rich protein HaeIII subfamily 1, isoform CRA_b OS=Homo sapiens GN=PRH1 PE=4 SV=1 A0A024RAQ4,A0A024RAR0,A0A087WV42,A0A087WYF5,A0A087WYT0,A0A087WZY1,A0A0A0MT31,P02810 UniProtKB�HS_20150717_TnD.fasta 25 791.70 100.00% 9.43% true GPPQQGGHPRPP 96.30% 37.4 408.8783 1 223.61 1 224.62 3 �0.003198 �2.611 188 199 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true GPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 77.6 739.6485 2 954.56 2 955.56 4 0.01463 4.949 158 184 true

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 58.30% 1.82% true GPVPPPPPP 79.00% 54.4 427.747 853.479448 854.477346 2 0.009378 10.98 599 607 true

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 100.00% 1.91% true GPVPPPPPPP 99.70% 77.6 476.2745 950.534448 951.530146 2 0.01158 12.17 599 608 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true GQGSSEDDLQEEEQIEQAIKEHLNQGSSQETDKLAPVS 99.70% 93 1 039.24 4 152.93 4 153.93 4 0.01363 3.28 529 566 true

Sortilin�related VPS10 domain containing receptor 3 OS=Homo sapiens GN=SORCS3 PE=2 SV=1 Q17R88,Q9UPU3 UniProtKB�HS_20150717_TnD.fasta 135 787.60 69.60% 1.55% true GRPAAPASRPPALSPLSPR 86.60% 25.3 475.2739 1 897.07 1 898.07 4 0.001726 0.9094 44 62 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true GRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPE 68.60% 21.7 826.6748 3 302.67 3 303.62 4 0.05283 15.99 26 58 true



Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true GRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEV 99.70% 55.2 851.4293 3 401.69 3 402.69 4 0.002426 0.713 26 59 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true GRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEVRG 98.90% 24.2 603.4775 3 614.82 3 615.82 6 0.01307 3.616 26 61 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true GRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEVRGA 99.70% 92.3 738.1774 3 685.85 3 686.85 5 0.00525 1.424 26 62 true

Proline�rich protein HaeIII subfamily 1, isoform CRA_b OS=Homo sapiens GN=PRH1 PE=4 SV=1 A0A024RAQ4,A0A024RAR0,A0A087WV42,A0A087WYF5,A0A087WYT0,A0A087WZY1,A0A0A0MT31,P02810 UniProtKB�HS_20150717_TnD.fasta 25 791.70 99.90% 18.00% true GRPQGPPQQGGHQQGPPPPPPGKPQGPPPQGGRPQGPPQGQSPQ 99.70% 40.5 874.6457 4 368.19 4 369.18 5 0.01475 3.376 201 244 true

Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 Q86YZ3 UniProtKB�HS_20150717_TnD.fasta 282 372.70 31.50% 0.46% true GSGSGWSSSRGPY 76.30% 21.6 642.7863 1 283.56 1 284.56 2 0.004978 3.875 1498 1510 true

cDNA, FLJ93426, highly similar to Homo sapiens plasminogen (PLG), mRNA OS=Homo sapiens PE=2 SV=1 B2R7F8,P00747 UniProtKB�HS_20150717_TnD.fasta 90 537.40 33.30% 1.60% true GTMSKTKNGITCQ 69.90% 37.2 684.825 1 367.64 1 368.66 2 �0.01852 �13.53 113 125 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 29.30% true GVANALAHKYH 97.60% 54.7 394.2107 1 179.61 1 180.62 3 �0.004598 �3.895 137 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 77.20% 21.10% false GVANALAHKYH 94.70% 47.6 394.2106 1 179.61 1 180.62 3 �0.004898 �4.149 137 147 false D9YZU5,P68871

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true GYGYGPYQPVPEQPLYPQPYQPQYQQYT 85.30% 23.5 1 117.21 3 348.61 3 349.55 3 0.0644 19.23 34 61 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true GYGYGPYQPVPEQPLYPQPYQPQYQQYTF 82.80% 20.3 1 166.23 3 495.68 3 496.62 3 0.068 19.45 34 62 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 11.90% true HDVGSELPPEG 80.00% 43.8 568.7647 1 135.51 1 136.52 2 0.00007806 0.06868 224 234 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 13.10% true HDVGSELPPEGVLGA 99.70% 67 738.8759 1 475.74 1 476.73 2 0.01138 7.705 224 238 true

Prosaposin receptor GPR37L1 OS=Homo sapiens GN=GPR37L1 PE=1 SV=2 O60883 UniProtKB�HS_20150717_TnD.fasta 52 770.60 99.90% 4.78% true HLGRHRAETQEQQSRS 85.90% 28 480.7452 1 918.95 1 919.95 4 0.004626 2.409 29 44 true

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 100.00% 1.02% true HPPPPPPPP 99.10% 61.5 466.7532 931.491848 932.499146 2 �0.00002194 �0.02353 2016 2024 true

cDNA FLJ50735, highly similar to Calsyntenin�3 OS=Homo sapiens PE=2 SV=1 B4DRB1,B7Z9U4,Q9BQT9 UniProtKB�HS_20150717_TnD.fasta 106 097.30 99.90% 2.30% true HRGHQPPPEMAGHSLASSHRNS 99.60% 45.7 478.8337 2 389.13 2 390.13 5 0.01145 4.791 821 842 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true HRHPDEAAFFDTASTGK 99.70% 62.9 472.4747 1 885.87 1 886.88 4 �0.001174 �0.6222 511 527 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.30% true HSGFEDELSEVLENQ 99.60% 43.8 866.8908 1 731.77 1 732.77 2 0.008178 4.72 97 111 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.30% true HSGFEDELSEVLENQSSQAELKEAVEEPSSKDV 99.70% 101 912.4313 3 645.70 3 646.69 4 0.01533 4.203 97 129 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 7.66% true HSGFEDELSEVLENQSSQAELKEAVEEPSSKDVM 99.70% 97.2 945.1998 3 776.77 3 777.73 4 0.04883 12.92 97 130 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.00% true HSGFEDELSEVLENQSSQAELKEAVEEPSSKDVME 99.70% 133 977.4596 3 905.81 3 906.77 4 0.04543 11.63 97 131 true

CD99 antigen�like 2, isoform CRA_d OS=Homo sapiens GN=CD99L2 PE=4 SV=1 A0A024RC16,Q8TCZ2,Q8TCZ2�2,Q8TCZ2�3,Q8TCZ2�5 UniProtKB�HS_20150717_TnD.fasta 27 986.30 97.50% 6.11% true HTQSAEPPPPPEPARI 90.50% 30.9 575.3042 1 722.89 1 723.88 3 0.0216 12.53 247 262 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 20.00% true HTSDSDVPSGVTE 99.70% 46 665.795 1 329.58 1 330.58 2 0.006878 5.169 392 404 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true HTSDSDVPSGVTEV 99.70% 62.2 715.3288 1 428.64 1 429.64 2 0.006078 4.251 392 405 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true HTSDSDVPSGVTEVV 88.80% 26.4 764.868 1 527.72 1 528.71 2 0.01608 10.52 392 406 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 30.30% true HVTLSQPKIVKWDRDM 99.70% 105 651.6898 1 952.05 1 953.04 3 0.0171 8.757 104 119 true

Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 UniProtKB�HS_20150717_TnD.fasta 35 939.50 99.30% 3.67% true HYTQKSLSLSLG 99.70% 63.5 667.3621 1 332.71 1 333.71 2 0.005778 4.332 315 326 true

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true HYTQKSLSLSPG 99.70% 88.9 659.3465 1 316.68 1 317.68 2 0.005878 4.461 454 465 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false HYTQKSLSLSPG 99.70% 88.9 659.3465 1 316.68 1 317.68 2 0.005878 4.461 460 471 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Putative uncharacterized protein DKFZp686G11190 OS=Homo sapiens GN=DKFZp686G11190 PE=2 SV=1 Q6MZQ6 UniProtKB�HS_20150717_TnD.fasta 52 042.10 98.40% 4.42% false HYTQKSLSLSPG 97.00% 36.8 439.8989 1 316.67 1 317.68 3 0.002302 1.747 463 474 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true HYTQKSLSLSPGK 99.70% 62.6 482.5971 1 444.77 1 445.77 3 0.001902 1.316 454 466 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false HYTQKSLSLSPGK 99.70% 62.6 482.5971 1 444.77 1 445.77 3 0.001902 1.316 460 472 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true IAALLSPYSYSTTAVVTNPKE 99.70% 87.6 1 113.10 2 224.18 2 225.17 2 0.02068 9.293 164 184 true

Isoform 2 of Neural cell adhesion molecule L1�like protein OS=Homo sapiens GN=CHL1 O00533�2 UniProtKB�HS_20150717_TnD.fasta 136 700.50 99.50% 1.31% true IEIPSSVQQVPTIIKQ 99.70% 52.4 890.5219 1 779.03 1 780.02 2 0.01478 8.302 25 40 true

S�adenosylmethionine synthase isoform type�2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 B4DEX8,P31153 UniProtKB�HS_20150717_TnD.fasta 43 660.90 99.60% 3.29% true IGGPQGDAGLTGR 99.70% 56.8 599.8128 1 197.61 1 198.62 2 0.0004781 0.3988 252 264 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true IGRFGYGYGPYQPVPEQP 99.70% 58.3 1 013.02 2 024.02 2 024.99 2 0.03798 18.75 30 47 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true IGRFGYGYGPYQPVPEQPLYPQPYQPQYQQ 96.50% 34 1 186.93 3 557.77 3 558.71 3 0.0693 19.47 30 59 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true IGRFGYGYGPYQPVPEQPLYPQPYQPQYQQY 89.40% 25.1 1 241.29 3 720.84 3 721.78 3 0.074 19.88 30 60 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true IGRFGYGYGPYQPVPEQPLYPQPYQPQYQQYTF 97.80% 34.7 993.2457 3 968.95 3 969.89 4 0.06943 17.49 30 62 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true IIDELFQDRF 97.90% 41.2 648.3347 1 294.65 1 295.66 2 �0.001122 �0.8659 186 195 true

Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=1 C9JC84,C9JEU5,P02679,P02679�2 UniProtKB�HS_20150717_TnD.fasta 52 339.20 99.90% 5.42% true IKAIQLTYNPDESSKPNMIDAATLK 79.10% 25.2 921.1455 2 760.41 2 761.44 3 �0.0225 �8.147 87 111 true

E3�16 OS=Homo sapiens PE=2 SV=1 Q7Z528,Q9NX12,Q9Y287 UniProtKB�HS_20150717_TnD.fasta 30 426.30 100.00% 12.40% true IKDDVILNEPSADAPAA 93.70% 32.5 869.9524 1 737.89 1 738.89 2 0.01148 6.601 94 110 true

Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=4 H0Y300 UniProtKB�HS_20150717_TnD.fasta 49 105.50 100.00% 5.20% true ILGGHLDAKG 72.10% 36.2 490.7807 979.546848 980.552646 2 0.001478 1.507 198 207 true

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% false IPPPPPP 63.10% 35.5 357.712 713.409448 714.418746 2 �0.002022 �2.83 643 649 false C9K0J5

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 36.10% true IQRTPKIQVY 77.90% 20.2 623.369 1 244.72 1 245.73 2 �0.0008219 �0.6598 21 30 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 30.30% true IQRTPKIQVYSRHPAEN 99.70% 52 510.0319 2 036.10 2 037.10 4 0.006826 3.351 21 37 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 36.10% true IQRTPKIQVYSRHPAENGKSNFLN 85.90% 21.1 467.0891 2 796.49 2 797.49 6 0.01247 4.459 21 44 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 17.30% true ISHELDSASSEVN 99.70% 100 694.3225 1 386.63 1 387.63 2 0.004178 3.011 288 300 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 99.60% 17.20% false ISHELDSASSEVN 99.70% 100 694.3225 1 386.63 1 387.63 2 0.004178 3.011 302 314 false A0A024RDE6,P10451�5

cDNA FLJ57323, highly similar to Synaptotagmin�4 OS=Homo sapiens PE=2 SV=1 B4DM35 UniProtKB�HS_20150717_TnD.fasta 15 375.00 94.90% 12.90% true ITTSREEFDEIPTVVGIF 91.00% 27.1 1 027.05 2 052.08 2 053.05 2 0.03768 18.35 4 21 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true KEFTPPVQAAYQKVVAGVANALAHKYH 99.70% 51.7 735.1488 2 936.57 2 937.57 4 �0.00007394 �0.02517 121 147 true

cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00,B4DMD5,P05067,P05067�4,P05067�6,P05067�8 UniProtKB�HS_20150717_TnD.fasta 60 073.50 100.00% 3.79% true KGAIIGLMVGGVV 80.40% 38.2 607.3721 1 212.73 1 213.73 2 0.002978 2.454 457 469 true



Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.02% true KITHRIHWESASLLR 83.60% 25.3 462.5156 1 846.03 1 847.04 4 0.0006261 0.339 1306 1320 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true KKLVAASQAALG 96.30% 40.8 386.239 1 155.70 1 156.70 3 �0.002498 �2.16 597 608 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true KKLVAASQAALGL 99.70% 84.4 635.3971 1 268.78 1 269.79 2 �0.002122 �1.671 597 609 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 6.08% true KLVAASQAALG 96.90% 46.1 514.8102 1 027.61 1 028.61 2 0.003178 3.09 598 608 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 6.08% true KLVAASQAALGL 99.70% 87.2 571.3528 1 140.69 1 141.69 2 0.004278 3.747 598 609 true

Angiotensinogen (Serpin peptidase inhibitor, clade A, member 8) OS=Homo sapiens GN=AGT PE=3 SV=1 B0ZBE2,B2R5S1,B4DE80,B4E1B3,P01019,Q53YY1,Q59EP2,Q86U78 UniProtKB�HS_20150717_TnD.fasta 53 154.80 100.00% 7.84% true KPEVLEVTLNRPFLFAVYDQSATALHFLGRVANPLSTA 99.70% 72.2 1 047.08 4 184.27 4 185.25 4 0.03243 7.748 448 485 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 9.57% true KPFVFLMIEQN 99.70% 40 683.3674 1 364.72 1 365.72 2 0.003878 2.84 392 402 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 10.00% true KPFVFLMIEQNTKSPLFMGKVVNPTQK 99.70% 147 1 041.24 3 120.69 3 121.69 3 0.005002 1.602 392 418 true

Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 UniProtKB�HS_20150717_TnD.fasta 53 008.20 79.80% 7.05% true KPGGSQDKSLHNRELSAERPLNEQIAEAEEDKI 75.00% 16.7 738.5841 3 687.88 3 688.85 5 0.03845 10.42 22 54 true

cDNA FLJ44595 fis, clone BLADE2004849 OS=Homo sapiens PE=2 SV=1 Q6ZTJ3 UniProtKB�HS_20150717_TnD.fasta 32 450.70 99.80% 3.57% true KPPPPPPPP 95.50% 61.7 462.271 922.527448 923.535246 2 �0.0005219 �0.5652 165 173 true

Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4,P0C0L4�2 UniProtKB�HS_20150717_TnD.fasta 192 786.80 100.00% 3.56% true KPRLLLFSPSVVHLGVPLSVGVQLQDVPRGQVVKGSVFLRN 99.70% 66.1 740.1073 4 434.60 4 435.58 6 0.02537 5.721 20 60 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true KPVPDLVPGN 74.60% 29 518.2959 1 034.58 1 035.58 2 0.0009781 0.9445 227 236 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 18.90% true KPVPDLVPGNF 99.70% 56.3 591.8309 1 181.65 1 182.65 2 0.002578 2.18 227 237 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 14.90% true KPVPDLVPGNFK 99.70% 75.5 655.8784 1 309.74 1 310.75 2 0.002578 1.967 227 238 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 4.28% true KREEAPSLRPAPPPISGGGY 83.80% 25.2 693.7085 2 078.10 2 079.10 3 0.0125 6.013 52 71 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 5.70% true KREEAPSLRPAPPPISGGGYR 99.70% 71 559.5565 2 234.20 2 235.20 4 0.004626 2.07 52 72 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 6.62% true KVEQAVETEPEPEL 99.70% 55 799.4056 1 596.80 1 597.80 2 0.008178 5.118 19 32 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true KVEQAVETEPEPELR 99.70% 62.9 585.3056 1 752.89 1 753.90 3 0.005402 3.08 19 33 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 17.00% true KVEQAVETEPEPELRQ 78.50% 33.8 627.9925 1 880.96 1 881.96 3 0.007502 3.986 19 34 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 6.62% true KVEQAVETEPEPELRQQ 99.70% 55.5 670.6796 2 009.02 2 010.01 3 0.0102 5.076 19 35 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 13.60% true KVEQAVETEPEPELRQQTEWQ 99.70% 49.1 852.0884 2 553.24 2 554.24 3 0.008402 3.289 19 39 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 21.10% true KVLGAFSDGLAHLDNLK 99.70% 87.3 600.0026 1 796.99 1 797.99 3 0.007202 4.006 67 83 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 9.69% true KVPQVSTPTLVEVSR 90.60% 29.1 547.3193 1 638.94 1 639.94 3 0.005502 3.355 438 452 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true KVVAGVANALAHKYH 86.50% 21.9 395.2283 1 576.88 1 577.89 4 0.0003261 0.2066 133 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 34.70% 21.10% false KVVAGVANALAHKYH 86.50% 21.9 395.2283 1 576.88 1 577.89 4 0.0003261 0.2066 133 147 false D9YZU5,P68871

Ig lambda�7 chain C region (Fragment) OS=Homo sapiens GN=IGLC7 PE=1 SV=2 A0A075B6L1 UniProtKB�HS_20150717_TnD.fasta 11 307.00 96.20% 40.60% true KYAASSYLSLTPEQWKSHRSYSCRVTHEGSTVEKTVAPAECS 89.20% 22.4 935.6602 4 673.26 4 674.24 5 0.03675 7.862 65 106 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.22% true LANPHPFAVVPSTAT 80.90% 32.3 761.4127 1 520.81 1 521.81 2 0.01208 7.937 828 842 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true LAVYQAGAREGAER 89.20% 31.1 497.5952 1 489.76 1 490.77 3 0.000002058 0.001381 177 190 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 18.20% true LDRNYLNYGEEGAPGKWQQQGDLQDTKENREEARFQDKQYSSHHTAE 94.20% 31.8 928.6031 5 565.57 5 566.57 6 0.01497 2.69 467 513 true

Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 Q86Y38 UniProtKB�HS_20150717_TnD.fasta 107 571.00 97.30% 3.02% true LDSGAGERRGGAAVGGGEQPPPAPAPRRE 83.10% 24.1 563.2894 2 811.41 2 812.42 5 �0.00225 �0.8 38 66 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 10.00% true LEAIPMSIPPEVKFNKPFVFLMIEQNTKSPLFMGKVVNPTQK 99.70% 52.4 798.7705 4 786.58 4 787.57 6 0.01197 2.501 377 418 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.30% true LEGQEEEEDNRDSSMKLSF 88.00% 17.8 748.3336 2 241.98 2 242.98 3 0.009202 4.103 358 376 true

Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 UniProtKB�HS_20150717_TnD.fasta 50 688.10 100.00% 12.30% true LEGQEEEEDNRDSSMKLSFRA 99.20% 28.1 618.2854 2 469.11 2 470.12 4 0.004526 1.832 358 378 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 20.00% true LEMIHEAQQAMDIHF 99.70% 43.2 604.9521 1 811.83 1 812.84 3 0.0008021 0.4424 248 262 true

cDNA FLJ75574, highly similar to Homo sapiens prepronociceptin (PNOC), mRNA OS=Homo sapiens PE=2 SV=1 A8K0R8,E7EVP0,Q13519,Q13519�2,Q9BYY3 UniProtKB�HS_20150717_TnD.fasta 20 279.40 98.60% 12.50% true LFQEQEEPEPGMEEAGEMEQKQ 98.50% 35.6 865.0433 2 592.11 2 593.11 3 0.008102 3.124 104 125 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true LGPLVEQGR 96.80% 60.6 484.7801 967.545648 968.552546 2 0.0003781 0.3903 199 207 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true LGPLVEQGRV 83.30% 41.5 534.3153 1 066.62 1 067.62 2 0.002378 2.227 199 208 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true LLSPYSYSTTAVVTNPKE 99.70% 113 985.5165 1 969.02 1 970.01 2 0.01398 7.095 167 184 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 99.90% 13.00% true LNAPSDWDSRGKDSYETSQLDDQSAETHSHKQS 96.00% 57.3 744.7403 3 718.67 3 719.64 5 0.02805 7.541 197 229 true

cDNA FLJ57644, highly similar to Serum paraoxonase/arylesterase 1 (EC 3.1.1.2) OS=Homo sapiens PE=2 SV=1 B4DX19,P27169 UniProtKB�HS_20150717_TnD.fasta 39 722.00 68.20% 2.54% true LNDIVAVGP 78.40% 52.6 449.2598 896.505048 897.504146 2 0.008178 9.112 167 175 true

Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 UniProtKB�HS_20150717_TnD.fasta 53 008.20 85.60% 2.78% true LNEQIAEAEEDKI 80.00% 45.9 751.3797 1 500.74 1 501.74 2 0.01388 9.241 42 54 true

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.08% true LPPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 680 686 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 74.60% 1.59% false LPPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 805 811 false C9K0J5

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 91.30% 0.98% false LPPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 2031 2037 false C9K0J5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 2.39% false LPPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 680 686 false C9K0J5

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 67.80% 2.34% false LPPPPPP 66.00% 40.7 357.7121 713.409648 714.418746 2 �0.001822 �2.55 595 601 false C9K0J5

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 67.90% 2.06% false LPPPPPP 66.00% 40.7 357.7121 713.409648 714.418746 2 �0.001822 �2.55 1501 1507 false C9K0J5

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 64.20% 1.91% false LPPPPPP 66.00% 40.7 357.7121 713.409648 714.418746 2 �0.001822 �2.55 584 590 false C9K0J5

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 100.00% 1.02% false LPPPPPPPP 90.80% 43 454.7657 907.516848 908.524346 2 �0.0002219 �0.2443 2031 2039 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% true LPPPPPPPP 90.80% 43 454.7657 907.516848 908.524346 2 �0.0002219 �0.2443 680 688 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 99.20% 1.51% false LPPPPPPPP 90.80% 43 454.7657 907.516848 908.524346 2 �0.0002219 �0.2443 805 813 false C9K0J5



Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 93.80% 2.00% false LPPPPPPPP 77.10% 41.8 454.7656 907.516648 908.524346 2 �0.0004219 �0.4644 584 592 false C9K0J5

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 100.00% 2.81% false LPPPPPPPP 77.10% 41.8 454.7656 907.516648 908.524346 2 �0.0004219 �0.4644 595 603 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 99.60% 1.00% true LPPPPPPPPP 88.70% 55 503.2907 1 004.57 1 005.58 2 �0.003022 �3.005 680 689 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 79.20% 1.51% false LPPPPPPPPP 88.70% 55 503.2907 1 004.57 1 005.58 2 �0.003022 �3.005 805 814 false C9K0J5

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 78.50% 2.34% false LPPPPPPPPP 88.70% 55 503.2907 1 004.57 1 005.58 2 �0.003022 �3.005 595 604 false C9K0J5

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 92.80% 1.91% false LPPPPPPPPP 92.60% 53.2 503.293 1 004.57 1 005.58 2 0.001578 1.569 584 593 false C9K0J5

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 99.40% 1.07% false LPPPPPPPPP 92.60% 53.2 503.293 1 004.57 1 005.58 2 0.001578 1.569 2031 2040 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% true LPPPPPPPPPP 85.70% 41.9 551.8211 1 101.63 1 102.63 2 0.004978 4.515 680 690 true

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 92.80% 1.91% false LPPPPPPPPPP 85.70% 41.9 551.8211 1 101.63 1 102.63 2 0.004978 4.515 584 594 false C9K0J5

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 71.00% 2.34% false LPPPPPPPPPP 85.70% 41.9 551.8211 1 101.63 1 102.63 2 0.004978 4.515 595 605 false C9K0J5

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true LSPYSYSTTAVVTNPKE 99.70% 83 928.9738 1 855.93 1 856.93 2 0.01268 6.827 168 184 true

cDNA FLJ75342, highly similar to Homo sapiens solute carrier family 12, (potassium�chloride transporter) member 5 (SLC12A5), mRNA OS=Homo sapiens PE=2 SV=1 A8K143,Q9H2X9,Q9H2X9�2 UniProtKB�HS_20150717_TnD.fasta 123 484.00 37.80% 1.88% true LTWTKDKSVAEKNKGPSPVSS 65.10% 27.4 1 130.10 2 258.19 2 259.20 2 0.002578 1.141 1006 1026 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 5.91% true LVAASQAALGL 86.70% 36.8 507.3047 1 012.59 1 013.60 2 0.003078 3.037 599 609 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 9.69% true LVNEVTEFAK 99.70% 59.1 575.3128 1 148.61 1 149.62 2 0.003278 2.851 66 75 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 9.69% true LVTDLTK 90.00% 46.9 395.2376 788.460648 789.471846 2 �0.003922 �4.968 258 264 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true LVTSKGDKELR 99.70% 64.7 415.9088 1 244.70 1 245.72 3 �0.004498 �3.611 433 443 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.85% true MAAQPQFVHPEHRSFVDLSGHNLANPHPFAVVPSTAT 97.60% 29.8 1 002.51 4 006.00 4 006.98 4 0.03313 8.267 806 842 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 14.90% true MADEAGSEADHEGTHSTKRGHA 99.60% 36.2 459.6041 2 292.98 2 293.99 5 0.00615 2.681 603 624 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 14.90% true MADEAGSEADHEGTHSTKRGHAKSRPV 99.50% 27.8 573.0743 2 860.34 2 861.33 5 0.00785 2.743 603 629 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.60% true METVAEKALQEYRKKHREE 98.40% 35.8 594.5615 2 374.22 2 375.21 4 0.01043 4.39 431 449 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true MKPVPDLVPGNF 98.10% 42.8 657.3524 1 312.69 1 313.69 2 0.005078 3.865 226 237 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 12.30% true MKPVPDLVPGNFK 99.70% 80.8 721.3987 1 440.78 1 441.79 2 0.002678 1.857 226 238 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 17.40% true NAPPEPVPPPR 98.30% 58.3 585.818 1 169.62 1 170.63 2 0.001978 1.69 485 495 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true NAPPEPVPPPRAAPAPTHV 99.70% 60.7 639.0122 1 914.01 1 915.02 3 0.003402 1.777 485 503 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true NAPPEPVPPPRAAPAPTHVRSPQPPPPAPAPARDELP 98.30% 34.8 758.6129 3 788.03 3 789.00 5 0.03655 9.646 485 521 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 23.40% true NAPPEPVPPPRAAPAPTHVRSPQPPPPAPAPARDELPD 99.70% 43.1 781.6129 3 903.03 3 904.03 5 0.00955 2.446 485 522 true

E3�16 OS=Homo sapiens PE=2 SV=1 Q7Z528,Q9NX12,Q9Y287 UniProtKB�HS_20150717_TnD.fasta 30 426.30 100.00% 12.40% true NCFAIRH 90.00% 35.3 430.7137 859.412848 860.419546 2 0.0005781 0.6718 247 253 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 8.55% true NDNEEGFFSAR 90.70% 33.7 643.2779 1 284.54 1 285.54 2 0.004178 3.25 34 44 true

Ig lambda�7 chain C region (Fragment) OS=Homo sapiens GN=IGLC7 PE=1 SV=2 A0A075B6L1 UniProtKB�HS_20150717_TnD.fasta 11 307.00 96.20% 40.60% true NKYAASSYLSLTPEQWKSHRSYSCRVTHEGSTVEKTVAPAECS 65.10% 19 958.4655 4 787.29 4 788.28 5 0.02035 4.25 64 106 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true NPYLQGQRLDNVVA 98.80% 35 793.9204 1 585.83 1 586.83 2 0.004878 3.074 184 197 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 17.40% true NSEPQDEGELFQGVDPR 99.70% 59.3 958.9419 1 915.87 1 916.86 2 0.01418 7.396 64 80 true

Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126,Q8N126�2,Q8N126�3 UniProtKB�HS_20150717_TnD.fasta 43 300.70 100.00% 4.77% true NVNDPSPVPSSSST 99.70% 48.1 694.3222 1 386.63 1 387.63 2 0.003578 2.579 315 328 true

Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126,Q8N126�2,Q8N126�3 UniProtKB�HS_20150717_TnD.fasta 43 300.70 100.00% 4.77% true NVNDPSPVPSSSSTYHA 99.70% 59.4 586.9358 1 757.79 1 758.79 3 0.000002058 0.00117 315 331 true

Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4,P0C0L4�2 UniProtKB�HS_20150717_TnD.fasta 192 786.80 100.00% 2.12% true NVNFQKAINEKLGQYA 98.60% 40.3 918.9893 1 835.96 1 836.96 2 0.01098 5.976 680 695 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 14.60% true NYPSLELDKMAHG 90.90% 24.9 492.2396 1 473.70 1 474.70 3 0.004602 3.121 388 400 true

Isoform 3 of Insulin�like growth factor II OS=Homo sapiens GN=IGF2 P01344�3 UniProtKB�HS_20150717_TnD.fasta 26 330.80 93.70% 5.51% true PAHGGAPPEMASN 96.70% 46.7 618.2812 1 234.55 1 235.55 2 0.007678 6.214 222 234 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% false PAPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 32 40 false C9K0J5

Histone�lysine N�methyltransferase 2B OS=Homo sapiens GN=KMT2B PE=1 SV=1 Q9UMN6 UniProtKB�HS_20150717_TnD.fasta 293 512.20 96.60% 0.99% false PAPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 2251 2259 false C9K0J5

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 94.20% 1.48% false PAPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 780 788 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.77% true PAPPPPPPP 90.50% 45.4 433.7424 865.470248 866.477346 2 0.0001781 0.2055 988 996 true

Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830,Q12830�4 UniProtKB�HS_20150717_TnD.fasta 338 256.30 67.60% 0.62% false PAPPPPPPP 77.30% 41.6 433.7412 865.467848 866.477346 2 �0.002222 �2.564 22 30 false C9K0J5

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.05% true PAPPPPPPPP 99.70% 56.6 482.2697 962.524848 963.530146 2 0.001978 2.053 32 41 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 92.40% 1.48% false PAPPPPPPPP 91.90% 52.9 482.2689 962.523248 963.530146 2 0.0003781 0.3924 780 789 false Q9C0D6

Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830,Q12830�4 UniProtKB�HS_20150717_TnD.fasta 338 256.30 67.60% 0.62% false PAPPPPPPPP 94.70% 43.9 482.2686 962.522648 963.530146 2 �0.0002219 �0.2303 22 31 false Q9C0D6

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% true PAPPPPPPPPPP 97.10% 60.9 579.3221 1 156.63 1 157.64 2 0.001178 1.018 32 43 true

Isoform H7 of Myeloperoxidase OS=Homo sapiens GN=MPO P05164�3 UniProtKB�HS_20150717_TnD.fasta 87 251.00 57.40% 1.54% true PAQLNVLSKSSG 72.70% 31.5 600.8221 1 199.63 1 200.66 2 �0.02142 �17.84 146 157 true

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 75.40% 8.48% false PEPPPPPPPP 66.00% 37.5 511.271 1 020.53 1 021.54 2 �0.0009219 �0.9025 62 71 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 99.80% 1.25% true PHPFAVVPSTAT 99.70% 56 612.3263 1 222.64 1 223.64 2 0.003378 2.761 831 842 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.84% false PIPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 71 77 false C9K0J5

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true PITVTVPVEV 99.10% 49.2 527.3131 1 052.61 1 053.62 2 �0.0002219 �0.2106 414 423 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 22.00% true PITVTVPVEVSRKNPKFMETVAEKALQEYRKKHREE 99.30% 39.8 712.0609 4 266.32 4 267.30 6 0.02677 6.274 414 449 true



Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.20% true PKFMETVAEKALQEYRKKHREE 99.70% 92 550.2926 2 746.43 2 747.43 5 0.00395 1.438 428 449 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 30.30% true PKIVKWDRDM 96.40% 31 429.9016 1 286.68 1 287.69 3 0.002202 1.71 110 119 true

cDNA FLJ44595 fis, clone BLADE2004849 OS=Homo sapiens PE=2 SV=1 Q6ZTJ3 UniProtKB�HS_20150717_TnD.fasta 32 450.70 99.80% 3.57% true PKPPPPPPP 95.50% 61.7 462.271 922.527448 923.535246 2 �0.0005219 �0.5652 164 172 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 12.20% true PLFMGKVVNPTQK 87.00% 30.9 486.9423 1 457.81 1 458.81 3 �0.001598 �1.095 406 418 true

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.08% true PLPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 679 685 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 74.60% 1.59% false PLPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 804 810 false C9K0J5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 2.39% false PLPPPPP 63.20% 43.1 357.7106 713.406648 714.418746 2 �0.004822 �6.75 679 685 false C9K0J5

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 67.90% 2.06% false PLPPPPP 66.00% 40.7 357.7121 713.409648 714.418746 2 �0.001822 �2.55 1500 1506 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% true PLPPPPPPP 90.80% 43 454.7657 907.516848 908.524346 2 �0.0002219 �0.2443 679 687 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 99.20% 1.51% false PLPPPPPPP 90.80% 43 454.7657 907.516848 908.524346 2 �0.0002219 �0.2443 804 812 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 99.60% 1.00% true PLPPPPPPPP 88.70% 55 503.2907 1 004.57 1 005.58 2 �0.003022 �3.005 679 688 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 79.20% 1.51% false PLPPPPPPPP 88.70% 55 503.2907 1 004.57 1 005.58 2 �0.003022 �3.005 804 813 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% true PLPPPPPPPPP 85.70% 41.9 551.8211 1 101.63 1 102.63 2 0.004978 4.515 679 689 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 98.90% 1.67% false PLPPPPPPPPP 85.70% 41.9 551.8211 1 101.63 1 102.63 2 0.004978 4.515 804 814 false C9K0J5

Thymosin beta 4, X�linked OS=Homo sapiens GN=TMSB4X PE=2 SV=1 A2VCK8,P62328,Q0P5N8,Q0P5P4,Q0P5Q0,Q0P5T0,Q0P5U7 UniProtKB�HS_20150717_TnD.fasta 5 052.90 98.80% 38.60% true PLPSKETIEQEKQAGES 99.60% 45.6 624.3204 1 869.94 1 870.94 3 0.007102 3.796 28 44 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true PLYPQPYQPQYQQYT 92.60% 30.1 957.4723 1 912.93 1 913.91 2 0.03028 15.82 47 61 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 90.80% 0.81% true PPAPPPPPPP 87.20% 51.3 482.2676 962.520648 963.530146 2 �0.002222 �2.306 779 788 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% true PPAPPPPPPP 87.20% 51.3 482.2676 962.520648 963.530146 2 �0.002222 �2.306 31 40 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.22% true PPAPPPPPPPPP 93.90% 53.3 579.3236 1 156.63 1 157.64 2 0.004178 3.609 31 42 true

Histone�lysine N�methyltransferase 2B OS=Homo sapiens GN=KMT2B PE=1 SV=1 Q9UMN6 UniProtKB�HS_20150717_TnD.fasta 293 512.20 96.60% 0.99% true PPAPPPYK 78.40% 39.1 433.7423 865.470048 866.477246 2 0.00007806 0.09009 2289 2296 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 26.20% true PPEPVPPPR 98.00% 48.8 493.2764 984.538248 985.546746 2 �0.001222 �1.24 487 495 true

Neuroblastoma suppressor of tumorigenicity 1 OS=Homo sapiens GN=NBL1 PE=1 SV=1 A0A087WTY6,P41271,P41271�2 UniProtKB�HS_20150717_TnD.fasta 23 237.70 99.50% 6.51% true PPGAPHTEEEGAED 99.70% 76.8 718.3041 1 434.59 1 435.60 2 0.003478 2.423 202 215 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 20.00% true PPGRPEAQPPPLSSEHKEPVAGDAVPGPKDGSAPEVRGA 99.70% 57 647.6659 3 879.95 3 880.96 6 0.0007741 0.1995 24 62 true

cDNA, FLJ94187, highly similar to Homo sapiens CD99 antigen (CD99), mRNA OS=Homo sapiens PE=2 SV=1 B2R932 UniProtKB�HS_20150717_TnD.fasta 18 947.30 99.80% 5.95% true PPKPMPNPNPN 99.70% 56.4 601.8044 1 201.59 1 202.60 2 0.002678 2.227 72 82 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 11.90% true PPLAETGAPR 93.40% 46.1 504.7767 1 007.54 1 008.55 2 �0.001322 �1.311 48 57 true

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% true PPLPPPPPP 66.00% 39.7 454.7662 907.517848 908.524346 2 0.0007781 0.8564 678 686 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 98.90% 1.67% false PPLPPPPPP 66.00% 39.7 454.7662 907.517848 908.524346 2 0.0007781 0.8564 803 811 false C9K0J5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 2.55% false PPLPPPPPP 66.00% 39.7 454.7662 907.517848 908.524346 2 0.0007781 0.8564 678 686 false C9K0J5

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 97.50% 2.01% false PPLPPPPPP 66.00% 39.7 454.7662 907.517848 908.524346 2 0.0007781 0.8564 1499 1507 false C9K0J5

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.08% true PPLPPPPPPP 86.20% 49.8 503.2926 1 004.57 1 005.58 2 0.0007781 0.7737 678 687 true

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 97.00% 1.59% false PPLPPPPPPP 86.20% 49.8 503.2926 1 004.57 1 005.58 2 0.0007781 0.7737 803 812 false C9K0J5

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% true PPPAPPPPPP 93.50% 50.4 482.2685 962.522448 963.530146 2 �0.0004219 �0.4379 30 39 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 94.20% 1.48% false PPPAPPPPPP 93.50% 50.4 482.2685 962.522448 963.530146 2 �0.0004219 �0.4379 778 787 false Q9C0D6

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 93.80% 1.48% false PPPAPPPPPPPP 92.20% 49.2 579.3213 1 156.63 1 157.64 2 �0.0004219 �0.3645 778 789 false Q9C0D6

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.22% true PPPAPPPPPPPP 92.20% 49.2 579.3213 1 156.63 1 157.64 2 �0.0004219 �0.3645 30 41 true

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 83.90% 3.12% true PPPDTPP 90.00% 56.1 360.6871 719.359648 720.356546 2 0.01038 14.41 169 175 true

Adenylyl cyclase�associated protein OS=Homo sapiens PE=2 SV=1 B2RDY9,B4DI38,D3DPU2 UniProtKB�HS_20150717_TnD.fasta 51 615.20 42.20% 1.89% true PPPGPPPPP 69.10% 38.6 426.7334 851.452248 852.461746 2 �0.002222 �2.607 233 241 true

Histone�lysine N�methyltransferase 2B OS=Homo sapiens GN=KMT2B PE=1 SV=1 Q9UMN6 UniProtKB�HS_20150717_TnD.fasta 293 512.20 95.50% 0.63% true PPPLCPPP 90.60% 49 409.2125 816.410448 817.427946 2 �0.01022 �12.51 425 432 true

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 86.30% 2.60% false PPPLPPPPPP 86.20% 49.8 503.2926 1 004.57 1 005.58 2 0.0007781 0.7737 1498 1507 false Q9ULL5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 3.29% true PPPLPPPPPP 86.20% 49.8 503.2926 1 004.57 1 005.58 2 0.0007781 0.7737 677 686 true

cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3,Q99523 UniProtKB�HS_20150717_TnD.fasta 92 038.60 100.00% 1.44% true PPPPAAPLPR 99.70% 64.2 506.801 1 011.59 1 012.59 2 0.0006781 0.6696 40 49 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 26.20% true PPPPAPAPARDELPD 99.70% 47.9 770.3977 1 538.78 1 539.78 2 0.007578 4.921 508 522 true

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 71.10% 7.59% false PPPPDTPP 91.70% 49.1 409.2137 816.412848 817.409346 2 0.01078 13.19 168 175 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.05% true PPPPESPP 91.70% 49.1 409.2137 816.412848 817.409246 2 0.01088 13.31 716 723 true

Histone�lysine N�methyltransferase 2B OS=Homo sapiens GN=KMT2B PE=1 SV=1 Q9UMN6 UniProtKB�HS_20150717_TnD.fasta 293 512.20 71.70% 0.37% true PPPPLCPPPP 75.00% 41.4 506.2694 1 010.52 1 011.53 2 �0.002022 �1.999 424 433 true

Proline rich 11, isoform CRA_a OS=Homo sapiens GN=PRR11 PE=2 SV=1 D2SNZ4,Q96HE9 UniProtKB�HS_20150717_TnD.fasta 40 086.40 33.20% 5.28% true PPPPLPPPPP 67.10% 43.6 503.2923 1 004.57 1 005.58 2 0.0001781 0.1771 189 198 true

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 90.20% 1.57% true PPPPLPPPPP 67.10% 43.6 503.2923 1 004.57 1 005.58 2 0.0001781 0.1771 1497 1506 true

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 99.00% 2.47% true PPPPLPPPPP 67.10% 43.6 503.2923 1 004.57 1 005.58 2 0.0001781 0.1771 676 685 true

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 75.40% 8.48% false PPPPPDT 67.60% 37.7 360.6871 719.359648 720.356546 2 0.01038 14.41 167 173 false D3DQS4,Q8N3X1,Q8N3X1�2

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 98.50% 3.57% true PPPPPDTP 99.00% 69.4 409.215 816.415448 817.409346 2 0.01338 16.37 167 174 true

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 75.40% 8.48% false PPPPPDTPP 97.70% 66.7 457.7408 913.467048 914.462146 2 0.01218 13.32 167 175 false D3DQS4,Q8N3X1,Q8N3X1�2



Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% false PPPPPES 67.60% 37.7 360.6871 719.359648 720.356446 2 0.01048 14.55 969 975 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.24% true PPPPPES 67.60% 37.7 360.6871 719.359648 720.356446 2 0.01048 14.55 715 721 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.75% true PPPPPESP 94.70% 54.9 409.2125 816.410448 817.409246 2 0.008478 10.37 715 722 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.24% true PPPPPESPP 97.70% 66.7 457.7408 913.467048 914.462046 2 0.01228 13.43 715 723 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.15% true PPPPPESPPP 81.50% 52.5 506.2688 1 010.52 1 011.51 2 0.01548 15.3 715 724 true

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% true PPPPPFGFGV 92.30% 36 506.2694 1 010.52 1 011.53 2 0.001478 1.461 704 713 true

Zinc finger RNA�binding protein 2 OS=Homo sapiens GN=ZFR2 PE=2 SV=3 Q9UPR6 UniProtKB�HS_20150717_TnD.fasta 101 330.00 78.30% 1.06% true PPPPPGPPQQ 90.30% 40.8 506.2686 1 010.52 1 011.53 2 0.003778 3.735 223 232 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.65% true PPPPPPES 98.60% 68.9 409.2139 816.413248 817.409246 2 0.01128 13.8 714 721 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.95% true PPPPPPESP 98.00% 66.3 457.7403 913.466048 914.462046 2 0.01128 12.33 714 722 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.85% true PPPPPPESPP 76.40% 50.5 506.2705 1 010.53 1 011.51 2 0.01888 18.66 714 723 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.15% true PPPPPPESPPP 95.10% 50.9 554.7916 1 107.57 1 108.57 2 0.008278 7.467 714 724 true

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 100.00% 2.81% true PPPPPPLPEA 96.50% 52.6 506.2741 1 010.53 1 011.55 2 �0.01032 �10.2 600 609 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.95% true PPPPPPPES 98.00% 66.3 457.7403 913.466048 914.462046 2 0.01128 12.33 713 721 true

cDNA FLJ44595 fis, clone BLADE2004849 OS=Homo sapiens PE=2 SV=1 Q6ZTJ3 UniProtKB�HS_20150717_TnD.fasta 32 450.70 96.80% 3.57% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 166 173 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 681 688 false D3DQS4,Q8N3X1,Q8N3X1�2

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 96.20% 1.48% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 448 455 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA FLJ78640, highly similar to Homo sapiens TSPY�like 2 (TSPYL2), mRNA OS=Homo sapiens PE=2 SV=1 A8K8U7,B3KY92,Q9H2G4 UniProtKB�HS_20150717_TnD.fasta 79 410.10 92.80% 1.44% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 25 32 false D3DQS4,Q8N3X1,Q8N3X1�2

Probable ATP�dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1 H3BLZ8,Q92841,Q92841�1,Q92841�2,Q92841�3 UniProtKB�HS_20150717_TnD.fasta 80 441.30 90.00% 1.37% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 720 727 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 98.90% 1.67% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 806 813 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.24% true PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 712 719 true

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 92.80% 1.91% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 585 592 false D3DQS4,Q8N3X1,Q8N3X1�2

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 99.40% 1.07% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 2032 2039 false D3DQS4,Q8N3X1,Q8N3X1�2

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.22% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 34 41 false D3DQS4,Q8N3X1,Q8N3X1�2

Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4,Q9Y5W3 UniProtKB�HS_20150717_TnD.fasta 22 707.90 75.40% 8.48% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 64 71 false D3DQS4,Q8N3X1,Q8N3X1�2

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 71.00% 2.34% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 596 603 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 2.55% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 17 24 false D3DQS4,Q8N3X1,Q8N3X1�2

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 97.50% 2.01% false PPPPPPPP 80.10% 40.9 398.2239 794.433248 795.440246 2 0.0002781 0.3496 835 842 false D3DQS4,Q8N3X1,Q8N3X1�2

Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830,Q12830�4 UniProtKB�HS_20150717_TnD.fasta 338 256.30 67.60% 0.62% false PPPPPPPP 73.20% 40.9 398.2226 794.430648 795.440246 2 �0.002322 �2.919 24 31 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09,Q9NSV4,Q9NSV4�4,Q9NSV4�5,Q9NSV4�7 UniProtKB�HS_20150717_TnD.fasta 116 520.00 55.20% 1.57% false PPPPPPPP 73.20% 40.9 398.2226 794.430648 795.440246 2 �0.002322 �2.919 588 595 false D3DQS4,Q8N3X1,Q8N3X1�2

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% false PPPPPPPP 73.20% 40.9 398.2226 794.430648 795.440246 2 �0.002322 �2.919 564 571 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 100.00% 1.65% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 218 226 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.85% true PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 722 730 true

cDNA FLJ44595 fis, clone BLADE2004849 OS=Homo sapiens PE=2 SV=1 Q6ZTJ3 UniProtKB�HS_20150717_TnD.fasta 32 450.70 99.80% 3.57% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 166 174 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30,Q68DA7 UniProtKB�HS_20150717_TnD.fasta 146 508.90 99.60% 1.36% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 806 814 false D3DQS4,Q8N3X1,Q8N3X1�2

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 99.60% 2.22% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 596 604 false D3DQS4,Q8N3X1,Q8N3X1�2

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 99.80% 0.53% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 2017 2025 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 99.70% 1.82% false PPPPPPPPP 99.70% 60.2 446.7492 891.483848 892.493046 2 �0.001922 �2.153 585 593 false D3DQS4,Q8N3X1,Q8N3X1�2

Probable ATP�dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1 H3BLZ8,Q92841,Q92841�1,Q92841�2,Q92841�3 UniProtKB�HS_20150717_TnD.fasta 80 441.30 91.10% 1.37% false PPPPPPPPP 94.10% 52.7 446.7498 891.485048 892.493046 2 �0.0007219 �0.8089 720 728 false D3DQS4,Q8N3X1,Q8N3X1�2

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% false PPPPPPPPP 94.10% 52.7 446.7498 891.485048 892.493046 2 �0.0007219 �0.8089 34 42 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 99.90% 1.00% false PPPPPPPPP 94.10% 52.7 446.7498 891.485048 892.493046 2 �0.0007219 �0.8089 681 689 false D3DQS4,Q8N3X1,Q8N3X1�2

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 83.70% 1.08% false PPPPPPPPP 76.30% 52.6 446.7508 891.487048 892.493046 2 0.001278 1.432 835 843 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA FLJ78640, highly similar to Homo sapiens TSPY�like 2 (TSPYL2), mRNA OS=Homo sapiens PE=2 SV=1 A8K8U7,B3KY92,Q9H2G4 UniProtKB�HS_20150717_TnD.fasta 79 410.10 67.20% 1.44% false PPPPPPPPP 76.30% 52.6 446.7508 891.487048 892.493046 2 0.001278 1.432 25 33 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09,Q9NSV4,Q9NSV4�4,Q9NSV4�5,Q9NSV4�7 UniProtKB�HS_20150717_TnD.fasta 116 520.00 55.20% 1.57% false PPPPPPPPP 95.30% 49.8 446.7497 891.484848 892.493046 2 �0.0009219 �1.033 588 596 false D3DQS4,Q8N3X1,Q8N3X1�2

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% false PPPPPPPPP 95.30% 49.8 446.7497 891.484848 892.493046 2 �0.0009219 �1.033 564 572 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.06% true PPPPPPPPPP 98.90% 64.3 495.2763 988.538048 989.545846 2 �0.0005219 �0.5275 722 731 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 1.22% false PPPPPPPPPP 98.90% 64.3 495.2763 988.538048 989.545846 2 �0.0005219 �0.5275 34 43 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.77% false PPPPPPPPPP 98.90% 64.3 495.2763 988.538048 989.545846 2 �0.0005219 �0.5275 681 690 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 99.00% 2.55% false PPPPPPPPPP 98.90% 64.3 495.2763 988.538048 989.545846 2 �0.0005219 �0.5275 218 227 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 92.80% 1.91% false PPPPPPPPPP 99.70% 64 495.2778 988.541048 989.545846 2 0.002478 2.504 585 594 false D3DQS4,Q8N3X1,Q8N3X1�2

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 99.40% 1.07% false PPPPPPPPPP 99.70% 64 495.2778 988.541048 989.545846 2 0.002478 2.504 2017 2026 false D3DQS4,Q8N3X1,Q8N3X1�2

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 71.00% 2.34% false PPPPPPPPPP 99.70% 64 495.2778 988.541048 989.545846 2 0.002478 2.504 596 605 false D3DQS4,Q8N3X1,Q8N3X1�2



Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 97.50% 2.01% false PPPPPPPPPP 99.70% 64 495.2778 988.541048 989.545846 2 0.002478 2.504 1039 1048 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09,Q9NSV4,Q9NSV4�4,Q9NSV4�5,Q9NSV4�7 UniProtKB�HS_20150717_TnD.fasta 116 520.00 55.20% 1.57% false PPPPPPPPPP 99.50% 58 495.2764 988.538248 989.545846 2 �0.0003219 �0.3253 588 597 false D3DQS4,Q8N3X1,Q8N3X1�2

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% false PPPPPPPPPP 99.50% 58 495.2764 988.538248 989.545846 2 �0.0003219 �0.3253 564 573 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.95% true PPPPPPPPPPP 99.70% 69.3 543.8043 1 085.59 1 086.60 2 0.002678 2.465 905 915 true

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 84.60% 1.67% false PPPPPPPPPPP 99.70% 69.3 543.8043 1 085.59 1 086.60 2 0.002678 2.465 835 845 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 98.60% 1.73% false PPPPPPPPPPP 99.70% 69.3 543.8043 1 085.59 1 086.60 2 0.002678 2.465 218 228 false D3DQS4,Q8N3X1,Q8N3X1�2

cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09,Q9NSV4,Q9NSV4�4,Q9NSV4�5,Q9NSV4�7 UniProtKB�HS_20150717_TnD.fasta 116 520.00 55.20% 1.57% false PPPPPPPPPPP 99.70% 64.5 543.8028 1 085.59 1 086.60 2 �0.0003219 �0.2963 588 598 false D3DQS4,Q8N3X1,Q8N3X1�2

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 100.00% 1.02% false PPPPPPPPPPP 99.70% 64.5 543.8028 1 085.59 1 086.60 2 �0.0003219 �0.2963 2017 2027 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% false PPPPPPPPPPP 99.70% 64.5 543.8028 1 085.59 1 086.60 2 �0.0003219 �0.2963 681 691 false D3DQS4,Q8N3X1,Q8N3X1�2

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28,O60610,O60610�2,O60610�3,Q6URC4 UniProtKB�HS_20150717_TnD.fasta 136 857.50 96.00% 2.28% false PPPPPPPPPPP 99.70% 64.5 543.8028 1 085.59 1 086.60 2 �0.0003219 �0.2963 564 574 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466,O95466�2,O95466�3 UniProtKB�HS_20150717_TnD.fasta 121 858.20 100.00% 1.91% false PPPPPPPPPPP 99.70% 64.5 543.8043 1 085.59 1 086.60 2 0.002678 2.465 585 595 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 UniProtKB�HS_20150717_TnD.fasta 141 180.90 100.00% 1.69% false PPPPPPPPPPPP 98.90% 57.8 592.332 1 182.65 1 183.65 2 0.005278 4.459 681 692 false D3DQS4,Q8N3X1,Q8N3X1�2

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 3.24% true PPPPPPPPPPPP 98.90% 57.8 592.332 1 182.65 1 183.65 2 0.005278 4.459 905 916 true

Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 UniProtKB�HS_20150717_TnD.fasta 241 918.70 99.40% 1.07% false PPPPPPPPPPPP 98.90% 57.8 592.332 1 182.65 1 183.65 2 0.005278 4.459 2017 2028 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline rich 11, isoform CRA_a OS=Homo sapiens GN=PRR11 PE=2 SV=1 D2SNZ4,Q96HE9 UniProtKB�HS_20150717_TnD.fasta 40 086.40 33.20% 5.28% false PPPPPPSPE 93.50% 60.7 457.7409 913.467248 914.462046 2 0.01248 13.65 34 42 false D3DQS4,Q8N3X1,Q8N3X1�2

Proline rich 11, isoform CRA_a OS=Homo sapiens GN=PRR11 PE=2 SV=1 D2SNZ4,Q96HE9 UniProtKB�HS_20150717_TnD.fasta 40 086.40 75.10% 2.22% true PPPPPSPE 83.70% 53.6 409.2129 816.411248 817.409246 2 0.009278 11.35 35 42 true

Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830,Q12830�4 UniProtKB�HS_20150717_TnD.fasta 338 256.30 67.60% 0.62% true PPPSPPPPP 77.10% 33.7 441.7395 881.464448 882.472246 2 �0.0005219 �0.5915 2809 2817 true

Arginine�glutamic acid dipeptide (RE) repeats, isoform CRA_a OS=Homo sapiens GN=RERE PE=4 SV=1 A0A024R4E9,Q9P2R6 UniProtKB�HS_20150717_TnD.fasta 172 425.10 65.90% 0.51% true PQAPTAPV 67.30% 32 390.7146 779.414648 780.425146 2 �0.003222 �4.128 788 795 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 96.20% 1.48% false PRPPPPPP 94.40% 58.7 427.7478 853.481048 854.488546 2 �0.0002219 �0.2597 446 453 false Q9ULL5

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 96.90% 1.48% false PRPPPPPPP 99.30% 65.5 476.2743 950.534048 951.541346 2 �0.00002194 �0.02306 446 454 false Q9ULL5

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true PRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 78.3 725.3943 2 897.55 2 898.54 4 0.01933 6.667 159 184 true

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 35.60% 2.55% false PSPPPPPPP 85.00% 44 441.7394 881.464248 882.472246 2 �0.0007219 �0.8181 689 697 false D3DQS4,Q8N3X1,Q8N3X1�2

Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 UniProtKB�HS_20150717_TnD.fasta 211 049.50 75.10% 2.50% false PSPPPPPPP 85.00% 44 441.7394 881.464248 882.472246 2 �0.0007219 �0.8181 1510 1518 false D3DQS4,Q8N3X1,Q8N3X1�2

Ras/Rap GTPase�activating protein SynGAP OS=Homo sapiens GN=SYNGAP1 PE=1 SV=4 Q96PV0,Q96PV0�3 UniProtKB�HS_20150717_TnD.fasta 148 288.40 86.90% 0.82% true PTKEKPPPPPP 85.70% 41.2 592.826 1 183.64 1 184.67 2 �0.02302 �19.43 789 799 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true PYSYSTTAVVTNPKE 99.70% 117 828.9182 1 655.82 1 656.81 2 0.01758 10.61 170 184 true

Voltage�gated potassium channel subunit beta�2 (Fragment) OS=Homo sapiens GN=KCNAB2 PE=1 SV=1 K7EIR5 UniProtKB�HS_20150717_TnD.fasta 17 754.80 64.20% 5.56% true QGEPPPPPP 73.40% 40.4 458.2327 914.450848 915.457346 2 0.0007781 0.8499 136 144 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true QGSSQETDKLAPVS 92.50% 28.8 723.8583 1 445.70 1 446.71 2 0.002078 1.436 553 566 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 2.85% true QGVNDNEEGFFSAR 94.00% 37 785.3638 1 568.71 1 569.69 2 0.02748 17.51 31 44 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 19.50% true QPPPPAPAPARDELPD 99.70% 54.9 834.4284 1 666.84 1 667.84 2 0.01038 6.222 507 522 true

Ig heavy chain V�III region CAM OS=Homo sapiens PE=1 SV=1 P01768 UniProtKB�HS_20150717_TnD.fasta 13 663.20 97.10% 16.40% true QVELVESGGGVVEPGRSLRL 98.30% 46.3 1 041.08 2 080.14 2 081.14 2 0.01358 6.524 1 20 true

Protein UBBP4 OS=Homo sapiens GN=UBBP4 PE=1 SV=1 J3QLP7,J3QRK5 UniProtKB�HS_20150717_TnD.fasta 25 154.90 78.70% 10.30% true REDGRSLSDYNIQKESTLHLVLR 96.30% 33.9 910.476 2 728.41 2 729.43 3 �0.0197 �7.217 50 72 true

Tumor suppressor OS=Homo sapiens GN=TSC1 PE=2 SV=1 Q59IT9 UniProtKB�HS_20150717_TnD.fasta 50 251.70 42.30% 2.86% true RHSDSLASLTLRS 67.40% 16.9 721.8912 1 441.77 1 442.77 2 0.004078 2.827 433 445 true

Isoform 2 of Receptor�type tyrosine�protein phosphatase zeta OS=Homo sapiens GN=PTPRZ1 P23471�2 UniProtKB�HS_20150717_TnD.fasta 253 677.30 100.00% 1.00% true RIGLAEGLESEKKAVIPLVIVS 99.70% 87.4 774.4683 2 320.38 2 321.38 3 0.009802 4.222 1624 1645 true

Isoform 2 of Receptor�type tyrosine�protein phosphatase zeta OS=Homo sapiens GN=PTPRZ1 P23471�2 UniProtKB�HS_20150717_TnD.fasta 253 677.30 100.00% 1.00% true RIGLAEGLESEKKAVIPLVIVSA 99.70% 67.4 798.1442 2 391.41 2 392.42 3 0.0004021 0.1681 1624 1646 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQP 95.30% 31.2 727.7081 2 180.10 2 181.09 3 0.0219 10.04 29 47 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQ 94.00% 27.7 824.6753 3 294.67 3 295.63 4 0.04663 14.15 29 56 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQY 71.50% 22 1 153.59 3 457.76 3 458.70 3 0.0684 19.78 29 57 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQYQ 97.70% 34.7 1 196.28 3 585.81 3 586.75 3 0.0588 16.39 29 58 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQYQQ 95.80% 32.6 1 238.97 3 713.87 3 714.81 3 0.0672 18.09 29 59 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQYQQYT 97.70% 34.6 995.5053 3 977.99 3 978.92 4 0.07513 18.88 29 61 true

Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 UniProtKB�HS_20150717_TnD.fasta 7 304.80 100.00% 69.40% true RIGRFGYGYGPYQPVPEQPLYPQPYQPQYQQYTF 85.90% 20.2 826.0171 4 125.05 4 125.99 5 0.06375 15.45 29 62 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 95.60% 16.20% false RISHELDSASSEVN 99.70% 84.5 515.2518 1 542.73 1 543.73 3 0.006202 4.018 301 314 false A0A024RDE6,P10451�5

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 4.67% true RISHELDSASSEVN 99.70% 84.5 515.2518 1 542.73 1 543.73 3 0.006202 4.018 287 300 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true RLAVYQAGAREGAER 79.40% 23.4 412.4729 1 645.86 1 646.87 4 �0.002374 �1.441 176 190 true

Angiotensinogen (Serpin peptidase inhibitor, clade A, member 8) OS=Homo sapiens GN=AGT PE=3 SV=1 B0ZBE2,B2R5S1,B4DE80,B4E1B3,P01019,Q53YY1,Q59EP2,Q86U78 UniProtKB�HS_20150717_TnD.fasta 53 154.80 100.00% 7.84% true RPFLFAVYDQSATALHFLGRVANPLSTA 99.50% 41.5 766.4144 3 061.63 3 062.62 4 0.01463 4.776 458 485 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 3, isoform CRA_c OS=Homo sapiens GN=SERPINA3 PE=3 SV=1 A0A024R6P0,B3KS79,P01011 UniProtKB�HS_20150717_TnD.fasta 47 653.00 30.60% 6.38% true RPFLMIIVPTDTQNIFFMSKVTNPKQA 64.30% 16.1 1 046.24 3 135.70 3 136.67 3 0.0365 11.64 397 423 true

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 99.30% 1.65% true RPPPPPPP 92.00% 59.3 427.7462 853.477848 854.488546 2 �0.003422 �4.005 16 23 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 96.20% 1.48% false RPPPPPPP 94.40% 58.7 427.7478 853.481048 854.488546 2 �0.0002219 �0.2597 447 454 false Q9ULL5

Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 UniProtKB�HS_20150717_TnD.fasta 129 995.60 97.20% 1.65% true RPPPPPPPP 94.80% 65.6 476.2755 950.536448 951.541346 2 0.002378 2.499 16 24 true

Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5,Q96Q04 UniProtKB�HS_20150717_TnD.fasta 157 098.90 96.90% 1.48% false RPPPPPPPP 99.30% 65.5 476.2743 950.534048 951.541346 2 �0.00002194 �0.02306 447 455 false Q9ULL5

cDNA FLJ59893, highly similar to Dickkopf�related protein 3 OS=Homo sapiens PE=2 SV=1 B4DI69,B4DID6 UniProtKB�HS_20150717_TnD.fasta 35 215.20 99.30% 10.20% true RQELEDLERSLTEEMALGEPAAAAAALLGGEEI 99.70% 70.6 1 161.59 3 481.74 3 482.73 3 0.0141 4.049 290 322 true



Dickkopf�related protein 3 OS=Homo sapiens GN=DKK3 PE=1 SV=1 F6SYF8,Q9UBP4 UniProtKB�HS_20150717_TnD.fasta 39 949.40 86.80% 9.07% true RQELEDLERSLTEEMALREPAAAAAALLGGEEI 97.90% 28.4 896.2147 3 580.83 3 581.81 4 0.02503 6.987 332 364 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true RRYTIAALLSPYSYSTTAVVTNPKE 92.30% 29.1 701.1278 2 800.48 2 801.48 4 0.006126 2.187 160 184 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 36.10% true RVNHVTLSQPKIVKWDRDM 99.70% 37.8 465.255 2 321.24 2 322.25 5 �0.00425 �1.83 101 119 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true RYTIAALLSPYSYSTTAVVTNPKE 99.70% 114 882.4729 2 644.40 2 645.38 3 0.022 8.317 161 184 true

FXYD domain containing ion transport regulator 6, isoform CRA_a OS=Homo sapiens GN=FXYD6 PE=4 SV=1 A0A024R3J8,A0A087WZ82,E9PHZ3,E9PJ02,J3QKN1,Q9H0Q3 UniProtKB�HS_20150717_TnD.fasta 10 542.50 92.30% 24.20% true SAAEKEKEMDPFHYDYQTLRIGG 89.40% 42.9 672.076 2 684.27 2 685.26 4 0.02053 7.644 19 41 true

Angiotensinogen (Serpin peptidase inhibitor, clade A, member 8) OS=Homo sapiens GN=AGT PE=3 SV=1 B0ZBE2,B2R5S1,B4DE80,B4E1B3,P01019,Q53YY1,Q59EP2,Q86U78 UniProtKB�HS_20150717_TnD.fasta 53 154.80 100.00% 7.84% true SATALHFLGRVANPLSTA 99.70% 79.9 913.5047 1 824.99 1 825.99 2 0.01018 5.574 468 485 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true SELEEQLTPVAEETR 99.70% 112 865.9326 1 729.85 1 730.84 2 0.01348 7.787 94 108 true

cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 B4DDT3,E9PIT3,P00734 UniProtKB�HS_20150717_TnD.fasta 53 149.10 100.00% 2.76% true SEYQTFFNPR 94.40% 35.4 644.8097 1 287.60 1 288.60 2 0.01648 12.79 167 176 true

Apolipoprotein A�I, isoform CRA_a OS=Homo sapiens GN=APOA1 PE=4 SV=1 A0A024R3E3,P02647 UniProtKB�HS_20150717_TnD.fasta 30 778.50 96.10% 7.49% true SFKVSFLSALEEYTKKLNTQ 95.30% 31 778.4255 2 332.25 2 333.24 3 0.0231 9.901 248 267 true

Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 UniProtKB�HS_20150717_TnD.fasta 91 733.40 96.70% 2.22% true SFPPPPPPP 98.30% 68.5 466.7536 931.492648 932.487846 2 0.01208 12.95 436 444 true

Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 UniProtKB�HS_20150717_TnD.fasta 35 939.50 73.00% 11.30% false SGALTSGVHTFPAVLQ 99.70% 65.8 792.9295 1 583.84 1 584.84 2 0.01358 8.567 43 58 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 12.20% true SGALTSGVHTFPAVLQ 99.70% 65.8 792.9295 1 583.84 1 584.84 2 0.01358 8.567 179 194 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false SGALTSGVHTFPAVLQ 94.20% 40.7 792.9291 1 583.84 1 584.84 2 0.01278 8.063 185 200 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 9.01% true SGALTSGVHTFPAVLQS 99.70% 61.2 836.4432 1 670.87 1 671.87 2 0.008978 5.37 179 195 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false SGALTSGVHTFPAVLQS 99.70% 50.2 836.4449 1 670.88 1 671.87 2 0.01238 7.404 185 201 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 UniProtKB�HS_20150717_TnD.fasta 35 939.50 99.60% 10.10% false SGALTSGVHTFPAVLQS 99.70% 48.1 836.443 1 670.87 1 671.87 2 0.008578 5.131 43 59 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 9.01% true SGALTSGVHTFPAVLQSSGLY 99.70% 66.7 1 046.55 2 091.08 2 092.07 2 0.01968 9.406 179 199 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 75.50% 12.30% false SGALTSGVHTFPAVLQSSGLY 99.70% 66.7 1 046.55 2 091.08 2 092.07 2 0.01968 9.406 185 205 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 UniProtKB�HS_20150717_TnD.fasta 35 939.50 99.60% 10.10% false SGALTSGVHTFPAVLQSSGLY 99.70% 66.7 1 046.55 2 091.08 2 092.07 2 0.01968 9.406 43 63 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 4.50% true SGEGDFLAEGGGVR 99.70% 98.8 675.8234 1 349.63 1 350.63 2 0.01088 8.054 22 35 true

cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09,Q9NSV4,Q9NSV4�4,Q9NSV4�5,Q9NSV4�7 UniProtKB�HS_20150717_TnD.fasta 116 520.00 55.20% 1.57% true SGGGVPPPPPPP 89.60% 35.8 528.282 1 054.55 1 055.55 2 0.004378 4.148 583 594 true

cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1,O94985,O94985�2 UniProtKB�HS_20150717_TnD.fasta 107 814.80 100.00% 3.64% true SGHNLANPHPFAVVPSTAT 97.90% 24.9 639.6599 1 915.96 1 916.96 3 0.003802 1.983 824 842 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true SGPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 79.6 761.4072 3 041.60 3 042.59 4 0.01743 5.727 157 184 true

Diacylglycerol kinase OS=Homo sapiens GN=DGKE PE=2 SV=1 A1L4Q0,I3L112,P52429,Q59FU4 UniProtKB�HS_20150717_TnD.fasta 63 927.90 60.60% 2.47% true SGTNMGEGLLGEFR 80.70% 21.1 734.3363 1 466.66 1 467.69 2 �0.02452 �16.71 228 241 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.60% true SHTSDSDVPSGVTEV 99.70% 85.5 758.846 1 515.68 1 516.68 2 0.008478 5.59 391 405 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true SHTSDSDVPSGVTEVVVKLFDSDPITVTVPVEV 99.50% 38.9 1 152.27 3 453.78 3 454.75 3 0.0386 11.17 391 423 true

Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=4 H0Y300 UniProtKB�HS_20150717_TnD.fasta 49 105.50 100.00% 5.20% true SIQDWVQKTIAEN 99.70% 56.9 766.397 1 530.78 1 531.78 2 0.01148 7.493 430 442 true

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.02% true SKITHRIHWESASLLR 99.70% 80 645.3657 1 933.08 1 934.07 3 0.0106 5.482 1305 1320 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 99.60% 16.50% true SKPDNPGEDAPAEDMA 99.70% 47.8 822.351 1 642.69 1 643.69 2 0.009078 5.523 31 46 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true SKPDNPGEDAPAEDMARY 94.90% 29.5 654.9556 1 961.84 1 962.85 3 0.002202 1.122 31 48 true

cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2,P51693,P51693�2 UniProtKB�HS_20150717_TnD.fasta 72 103.90 100.00% 7.23% true SLAGGSPGAAEAPGSAQVAG 88.80% 38 827.9116 1 653.81 1 654.80 2 0.01268 7.661 39 58 true

Beta�1,3�N�acetylglucosaminyltransferase lunatic fringe OS=Homo sapiens GN=LFNG PE=1 SV=2 Q8NES3,Q8NES3�3 UniProtKB�HS_20150717_TnD.fasta 41 774.20 82.30% 7.92% true SLAGPAGAAPAPGLGAAAAAPGALVRDVHS 80.70% 23.4 865.1366 2 592.39 2 593.38 3 0.0105 4.05 44 73 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true SLATLESVFQELGKLTGPNNQ 99.70% 63.2 1 123.60 2 245.18 2 246.17 2 0.02018 8.983 194 214 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 36.60% true SLDKFLASVST 99.70% 41.8 584.3182 1 166.62 1 167.63 2 0.003478 2.979 125 135 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true SLDKFLASVSTVLTSKY 99.70% 100 930.0143 1 858.01 1 859.02 2 0.005178 2.785 125 141 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true SLDKFLASVSTVLTSKYR 99.70% 100 672.3818 2 014.12 2 015.12 3 0.0136 6.75 125 142 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true SLFEYQKNNK 76.70% 29.1 424.2183 1 269.63 1 270.64 3 �0.002298 �1.808 91 100 true

UDP�GlcNAc:betaGal beta�1,3�N�acetylglucosaminyltransferase 6, isoform CRA_a OS=Homo sapiens GN=B3GNT6 PE=4 SV=1 A0A024R5F9,B3KQQ7,B4DEN5,O43505 UniProtKB�HS_20150717_TnD.fasta 47 119.40 99.80% 5.78% true SLLSGLHGQEEQDQYFEFFPPSPR 99.70% 43 936.7973 2 807.37 2 808.33 3 0.0507 18.05 31 54 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 24.30% true SLMPFSPYEPLN 97.60% 36 697.8413 1 393.67 1 394.67 2 0.009178 6.581 228 239 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 24.30% true SLMPFSPYEPLNF 97.70% 28.9 771.3752 1 540.74 1 541.73 2 0.008578 5.564 228 240 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 24.30% true SLMPFSPYEPLNFHA 99.70% 40.7 875.4214 1 748.83 1 749.83 2 0.004978 2.845 228 242 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 24.30% true SLMPFSPYEPLNFHAM 99.70% 63 940.9527 1 879.89 1 880.87 2 0.02708 14.4 228 243 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 20.00% true SLMPFSPYEPLNFHAMFQPF 99.70% 47.5 1 200.57 2 399.13 2 400.12 2 0.01948 8.115 228 247 true

Probable helicase senataxin OS=Homo sapiens GN=SETX PE=1 SV=4 Q7Z333,Q7Z333�3,Q7Z333�4 UniProtKB�HS_20150717_TnD.fasta 302 882.60 84.00% 0.34% true SLYHTPSDS 82.90% 34 503.7293 1 005.44 1 006.45 2 0.003678 3.654 2507 2515 true

Somatostatin OS=Homo sapiens GN=SST PE=1 SV=1 P61278 UniProtKB�HS_20150717_TnD.fasta 12 736.00 98.80% 7.76% true SNPAMAPRE 99.70% 44.8 486.7315 971.448448 972.456746 2 �0.001022 �1.051 92 100 true

Interleukin 15 receptor alpha isoform IC3 OS=Homo sapiens GN=il15ra PE=1 SV=1 K9N2Q6 UniProtKB�HS_20150717_TnD.fasta 37 213.50 68.60% 3.47% true SPALVEGAGQMP 77.10% 40.2 578.7925 1 155.57 1 156.57 2 0.01088 9.405 307 318 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 9.57% true SPLFMGKVVNPTQK 99.70% 72.2 773.4304 1 544.85 1 545.85 2 0.007578 4.902 405 418 true

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.92% true SPMYSIITPNILRLE 99.70% 47.8 873.9779 1 745.94 1 746.95 2 0.002478 1.419 23 37 true

ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 UniProtKB�HS_20150717_TnD.fasta 27 373.20 100.00% 11.90% true SPPLAETGAPR 99.70% 77.3 548.2935 1 094.57 1 095.58 2 0.0002781 0.2538 47 57 true

Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4,Q8N3X1,Q8N3X1�2 UniProtKB�HS_20150717_TnD.fasta 110 248.60 100.00% 2.26% true SPPPPPPPP 85.00% 44 441.7394 881.464248 882.472246 2 �0.0007219 �0.8181 721 729 true

FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 UniProtKB�HS_20150717_TnD.fasta 124 764.70 100.00% 2.01% false SPPPPPPPP 85.00% 44 441.7394 881.464248 882.472246 2 �0.0007219 �0.8181 57 65 false D3DQS4,Q8N3X1,Q8N3X1�2



Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 26.20% true SPQPPPPAPAPARDELPD 91.20% 22.8 617.9825 1 850.93 1 851.92 3 0.009002 4.861 505 522 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true SPYSYSTTAVVTNPKE 99.70% 137 872.4307 1 742.85 1 743.84 2 0.01058 6.066 169 184 true

Ribonuclease pancreatic OS=Homo sapiens GN=RNASE1 PE=1 SV=4 P07998,W0UV93 UniProtKB�HS_20150717_TnD.fasta 17 643.80 99.50% 10.30% true SPYVPVHFDASVEDST 99.70% 59.5 875.4098 1 748.81 1 749.80 2 0.01568 8.96 141 156 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true SQETDKLAPVS 92.10% 30.6 587.804 1 173.59 1 174.60 2 0.005578 4.749 556 566 true

Insulin�like growth factor�binding protein 7 OS=Homo sapiens GN=IGFBP7 PE=1 SV=1 Q16270 UniProtKB�HS_20150717_TnD.fasta 29 129.80 90.70% 10.60% true SQGQASASAKITVVDALHEIPVKKGEGAEL 98.60% 25 759.164 3 032.63 3 033.62 4 0.01233 4.063 253 282 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true SQLQKVPPEWKALTDMPQMRMELERPGGN 70.60% 14 842.4283 3 365.68 3 366.68 4 0.01533 4.552 239 267 true

Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 UniProtKB�HS_20150717_TnD.fasta 13 714.90 100.00% 13.40% true SQPKIVKWDRDM 72.00% 40.7 501.5975 1 501.77 1 502.78 3 �0.0006979 �0.4644 108 119 true

Isoform 3 of Cartilage acidic protein 1 OS=Homo sapiens GN=CRTAC1 Q9NQ79�3 UniProtKB�HS_20150717_TnD.fasta 68 060.70 88.30% 2.07% true SQRAEPMFTAVTN 93.70% 32.3 726.3567 1 450.70 1 451.69 2 0.01138 7.838 28 40 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.20% true SRKNPKFMETVAEKALQEYRKKHREE 99.70% 71.3 539.6225 3 231.69 3 232.70 6 �0.002326 �0.7195 424 449 true

Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 P35527 UniProtKB�HS_20150717_TnD.fasta 62 065.90 100.00% 3.37% true SRSGGGGGGGLGSGGSIRSSY 99.70% 64 604.9586 1 811.85 1 812.86 3 0.002702 1.49 12 32 true

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.02% true SSKITHRIHWESASLL 99.70% 71.7 622.3418 1 864.00 1 865.00 3 0.008002 4.291 1304 1319 true

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.02% true SSKITHRIHWESASLLR 99.70% 86.5 674.3733 2 020.10 2 021.10 3 0.001402 0.6937 1304 1320 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 11.50% true SSQGGSLPSEEKGHPQEESEESNVSMASLG 89.80% 17.1 1 025.46 3 073.35 3 074.35 3 0.0102 3.318 293 322 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 18.20% true SSQGGSLPSEEKGHPQEESEESNVSMASLGE 99.70% 67.9 1 068.47 3 202.39 3 203.39 3 0.009602 2.997 293 323 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 17.00% true SSQVTQELR 99.70% 59.2 524.2753 1 046.54 1 047.54 2 0.0003781 0.3609 71 79 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 17.00% true SSQVTQELRALMDETM 99.70% 65.2 919.9393 1 837.86 1 838.86 2 0.008878 4.828 71 86 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true SSSYSKQFTSSTSY 92.30% 25 780.3524 1 558.69 1 559.69 2 0.01168 7.487 576 589 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 17.70% true SSSYSKQFTSSTSYNRGDSTFESK 99.70% 55.4 671.0581 2 680.20 2 681.20 4 0.01453 5.418 576 599 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 25.00% true SSSYSKQFTSSTSYNRGDSTFESKSY 90.10% 25.8 733.5844 2 930.31 2 931.29 4 0.02443 8.333 576 601 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true STTAVVTNPKE 99.70% 83.8 573.8045 1 145.59 1 146.60 2 0.001578 1.376 174 184 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true SVFQELGKLTGPNNQ 99.70% 55.4 816.4288 1 630.84 1 631.84 2 0.01138 6.972 200 214 true

Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 UniProtKB�HS_20150717_TnD.fasta 35 939.50 87.70% 11.30% true SVMHEALHNHYTQKSLSLSLG 85.60% 17.9 784.7392 2 351.20 2 352.18 3 0.0265 11.27 306 326 true

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true SVMHEALHNHYTQKSLSLSPG 99.70% 72.9 779.3925 2 335.16 2 336.15 3 0.0177 7.577 445 465 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false SVMHEALHNHYTQKSLSLSPG 99.70% 72.9 779.3925 2 335.16 2 336.15 3 0.0177 7.577 451 471 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Putative uncharacterized protein DKFZp686P15220 OS=Homo sapiens GN=DKFZp686P15220 PE=1 SV=1 Q6N089 UniProtKB�HS_20150717_TnD.fasta 51 723.90 99.60% 7.84% false SVMHEALHNHYTQKSLSLSPG 84.60% 32 584.7954 2 335.15 2 336.15 4 0.01453 6.218 451 471 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true SVMHEALHNHYTQKSLSLSPGK 73.40% 17.8 616.8175 2 463.24 2 464.24 4 0.007926 3.216 445 466 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false SVMHEALHNHYTQKSLSLSPGK 73.40% 17.8 616.8175 2 463.24 2 464.24 4 0.007926 3.216 451 472 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Putative uncharacterized protein DKFZp686G11190 OS=Homo sapiens GN=DKFZp686G11190 PE=2 SV=1 Q6MZQ6 UniProtKB�HS_20150717_TnD.fasta 52 042.10 98.40% 4.42% true SVMHEGLHNHYTQKSLSLSPG 99.40% 43.1 774.7205 2 321.14 2 322.13 3 0.0173 7.451 454 474 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true SVNPYLQGQRLDN 92.70% 25.4 752.3821 1 502.75 1 503.76 2 0.001778 1.182 182 194 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true SVNPYLQGQRLDNVVA 99.70% 62.8 886.9737 1 771.93 1 772.93 2 0.01108 6.248 182 197 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true SVNPYLQGQRLDNVVAKKSVPHFSDEDKD 90.10% 22.1 657.9433 3 284.68 3 285.65 5 0.03725 11.34 182 210 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true SVNPYLQGQRLDNVVAKKSVPHFSDEDKDPE 99.70% 49.6 878.702 3 510.78 3 511.75 4 0.04063 11.57 182 212 true

Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1,P05408,P05408�2 UniProtKB�HS_20150717_TnD.fasta 23 729.90 100.00% 14.60% true SVPHFSDEDKDPE 99.30% 44.3 501.2196 1 500.64 1 501.64 3 �0.00009794 �0.06522 200 212 true

DNA segment on chromosome 4 (Unique) 234 expressed sequence, isoform CRA_a OS=Homo sapiens GN=D4S234E PE=4 SV=1 D3DVS7 UniProtKB�HS_20150717_TnD.fasta 24 741.50 100.00% 11.70% true SVSPWMSVLSEEKLSEQETEAAEKSA 99.70% 93.8 951.4586 2 851.35 2 852.35 3 0.0106 3.717 197 222 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true SVSTVLTSKYR 99.70% 67.9 414.233 1 239.68 1 240.69 3 �0.005098 �4.109 132 142 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true SYSTTAVVTNPKE 99.70% 107 698.8542 1 395.69 1 396.70 2 0.005678 4.065 172 184 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true SYWKALGISPFHEHAEVVFTANDSGPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 61.8 941.1499 5 640.86 5 641.84 6 0.02387 4.232 134 184 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true TANDSGPRRYTIAALLSPYSYSTTAVVTNPKE 99.70% 44.1 861.7033 3 442.78 3 443.74 4 0.04713 13.68 153 184 true

Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 P06396 UniProtKB�HS_20150717_TnD.fasta 85 697.80 99.90% 2.94% true TASRGASQAGAPQGRVPEARPN 89.50% 31.4 545.2852 2 177.11 2 178.11 4 0.006626 3.042 29 50 true

cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 B4DDT3,E9PIT3,P00734 UniProtKB�HS_20150717_TnD.fasta 53 149.10 100.00% 2.76% true TATSEYQTFFNPR 99.70% 92.6 781.3716 1 560.73 1 561.73 2 0.007778 4.98 164 176 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true TAVVTNPKE 99.70% 71 479.7619 957.509248 958.520446 2 �0.003922 �4.092 176 184 true

SPARC�like 1 (Mast9, hevin), isoform CRA_a OS=Homo sapiens GN=SPARCL1 PE=4 SV=1 A0A024RDE1,Q14515 UniProtKB�HS_20150717_TnD.fasta 75 207.50 99.50% 3.16% true TDFLAPGVSSFTDSNQQESIT 99.70% 64.6 1 122.53 2 243.05 2 244.03 2 0.02628 11.71 138 158 true

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024,V9HWA9 UniProtKB�HS_20150717_TnD.fasta 187 149.10 100.00% 1.02% true THRIHWESASLLR 97.00% 35.8 535.9594 1 604.86 1 605.86 3 0.002802 1.745 1308 1320 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true TIAALLSPYSYSTTAVVTNPKE 98.50% 145 1 163.63 2 325.24 2 326.22 2 0.02698 11.6 163 184 true

Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 UniProtKB�HS_20150717_TnD.fasta 46 709.90 100.00% 6.46% true TKSPLFMGKVVNPTQK 99.70% 95.3 592.3371 1 773.99 1 774.99 3 0.008102 4.565 403 418 true

Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126,Q8N126�2,Q8N126�3 UniProtKB�HS_20150717_TnD.fasta 43 300.70 100.00% 4.77% true TLNVNDPSPVPSSSST 98.90% 41.7 801.3887 1 600.76 1 601.77 2 0.004778 2.983 313 328 true

Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126,Q8N126�2,Q8N126�3 UniProtKB�HS_20150717_TnD.fasta 43 300.70 76.50% 4.27% true TLNVNDPSPVPSSSSTY 63.00% 20.7 882.9244 1 763.83 1 764.83 2 0.01288 7.297 313 329 true

Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126,Q8N126�2,Q8N126�3 UniProtKB�HS_20150717_TnD.fasta 43 300.70 100.00% 4.77% true TLNVNDPSPVPSSSSTYHA 99.70% 66.2 986.9744 1 971.93 1 972.92 2 0.01688 8.555 313 331 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true TNEIVEEQYTPQSLATLESVFQELGKLTGPNNQ 99.30% 128 1 226.62 3 676.84 3 677.82 3 0.027 7.342 182 214 true

Latrophilin�1 OS=Homo sapiens GN=LPHN1 PE=1 SV=1 O94910,O94910�2 UniProtKB�HS_20150717_TnD.fasta 162 719.00 75.90% 1.02% true TNFAVLMAHREIYQG 89.10% 25.3 875.4383 1 748.86 1 749.87 2 �0.004822 �2.756 839 853 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true TPAVHASLDKFLASVSTVLTSKYR 99.70% 56.8 864.4861 2 590.44 2 591.42 3 0.0245 9.455 119 142 true



Apolipoprotein C�I, isoform CRA_a OS=Homo sapiens GN=APOC1 PE=4 SV=1 A0A024R0T8,K7ERI9,P02654 UniProtKB�HS_20150717_TnD.fasta 9 332.40 35.60% 12.00% true TPDVSSALDK 73.00% 44 516.7625 1 031.51 1 032.52 2 �0.003222 �3.12 27 36 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true TPPVQAAYQKVVAGVANALAHKYH 97.60% 28.5 634.099 2 532.37 2 533.37 4 0.006726 2.655 124 147 true

Uncharacterized protein OS=Homo sapiens PE=1 SV=1 B4E1Z4 UniProtKB�HS_20150717_TnD.fasta 140 943.50 99.30% 0.79% true TPWSLARPQG 99.70% 56.4 556.7976 1 111.58 1 112.58 2 0.003078 2.767 528 537 true

Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47,A0A087WYE1,A0A087X010,V9HW68 UniProtKB�HS_20150717_TnD.fasta 51 152.80 100.00% 13.50% true TQKSLSLSPG 95.20% 44.2 509.2831 1 016.55 1 017.56 2 0.001278 1.256 456 465 true

cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 UniProtKB�HS_20150717_TnD.fasta 51 595.70 91.10% 13.60% false TQKSLSLSPG 95.20% 44.2 509.2831 1 016.55 1 017.56 2 0.001278 1.256 462 471 false A0A087X010,A0A087WV47,V9HW68,A0A087WYE1

Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=1 C9JC84,C9JEU5,P02679,P02679�2 UniProtKB�HS_20150717_TnD.fasta 52 339.20 100.00% 6.94% true TSEVKQLIK 89.70% 28.7 523.3148 1 044.62 1 045.63 2 �0.003022 �2.89 80 88 true

cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 B4DDT3,E9PIT3,P00734 UniProtKB�HS_20150717_TnD.fasta 53 149.10 100.00% 2.76% true TSEYQTFFNPR 88.50% 23 695.33 1 388.65 1 389.64 2 0.009378 6.748 166 176 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 25.50% true TTAVVTNPKE 99.70% 80.6 530.2871 1 058.56 1 059.57 2 �0.001222 �1.153 175 184 true

cDNA FLJ57323, highly similar to Synaptotagmin�4 OS=Homo sapiens PE=2 SV=1 B4DM35 UniProtKB�HS_20150717_TnD.fasta 15 375.00 92.60% 10.80% true TTSREEFDEIPTVVG 97.30% 36 840.4162 1 678.82 1 679.81 2 0.01268 7.547 5 19 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true TVAEKALQEYRKKHREE 99.40% 45 423.8325 2 114.13 2 115.13 5 0.00275 1.3 433 449 true

Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 C9JV77,P02765 UniProtKB�HS_20150717_TnD.fasta 39 410.50 100.00% 6.79% true TVVQPSVGAAA 96.80% 39.5 500.2775 998.540448 999.546946 2 0.0007781 0.7784 342 352 true

Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 C9JV77,P02765 UniProtKB�HS_20150717_TnD.fasta 39 410.50 100.00% 6.79% true TVVQPSVGAAAG 85.30% 33.7 528.7886 1 055.56 1 056.57 2 0.001478 1.399 342 353 true

Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 C9JV77,P02765 UniProtKB�HS_20150717_TnD.fasta 39 410.50 78.60% 7.34% true TVVQPSVGAAAGPVVPPCPGRIRHFKV 74.80% 27 685.6414 2 738.54 2 739.52 4 0.01963 7.164 342 368 true

Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 UniProtKB�HS_20150717_TnD.fasta 69 084.60 100.00% 9.69% true TYETTLEK 74.70% 28.5 492.7486 983.482648 984.488546 2 0.001378 1.4 376 383 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true TYFPHFDLSHGSAQV 97.70% 31.9 853.4103 1 704.81 1 705.80 2 0.01638 9.601 42 56 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true TYFPHFDLSHGSAQVK 99.10% 30.2 459.2288 1 832.89 1 833.89 4 0.001426 0.7776 42 57 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 95.60% 16.20% true VAQDLNAPSDWDSRGKDSYETSKLDDQSAETHSHKQS 83.10% 51.8 827.3801 4 131.86 4 132.87 5 �0.0004499 �0.1089 207 243 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 17.30% true VAQDLNAPSDWDSRGKDSYETSQLDDQSAETHSHKQS 83.90% 41 827.3801 4 131.86 4 132.84 5 0.03595 8.699 193 229 true

Augurin OS=Homo sapiens GN=C2orf40 PE=1 SV=1 B8ZZE5,C9JRR0,Q9H1Z8 UniProtKB�HS_20150717_TnD.fasta 13 614.30 100.00% 24.10% true VDENKAKEFLGSLKRQ 99.70% 47.7 466.2628 1 861.02 1 862.01 4 0.01613 8.66 17 32 true

IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 Q6PJF2 UniProtKB�HS_20150717_TnD.fasta 25 520.90 99.60% 8.51% true VDNALQSGNSQESVTEQDSK 99.70% 48.1 712.6652 2 134.97 2 135.97 3 0.0122 5.713 171 190 true

Plexin domain�containing protein 2 OS=Homo sapiens GN=PLXDC2 PE=1 SV=1 Q6UX71,Q6UX71�2 UniProtKB�HS_20150717_TnD.fasta 59 583.00 99.60% 3.02% true VDTNRASVGQDSPEPR 99.70% 62.7 576.6178 1 726.83 1 727.83 3 0.008002 4.631 75 90 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true VGAHAGEYGAEALER 99.70% 50 510.583 1 528.73 1 529.73 3 0.0001021 0.06672 18 32 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.10% true VGAHAGEYGAEALERMFLSFPTTK 99.50% 40.6 861.4337 2 581.28 2 582.27 3 0.0156 6.042 18 41 true

Alpha�2�macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 P01023 UniProtKB�HS_20150717_TnD.fasta 163 289.90 99.80% 0.75% true VGFYESDVMGR 99.70% 82.4 630.2925 1 258.57 1 259.57 2 0.005178 4.111 705 715 true

Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 Q86Y38 UniProtKB�HS_20150717_TnD.fasta 107 571.00 94.70% 1.67% true VGGGEQPPPAPAPRRE 90.10% 38.6 538.9512 1 613.83 1 614.83 3 0.004102 2.54 51 66 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true VGPPKNDDTPNRQYWDEDLLMKVLEYLNQEKAEKGREH 97.60% 29.9 760.0468 4 554.24 4 555.23 6 0.01277 2.804 571 608 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true VGPPKNDDTPNRQYWDEDLLMKVLEYLNQEKAEKGREHIA 97.40% 29.3 790.7396 4 738.39 4 739.35 6 0.04837 10.21 571 610 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 13.60% true VGTSAAPVPSDNH 99.70% 66.9 626.3029 1 250.59 1 251.60 2 0.002078 1.66 305 317 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true VHLTPEEKSAVTA 92.10% 40.2 461.2492 1 380.73 1 381.73 3 0.0008021 0.5805 2 14 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% false VHLTPEEKSAVTA 92.10% 40.2 461.2492 1 380.73 1 381.73 3 0.0008021 0.5805 2 14 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true VHLTPEEKSAVTALW 98.50% 70.5 840.9591 1 679.90 1 680.90 2 0.01528 9.089 2 16 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 93.00% 54.30% false VHLTPEEKSAVTALW 98.50% 70.5 840.9591 1 679.90 1 680.90 2 0.01528 9.089 2 16 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true VHLTPEEKSAVTALWG 99.10% 58.8 869.4663 1 736.92 1 737.92 2 0.008178 4.706 2 17 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% false VHLTPEEKSAVTALWG 99.10% 58.8 869.4663 1 736.92 1 737.92 2 0.008178 4.706 2 17 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true VHLTPEEKSAVTALWGKVN 99.20% 92.8 693.7178 2 078.13 2 079.12 3 0.0154 7.408 2 20 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 93.00% 54.30% false VHLTPEEKSAVTALWGKVN 99.20% 92.8 693.7178 2 078.13 2 079.12 3 0.0154 7.408 2 20 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true VHLTPEEKSAVTALWGKVNV 69.80% 40.3 726.7423 2 177.21 2 178.19 3 0.0205 9.412 2 21 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% false VHLTPEEKSAVTALWGKVNV 69.80% 40.3 726.7423 2 177.21 2 178.19 3 0.0205 9.412 2 21 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true VHLTPEEKSAVTALWGKVNVD 91.90% 49.3 765.0871 2 292.24 2 293.22 3 0.0279 12.17 2 22 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 93.00% 54.30% false VHLTPEEKSAVTALWGKVNVD 91.90% 49.3 765.0871 2 292.24 2 293.22 3 0.0279 12.17 2 22 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true VHLTPEEKSAVTALWGKVNVDEVG 98.30% 54.4 860.1258 2 577.36 2 578.35 3 0.0115 4.461 2 25 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% false VHLTPEEKSAVTALWGKVNVDEVG 98.30% 54.4 860.1258 2 577.36 2 578.35 3 0.0115 4.461 2 25 false D9YZU5,P68871

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 38.80% true VHLTPEEKSAVTALWGKVNVDEVGGEALGR 98.70% 52 791.1718 3 160.66 3 161.66 4 0.006126 1.938 2 31 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% false VHLTPEEKSAVTALWGKVNVDEVGGEALGR 98.70% 52 791.1718 3 160.66 3 161.66 4 0.006126 1.938 2 31 false D9YZU5,P68871

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 98.10% 54.30% true VHLTPEEKSAVTALWGKVNVDEVGGEALGRLLVVYPWTERFFESFGDLSTPDAVMGN 80.50% 20.2 891.3198 6 232.19 6 233.13 7 0.0616 9.882 2 58 true

Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17,Q4TWB7 UniProtKB�HS_20150717_TnD.fasta 11 483.80 93.00% 54.30% true VHLTPEEKSAVTALWGKVNVDEVGGEALGRLLVVYPWTKRFFESFGDLSTPDAVMGN 98.80% 87.6 1 247.26 6 231.25 6 232.19 5 0.07015 11.26 2 58 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 77.20% 21.10% true VHLTPEEKTAVN 95.30% 43.1 446.5732 1 336.70 1 337.71 3 �0.0009979 �0.746 2 13 true

cDNA FLJ76290, highly similar to Homo sapiens TIA1 cytotoxic granule�associated RNA bindingprotein�like 1 (TIAL1), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 A8K5C4,Q01085,Q01085�2,Q2TSD2 UniProtKB�HS_20150717_TnD.fasta 41 575.90 69.40% 2.40% true VIPPPNQAG 77.80% 39.5 446.7496 891.484648 892.488846 2 0.003078 3.449 358 366 true

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 18.00% true VKLFDSDPITVTVPVEV 81.00% 43.7 929.5141 1 857.01 1 858.02 2 �0.0001219 �0.06563 407 423 true

Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6,P10451�5 UniProtKB�HS_20150717_TnD.fasta 33 843.10 100.00% 24.70% true VKQADSGSSEEKQLYNKYPDAVATWLNPDPSQKQN 96.00% 29.2 984.7331 3 934.90 3 935.90 4 0.005626 1.429 19 53 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 96.30% 23.60% false VKQADSGSSEEKQLYNKYPDAVATWLNPDPSQKQN 96.00% 29.2 984.7331 3 934.90 3 935.90 4 0.005626 1.429 19 53 false A0A024RDE6,P10451�5



Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 25.50% true VLDAVRGSPAINVAVHVF 98.10% 32.3 932.5313 1 863.05 1 864.04 2 0.01138 6.104 36 53 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 21.10% true VLGAFSDGLAHLDNL 97.60% 29.6 771.4037 1 540.79 1 541.80 2 0.004078 2.645 68 82 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 21.10% true VLGAFSDGLAHLDNLK 99.70% 58.7 557.3024 1 668.89 1 669.89 3 0.001602 0.9594 68 83 true

DNA segment on chromosome 4 (Unique) 234 expressed sequence, isoform CRA_a OS=Homo sapiens GN=D4S234E PE=4 SV=1 D3DVS7 UniProtKB�HS_20150717_TnD.fasta 24 741.50 99.80% 8.56% true VLSEEKLSEQETEAAEKSA 99.70% 66.2 693.3465 2 077.02 2 078.01 3 0.0113 5.439 204 222 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 36.60% true VLSPADKTNVK 99.70% 69.1 391.227 1 170.66 1 171.67 3 �0.001798 �1.535 2 12 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKA 86.10% 31 414.9063 1 241.70 1 242.71 3 �0.0009979 �0.803 2 13 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAA 95.50% 38.6 657.3789 1 312.74 1 313.74 2 0.008078 6.149 2 14 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAW 99.70% 61.6 500.6131 1 498.82 1 499.82 3 0.003002 2.002 2 15 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAWG 94.80% 39.2 519.6205 1 555.84 1 556.84 3 0.003702 2.378 2 16 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true VLSPADKTNVKAAWGKVG 99.70% 38.5 614.349 1 840.03 1 841.03 3 0.004302 2.337 2 19 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 27.50% true VLSPADKTNVKAAWGKVGA 74.20% 19 638.0317 1 911.07 1 912.07 3 0.0153 8.003 2 20 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAWGKVGAH 97.40% 38.8 513.038 2 048.12 2 049.12 4 0.006026 2.941 2 21 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAWGKVGAHA 99.50% 146 707.3966 2 119.17 2 120.16 3 0.014 6.604 2 22 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true VLSPADKTNVKAAWGKVGAHAG 99.20% 32.1 436.2427 2 176.18 2 177.18 5 0.00165 0.7579 2 23 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAWGKVGAHAGEY 99.30% 41.1 618.0811 2 468.30 2 469.29 4 0.01393 5.64 2 25 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 52.80% true VLSPADKTNVKAAWGKVGAHAGEYG 99.70% 44.8 632.3374 2 525.32 2 526.31 4 0.01763 6.977 2 26 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true VLSPADKTNVKAAWGKVGAHAGEYGAEALERMFL 99.70% 43.9 718.1772 3 585.85 3 586.85 5 0.00915 2.551 2 35 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true VLSPADKTNVKAAWGKVGAHAGEYGAEALERMFLSFPT 87.00% 22 1 005.52 4 018.06 4 019.05 4 0.02153 5.356 2 39 true

Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2,P69905 UniProtKB�HS_20150717_TnD.fasta 15 257.60 100.00% 48.60% true VLSPADKTNVKAAWGKVGAHAGEYGAEALERMFLSFPTTKTYFPHFDLSHG 95.10% 23.6 925.8073 5 548.80 5 549.77 6 0.03307 5.959 2 52 true

cDNA FLJ50735, highly similar to Calsyntenin�3 OS=Homo sapiens PE=2 SV=1 B4DRB1,B7Z9U4,Q9BQT9 UniProtKB�HS_20150717_TnD.fasta 106 097.30 99.80% 3.03% true VLSSQQFLHRGHQPPPEMAGHSLASSHRN 99.70% 38.4 641.9226 3 204.58 3 205.58 5 0.00175 0.5459 813 841 true

Radixin OS=Homo sapiens GN=RDX PE=2 SV=1 B0YJ88,P35241,P35241�5 UniProtKB�HS_20150717_TnD.fasta 68 565.50 87.50% 1.89% true VMSAPPPPPPP 92.20% 56.2 543.7883 1 085.56 1 086.57 2 0.003878 3.569 466 476 true

Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675,V9HVY1 UniProtKB�HS_20150717_TnD.fasta 55 928.60 100.00% 8.55% true VNDNEEGFFSAR 99.70% 81.3 692.8167 1 383.62 1 384.61 2 0.01338 9.662 33 44 true

Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 UniProtKB�HS_20150717_TnD.fasta 69 756.90 100.00% 12.00% true VPDLVPGNFK 97.30% 47 543.3046 1 084.59 1 085.60 2 0.002778 2.559 229 238 true

Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 UniProtKB�HS_20150717_TnD.fasta 70 942.70 100.00% 18.60% true VPGQGSSEDDLQEEEQIEQAIKEHLNQGSSQETDKLAPVS 99.70% 103 1 088.28 4 349.07 4 350.05 4 0.02843 6.535 527 566 true

Cholecystokinin OS=Homo sapiens GN=CCK PE=1 SV=1 P06307,Q6FG82 UniProtKB�HS_20150717_TnD.fasta 12 669.60 90.70% 16.50% true VPPADPAGSGLQRAEEAPR 95.00% 30.7 640.0019 1 916.98 1 917.98 3 0.0132 6.883 23 41 true

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 UniProtKB�HS_20150717_TnD.fasta 36 153.50 100.00% 37.50% true VQAAVGTSAAPVPSDNH 99.70% 103 810.9066 1 619.80 1 620.80 2 0.008278 5.107 301 317 true

Prosaposin receptor GPR37L1 OS=Homo sapiens GN=GPR37L1 PE=1 SV=2 O60883 UniProtKB�HS_20150717_TnD.fasta 52 770.60 99.40% 4.78% true VSGGAPLHLGRHRAETQEQQSRS 99.30% 43.8 626.0742 2 500.27 2 501.27 4 0.003226 1.29 22 44 true

Cystatin�C OS=Homo sapiens GN=CST3 PE=1 SV=1 P01034 UniProtKB�HS_20150717_TnD.fasta 15 799.20 99.80% 9.59% true VSPAAGSSPGKPPR 99.70% 101 436.5738 1 306.70 1 307.71 3 0.0001021 0.07804 21 34 true

cDNA FLJ54402, highly similar to Integrin alpha�10 OS=Homo sapiens PE=2 SV=1 B4E2A1 UniProtKB�HS_20150717_TnD.fasta 119 352.30 55.20% 0.73% true VTFALDNT 77.00% 40.5 440.7234 879.432248 880.441146 2 �0.001622 �1.842 723 730 true

cDNA FLJ50362, highly similar to Hepatocyte nuclear factor 3�alpha OS=Homo sapiens PE=2 SV=1 B4E257,P55317,P55317�2 UniProtKB�HS_20150717_TnD.fasta 45 440.90 28.60% 2.05% true VTTRSPIEP 66.20% 24.2 500.279 998.543448 999.547046 2 0.003678 3.68 411 419 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 21.10% true VVAGVANALAHK 99.70% 64.7 383.8946 1 148.66 1 149.67 3 �0.004598 �3.999 134 145 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 21.10% true VVAGVANALAHKYH 99.70% 118 483.9369 1 448.79 1 449.80 3 0.0001021 0.07039 134 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 34.70% 21.10% false VVAGVANALAHKYH 78.70% 19.9 483.9362 1 448.79 1 449.80 3 �0.001998 �1.378 134 147 false D9YZU5,P68871

Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909,P10909�2,P10909�5 UniProtKB�HS_20150717_TnD.fasta 52 495.00 100.00% 19.80% true VVKLFDSDPITVTVPVEV 99.70% 82.9 979.0562 1 956.10 1 957.09 2 0.01568 8.011 406 423 true

Isoform 3 of Apical endosomal glycoprotein OS=Homo sapiens GN=MAMDC4 Q6UXC1�3 UniProtKB�HS_20150717_TnD.fasta 104 432.80 64.90% 0.94% true WGAPPPPPP 87.60% 46.7 458.2312 914.447848 915.472546 2 �0.01742 �19.03 945 953 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 99.20% 1.48% true YFMSDTREE 93.00% 45 589.2469 1 176.48 1 177.48 2 0.003478 2.954 429 437 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 8.86% true YGEEGAPGKWQQQGDLQDTKENREEA 99.70% 65.9 741.5942 2 962.35 2 963.34 4 0.01433 4.834 474 499 true

E3�16 OS=Homo sapiens PE=2 SV=1 Q7Z528,Q9NX12,Q9Y287 UniProtKB�HS_20150717_TnD.fasta 30 426.30 100.00% 10.20% true YIKDDVILNEPSADAPAA 95.30% 39.5 951.4928 1 900.97 1 901.95 2 0.02898 15.24 93 110 true

Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 UniProtKB�HS_20150717_TnD.fasta 35 405.50 68.30% 17.50% true YKAIPVAQDLNAPSDWDSRGKDSYETSKLDDQSAETHSHKQS 89.20% 40.8 785.0402 4 704.20 4 705.20 6 0.0006741 0.1433 202 243 true

Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 UniProtKB�HS_20150717_TnD.fasta 78 276.10 100.00% 8.86% true YLNYGEEGAPGKWQQQGDLQDTKENREEA 99.70% 71.9 839.1421 3 352.54 3 353.53 4 0.01563 4.66 471 499 true

Probable ATP�dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1 H3BLZ8,Q92841,Q92841�1,Q92841�2,Q92841�3 UniProtKB�HS_20150717_TnD.fasta 80 441.30 99.00% 1.37% true YPPPPPPPPP 99.60% 64.9 528.2825 1 054.55 1 055.56 2 0.001378 1.306 719 728 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true YPSKPDNPGEDAPAE 98.40% 38.3 793.8536 1 585.69 1 586.70 2 0.002778 1.751 29 43 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true YPSKPDNPGEDAPAED 99.70% 65.8 851.3675 1 700.72 1 701.72 2 0.003578 2.103 29 44 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true YPSKPDNPGEDAPAEDMA 84.00% 23.8 952.4138 1 902.81 1 903.80 2 0.01858 9.758 29 46 true

Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158,P01303 UniProtKB�HS_20150717_TnD.fasta 10 852.30 100.00% 20.60% true YPSKPDNPGEDAPAEDMARY 86.80% 20.3 741.6647 2 221.97 2 222.97 3 0.0134 6.029 29 48 true

Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 UniProtKB�HS_20150717_TnD.fasta 67 257.90 100.00% 17.40% true YQGVAAPFPK 90.00% 35.5 539.291 1 076.57 1 077.57 2 0.001878 1.743 269 278 true

Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5,P68871 UniProtKB�HS_20150717_TnD.fasta 15 998.00 100.00% 35.40% true YQKVVAGVANALAHKYH 99.40% 44.2 468.0087 1 868.01 1 869.01 4 0.00002606 0.01394 131 147 true

Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071,P02042 UniProtKB�HS_20150717_TnD.fasta 16 055.20 77.20% 21.10% false YQKVVAGVANALAHKYH 99.40% 44.2 468.0087 1 868.01 1 869.01 4 0.00002606 0.01394 131 147 false D9YZU5,P68871

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true YSTTAVVTNPKE 99.70% 99.2 655.3383 1 308.66 1 309.66 2 0.005878 4.488 173 184 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 27.70% true YSYSTTAVVTNPKE 99.70% 78.8 780.3856 1 558.76 1 559.76 2 0.005178 3.32 171 184 true

Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1,E9KL36,P02766 UniProtKB�HS_20150717_TnD.fasta 20 198.60 100.00% 15.80% true YTIAALLSPYSYSTTAVVTNPKE 99.70% 88.8 830.4396 2 488.30 2 489.28 3 0.0232 9.321 162 184 true



Table S3. List of peptidogenic proteins identified in CSF

Patient�1 Patient�2 Patient�3 Patient�4 Patient�5 Patient�6 Patient�7 Patient�8 Patient�9 Patient�10 Patient�11 Patient�12 Patient�13 Patient�14 Patient�15 Patient�16 Patient�17 Patient�18 Patient�19 Patient�20 Patient�1 Patient�2 Patient�3 Patient�4 Patient�1 Patient�2 Patient�3 Patient�4

1 Serpin peptidase inhibitor clade A (Alpha 1 antiproteinase antitrypsin) member 1 isoform CRA a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 47 kDa 3 5 3 4 5 5 3 4 4 3 3 3 3 3 2 2 1 3 3 3 9 6 8 8 14 82 14 9

Viral meningitis (number of identified peptide fragments) Bacterial meningitis (number of identified peptide fragments)
# Protein names Accession Number Molecular Weight

Control (number of identified peptide fragments)

1 Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINA1 PE=3 SV=1 A0A024R6I7 47 kDa 3 5 3 4 5 5 3 4 4 3 3 3 3 3 2 2 1 3 3 3 9 6 8 8 14 82 14 9

2 Transthyretin OS=Homo sapiens PE=2 SV=1 A6XGL1 (+2) 20 kDa 14 21 21 18 18 14 17 16 16 17 17 14 15 17 17 14 17 15 20 14 10 13 11 8 6 23 8 4

3 Serum albumin OS=Homo sapiens PE=2 SV=1 Q56G89 69 kDa 5 7 7 7 8 7 6 7 5 12 7 8 6 7 4 3 6 10 9 2 19 18 9 14 10 12 47 97

4 Neurosecretory protein VGF OS=Homo sapiens GN=VGF PE=1 SV=2 O15240 67 kDa 17 11 14 5 4 11 9 11 6 10 20 12 8 7 11 6 7 12 8 8 2 13 27 5 93 12 0 0

5 Isoform 2 of Fibrinogen alpha chain OS=Homo sapiens GN=FGA P02671�2 70 kDa 15 2 1 5 3 8 9 21 17 6 16 16 7 7 2 2 6 5 11 6 22 17 14 13 83 59 0 0

6 P l di D2 h 21kD (B i ) i f CRA OS H i GN PTGDS PE 3 SV 1 A0A024R8G3 ( 1) 21 kD 15 16 16 15 12 15 17 15 15 17 18 15 14 12 10 11 13 18 10 6 1 9 7 4 10 2 3 26 Prostaglandin D2 synthase 21kDa (Brain), isoform CRA_a OS=Homo sapiens GN=PTGDS PE=3 SV=1 A0A024R8G3 (+1) 21 kDa 15 16 16 15 12 15 17 15 15 17 18 15 14 12 10 11 13 18 10 6 1 9 7 4 10 2 3 2

7 Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 P10909 (+2) 52 kDa 11 9 18 6 2 13 16 16 14 11 22 15 10 8 11 8 9 11 4 3 2 5 11 1 14 15 0 3

8 Formin binding protein 4, isoform CRA_d OS=Homo sapiens GN=FNBP4 PE=4 SV=1 D3DQS4 (+2) 110 kDa 4 6 9 2 4 8 11 5 5 3 10 3 7 7 7 6 3 10 5 6 0 2 1 0 0 0 0 0

9 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024 (+1) 187 kDa 4 1 1 2 2 3 3 2 3 2 4 5 3 1 3 2 1 3 1 2 2 14 0 1 17 42 54 40

10 ProSAAS OS=Homo sapiens GN=PCSK1N PE=1 SV=1 Q9UHG2 27 kDa 6 9 7 5 2 6 9 4 6 5 10 5 6 7 7 5 4 8 5 6 2 9 9 5 9 1 1 0

11 Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WV47 (+3) 51 kDa 2 2 1 2 3 12 4 2 2 3 2 3 3 3 1 0 2 2 2 2 22 8 4 12 9 7 22 19

12 Ras association (RalGDS/AF�6) and pleckstrin homology domains 1, isoform CRA_b OS=Homo sapiens GN=RAPH1 PE=1 SV=1 C9K0J5 141 kDa 5 2 4 0 0 2 8 4 3 2 7 4 0 5 3 0 0 6 0 0 0 0 0 0 0 0 0 0

13 Chromogranin�A OS=Homo sapiens GN=CHGA PE=1 SV=7 P10645 51 kDa 3 3 3 1 1 3 5 3 3 2 6 3 3 2 3 3 2 3 2 3 2 7 17 1 98 11 1 0

14 Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_c OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE6 (+1) 34 kDa 2 2 3 1 0 3 5 3 2 0 5 4 1 1 1 2 1 2 2 0 7 1 7 2 105 19 0 0

15 Complement C4�A OS=Homo sapiens GN=C4A PE=1 SV=2 P0C0L4 (+1) 193 kDa 2 1 1 0 0 3 1 1 1 0 3 1 0 0 1 0 0 1 0 0 5 8 4 0 5 29 18 35

16 Secretogranin�1 OS=Homo sapiens GN=CHGB PE=1 SV=2 P05060 78 kDa 3 5 4 1 0 2 2 3 4 2 5 4 1 0 2 1 0 3 1 2 3 8 10 1 38 4 0 0

17 FH2 domain�containing protein 1 OS=Homo sapiens GN=FHDC1 PE=1 SV=2 Q9C0D6 125 kDa 5 0 7 0 0 7 7 5 2 2 7 6 4 2 6 0 2 5 2 0 0 0 0 0 0 0 0 0

18 cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4)�like protein 1 (APLP1),mRNA OS=Homo sapiens PE=2 SV=1 B2R5S2 (+2) 72 kDa 8 4 8 6 3 8 13 10 6 6 12 9 7 7 11 6 4 8 4 7 0 5 8 2 5 0 1 018 cDNA, FLJ92596, highly similar to Homo sapiens amyloid beta (A4) like protein 1 (APLP1),mRNA OS Homo sapiens PE 2 SV 1 B2R5S2 ( 2) 72 kDa 8 4 8 6 3 8 13 10 6 6 12 9 7 7 11 6 4 8 4 7 0 5 8 2 5 0 1 0

19 Serpin peptidase inhibitor, clade A (Alpha�1 antiproteinase, antitrypsin), member 3, isoform CRA_c OS=Homo sapiens GN=SERPINA3 PE=3 SV=1 A0A024R6P0 (+2) 48 kDa 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 3 3 0 13 11 5 3

20 Beta�2�microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 P61769 14 kDa 5 3 2 3 2 2 5 3 3 3 5 4 2 2 2 1 2 5 3 2 4 4 4 2 5 3 0 2

21 Secretogranin�2 OS=Homo sapiens GN=SCG2 PE=1 SV=2 P13521 71 kDa 5 6 5 2 1 3 7 3 3 3 6 3 3 3 1 2 3 3 2 2 0 7 9 2 17 7 2 0

22 Apolipoprotein A�I, isoform CRA_a OS=Homo sapiens GN=APOA1 PE=4 SV=1 A0A024R3E3 (+1) 31 kDa 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 1 0 2 0 0 0 0 60 7 35

23 Ig kappa chain V�I region OU OS=Homo sapiens PE=1 SV=1 P01606 12 kDa 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 2 1 1 2 1 1 1 123 Ig kappa chain V�I region OU OS=Homo sapiens PE=1 SV=1 P01606 12 kDa 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 0 2 1 1 2 1 1 1 1

24 Inter�alpha (Globulin) inhibitor H4 (Plasma Kallikrein�sensitive glycoprotein) OS=Homo sapiens GN=ITIH4 PE=2 SV=1 B2RMS9 (+1) 103 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 0 1 0 7 33 11 14

25 Hemoglobin, beta OS=Homo sapiens GN=HBB PE=3 SV=1 D9YZU5 (+1) 16 kDa 0 0 0 0 0 4 0 5 12 3 14 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 15 6

26 Alpha�2 globin chain OS=Homo sapiens GN=HBA2 PE=3 SV=1 D1MGQ2 (+1) 15 kDa 0 0 0 0 0 4 0 10 15 8 14 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 8 7

27 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 B4E1Z4 141 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 1 0 2 0 2 0 3 20 2 10

28 cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1 (+2) 108 kDa 2 1 5 2 1 3 6 6 3 3 8 4 2 1 3 1 0 3 1 4 0 4 3 1 8 0 0 028 cDNA FLJ61580, highly similar to Calsyntenin�1 OS=Homo sapiens PE=2 SV=1 B4E3Q1 (+2) 108 kDa 2 1 5 2 1 3 6 6 3 3 8 4 2 1 3 1 0 3 1 4 0 4 3 1 8 0 0 0

29 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 36 kDa 3 1 3 3 1 5 5 13 4 2 9 4 3 1 4 2 7 4 0 2 1 5 3 1 2 2 0 2

30 Alpha�2�macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 P01023 163 kDa 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 3 59 22

31 Apolipoprotein A�IV OS=Homo sapiens GN=APOA4 PE=1 SV=3 P06727 45 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 76 0 0

32 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 P60709 (+1) 42 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 22 23 35

33 Secretory granule neuroendocrine protein 1 (7B2 protein) isoform CRA a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1 (+2) 24 kDa 1 1 2 1 1 3 1 3 2 1 5 1 1 0 1 0 0 1 0 0 0 3 2 2 8 4 0 033 Secretory granule, neuroendocrine protein 1 (7B2 protein), isoform CRA_a OS=Homo sapiens GN=SGNE1 PE=4 SV=1 A0A024R9I1 (+2) 24 kDa 1 1 2 1 1 3 1 3 2 1 5 1 1 0 1 0 0 1 0 0 0 3 2 2 8 4 0 0

34 CP protein OS=Homo sapiens GN=CP PE=2 SV=1 A5PL27 (+1) 122 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 9 44

35 IgG L chain OS=Homo sapiens PE=2 SV=1 S6C4R6 20 kDa 1 0 1 1 1 1 1 1 0 0 0 1 1 1 0 0 0 1 1 1 2 1 1 1 1 1 2 2

36 cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens PE=2 SV=1 A8KAQ3 (+1) 92 kDa 2 3 2 2 1 4 4 4 3 2 4 3 2 3 2 3 2 2 2 3 0 0 0 0 0 0 0 0

37 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 P06396 86 kDa 0 1 0 1 0 1 2 1 1 1 1 1 1 1 1 0 0 1 1 1 1 0 1 0 1 1 6 20

38 Vitronectin OS=Homo sapiens GN=VTN PE=4 SV=1 D9ZGG2 (+1) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 25 8 1338 Vitronectin OS=Homo sapiens GN=VTN PE=4 SV=1 D9ZGG2 (+1) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 25 8 13

39 Augurin OS=Homo sapiens GN=C2orf40 PE=1 SV=1 B8ZZE5 (+2) 14 kDa 1 2 2 2 1 2 2 2 1 2 2 1 2 2 0 2 0 2 2 3 1 3 2 3 2 0 0 0

40 Neutrophil elastase OS=Homo sapiens GN=ELANE PE=1 SV=1 P08246 29 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 17

41 Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=4 H0Y300 49 kDa 0 0 0 1 0 0 0 1 0 1 0 1 2 0 0 0 0 0 0 0 1 1 1 1 2 4 6 22

42 Serum amyloid A protein OS=Homo sapiens GN=SAA1 PE=3 SV=1 D3DQX7 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 23 5 15

43 A li i C I i f CRA OS H i GN APOC1 PE 4 SV 1 A0A024R0T8 ( 2) 9 kD 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 3 3 843 Apolipoprotein C�I, isoform CRA_a OS=Homo sapiens GN=APOC1 PE=4 SV=1 A0A024R0T8 (+2) 9 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 3 3 8

44 Proline�rich protein 12 OS=Homo sapiens GN=PRR12 PE=1 SV=2 Q9ULL5 130 kDa 2 2 3 1 2 1 3 1 0 1 1 2 1 2 3 1 2 3 1 2 0 0 0 0 0 0 0 0

45 Protein S100�A8 OS=Homo sapiens GN=S100A8 PE=1 SV=1 P05109 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 4 18 8

46 Alpha�2�HS�glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 C9JV77 (+1) 39 kDa 0 1 0 0 0 1 0 0 1 1 0 3 0 0 0 0 0 0 0 0 0 1 0 0 1 6 3 5

47 Angiotensinogen (Serpin peptidase inhibitor, clade A, member 8) OS=Homo sapiens GN=AGT PE=3 SV=1 B0ZBE2 (+7) 53 kDa 2 3 3 2 1 1 3 2 2 3 3 1 3 2 1 0 1 2 1 0 2 0 1 0 2 3 2 2

48 Formin�1 OS=Homo sapiens GN=FMN1 PE=1 SV=1 H0YM30 (+1) 147 kDa 1 1 1 1 1 1 2 1 1 1 1 1 1 2 1 0 0 2 0 1 0 0 0 0 0 0 0 0

49 E3�16 OS=Homo sapiens PE=2 SV=1 Q7Z528 (+2) 30 kDa 0 1 1 0 0 2 2 1 1 2 2 1 1 1 0 1 0 3 1 1 0 1 1 0 0 0 0 0

50 Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=2 P02675 (+1) 56 kDa 0 0 0 0 0 0 1 2 5 3 1 2 2 1 0 0 0 0 2 1 2 0 2 1 4 6 0 0

51 Secretogranin�3 OS=Homo sapiens GN=SCG3 PE=1 SV=3 Q8WXD2 53 kDa 3 1 1 0 0 1 1 1 0 0 2 1 1 0 1 1 0 0 0 1 2 1 4 1 13 3 0 0

52 Cell adhesion molecule 3 OS=Homo sapiens GN=CADM3 PE=1 SV=1 Q8N126 (+2) 43 kDa 2 0 4 0 0 2 2 1 0 1 2 1 2 1 3 0 1 1 0 0 0 0 0 0 0 0 0 0

53 Testican�1 OS=Homo sapiens GN=SPOCK1 PE=1 SV=1 A0A0A0MQX7 (+1) 42 kDa 2 3 0 2 2 1 2 2 1 1 1 2 1 0 1 1 1 2 1 0 0 1 2 1 3 0 0 0

54 Serine/threonine�protein kinase LMTK3 OS=Homo sapiens GN=LMTK3 PE=1 SV=1 A0A0A0MQW5 (+1) 157 kDa 0 0 1 0 0 1 1 1 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0

55 Alpha�2�antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3 P08697 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 2 0 2 7 5 1355 Alpha 2 antiplasmin OS Homo sapiens GN SERPINF2 PE 1 SV 3 P08697 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 2 0 2 7 5 13

56 Adenylyl cyclase�associated protein OS=Homo sapiens PE=2 SV=1 B2RDY9 (+2) 52 kDa 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 4 9

57 IGK@ protein OS=Homo sapiens GN=IGK@ PE=1 SV=1 Q6PJF2 26 kDa 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 0 1 1 2 2 10 2

58 Thymosin beta 4, X�linked OS=Homo sapiens GN=TMSB4X PE=2 SV=1 A2VCK8 (+6) 5 kDa 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 0 4 2 3 1 5 8 0 0

59 Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL17 (+1) 11 kDa 0 0 0 0 0 0 0 0 1 1 2 0 0 0 0 0 0 0 0 0 0 0 6 0 1 0 1 0

60 cDNA FLJ44595 fis, clone BLADE2004849 OS=Homo sapiens PE=2 SV=1 Q6ZTJ3 32 kDa 2 2 2 1 1 2 2 0 2 2 2 0 2 2 2 0 0 2 2 2 0 0 0 0 0 0 0 060 cDNA FLJ44595 fis, clone BLADE2004849 OS Homo sapiens PE 2 SV 1 Q6ZTJ3 32 kDa 2 2 2 1 1 2 2 0 2 2 2 0 2 2 2 0 0 2 2 2 0 0 0 0 0 0 0 0

61 Zinc finger protein 367 OS=Homo sapiens GN=ZNF367 PE=1 SV=1 Q7RTV3 38 kDa 0 0 0 0 0 0 0 1 1 0 1 1 0 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0

62 Apolipoprotein B (Including Ag(X) antigen) OS=Homo sapiens GN=APOB PE=4 SV=1 C0JYY2 (+1) 516 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 24

63 Proenkephalin, isoform CRA_a OS=Homo sapiens GN=PENK PE=3 SV=1 A0A024R7V4 (+1) 31 kDa 2 1 0 0 1 0 0 2 0 1 2 0 2 0 1 0 0 2 0 1 0 2 1 0 3 0 0 0

64 Cystatin�C OS=Homo sapiens GN=CST3 PE=1 SV=1 P01034 16 kDa 1 1 1 0 0 1 1 0 0 0 1 0 1 0 0 1 1 1 0 0 3 2 3 1 8 0 0 1

65 cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00 (+5) 60 kDa 0 0 1 0 0 1 3 1 1 0 3 2 3 1 2 1 0 2 0 0 0 0 0 0 5 0 0 065 cDNA FLJ54367, highly similar to Amyloid beta A4 protein (APP) (ABPP)(Alzheimer disease amyloid protein homolog) OS=Homo sapiens PE=2 SV=1 B4DM00 (+5) 60 kDa 0 0 1 0 0 1 3 1 1 0 3 2 3 1 2 1 0 2 0 0 0 0 0 0 5 0 0 0

66 Pigment epithelium�derived factor OS=Homo sapiens GN=SERPINF1 PE=1 SV=4 P36955 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 15 9

67 Isoform 2 of Receptor�type tyrosine�protein phosphatase zeta OS=Homo sapiens GN=PTPRZ1 P23471�2 254 kDa 2 1 2 2 1 2 2 2 2 1 2 2 2 1 2 1 0 2 2 0 0 1 2 0 3 1 2 0

68 Ig heavy chain V�III region CAM OS=Homo sapiens PE=1 SV=1 P01768 14 kDa 1 0 1 1 0 1 1 1 1 1 0 1 0 1 0 0 0 0 0 0 1 1 0 1 1 1 1 0

69 Secreted phosphoprotein 1 OS=Homo sapiens PE=2 SV=1 A6XMV6 35 kDa 1 0 1 0 0 2 0 1 1 1 1 2 0 0 0 2 0 0 0 2 0 0 1 0 5 0 0 0

70 Isoform H7 of Myeloperoxidase OS=Homo sapiens GN=MPO P05164�3 87 kDa 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 170 Isoform H7 of Myeloperoxidase OS=Homo sapiens GN=MPO P05164�3 87 kDa 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10 1

71 C�reactive protein OS=Homo sapiens GN=CRP PE=1 SV=1 P02741 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 21 3

72 Apolipoprotein A�II OS=Homo sapiens GN=APOA2 PE=1 SV=1 P02652 (+2) 11 kDa 0 1 0 0 1 0 0 0 0 1 1 0 1 1 0 0 0 1 2 0 4 3 1 3 2 2 0 1

73 cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 A8K008 52 kDa 0 1 0 0 0 1 0 0 0 0 0 1 1 1 0 0 1 1 2 1 3 2 0 4 1 3 0 0

74 Probable ATP�dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1 H3BLZ8 (+4) 80 kDa 1 1 1 0 0 1 1 0 1 1 1 1 1 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0

75 Complement component 1 q subcomponent B chain isoform CRA a OS=Homo sapiens GN=C1QB PE=4 SV=1 A0A024RAB9 (+2) 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 2 1 2 2 0 475 Complement component 1, q subcomponent, B chain, isoform CRA_a OS=Homo sapiens GN=C1QB PE=4 SV=1 A0A024RAB9 (+2) 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 2 1 2 2 0 4



76 Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 P02790 52 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 9 7

77 Histone H4 OS=Homo sapiens GN=HIST1H4H PE=2 SV=1 B2R4R0 (+2) 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 27 0 1

78 cDNA FLJ53691, highly similar to Serotransferrin OS=Homo sapiens PE=2 SV=1 B4E1B2 (+2) 75 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 11

79 DNA segment on chromosome 4 (Unique) 234 expressed sequence, isoform CRA_a OS=Homo sapiens GN=D4S234E PE=4 SV=1 D3DVS7 25 kDa 2 1 2 1 0 2 2 2 2 2 2 2 2 1 2 1 0 2 1 1 0 1 1 1 3 0 0 0

80 Myeloblastin OS=Homo sapiens GN=PRTN3 PE=1 SV=3 P24158 28 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 12 4y p

81 Fibronectin 1, isoform CRA_n OS=Homo sapiens GN=FN1 PE=4 SV=1 A0A024R462 259 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 4 16

82 Proteoglycan 1, secretory granule, isoform CRA_a OS=Homo sapiens GN=PRG1 PE=4 SV=1 A0A024QZL1 (+1) 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 3 17 1 0

83 Epididymis tissue protein Li 173 OS=Homo sapiens PE=2 SV=1 E9KL26 (+4) 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 2 3 1

84 Voltage�gated potassium channel subunit beta�2 (Fragment) OS=Homo sapiens GN=KCNAB2 PE=1 SV=1 K7EIR5 18 kDa 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0

85 Histone H2A type 2�C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4 Q16777 (+1) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 22 0 085 Histone H2A type 2 C OS Homo sapiens GN HIST2H2AC PE 1 SV 4 Q16777 (+1) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 22 0 0

86 cDNA FLJ59893, highly similar to Dickkopf�related protein 3 OS=Homo sapiens PE=2 SV=1 B4DI69 (+1) 35 kDa 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 2 3 0 16 3 1 0

87 Histone H2B (Fragment) OS=Homo sapiens GN=HIST1H2BM PE=2 SV=1 I6L9F7 (+1) 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 21 1 1

88 Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=1 C9JC84 (+3) 52 kDa 2 0 0 0 0 0 0 2 1 0 1 1 0 0 0 0 0 0 0 0 1 2 1 2 0 1 2 4

89 Statherin OS=Homo sapiens GN=STATH PE=1 SV=2 P02808 7 kDa 0 0 0 0 0 0 0 0 0 17 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

90 Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 211 kDa 0 0 0 0 0 0 1 1 0 1 1 0 1 1 1 1 0 0 1 2 0 0 0 0 0 0 0 090 Isoform 3 of Proline�rich protein 12 OS=Homo sapiens GN=PRR12 Q9ULL5�3 211 kDa 0 0 0 0 0 0 1 1 0 1 1 0 1 1 1 1 0 0 1 2 0 0 0 0 0 0 0 0

91 cDNA FLJ14473 fis, clone MAMMA1001080, highly similar to Homo sapiens SNC73 protein (SNC73) mRNA OS=Homo sapiens PE=2 SV=1 Q96K68 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 4

92 Neuropeptide Y OS=Homo sapiens GN=NPY PE=2 SV=1 A4D158 (+1) 11 kDa 0 1 1 1 0 0 3 0 0 0 5 0 0 1 1 0 0 0 0 0 0 1 1 0 4 0 0 0

93 Cathepsin G OS=Homo sapiens GN=CTSG PE=1 SV=2 P08311 29 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 7 7

94 Peptidyl�prolyl cis�trans isomerase OS=Homo sapiens PE=2 SV=1 B4DM82 (+2) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2 4

95 Ribonuclease pancreatic OS=Homo sapiens GN=RNASE1 PE=1 SV=4 P07998 (+1) 18 kDa 1 1 0 1 1 1 1 1 0 1 1 0 1 1 1 1 0 0 0 0 0 1 2 1 1 0 0 095 Ribonuclease pancreatic OS=Homo sapiens GN=RNASE1 PE=1 SV=4 P07998 (+1) 18 kDa 1 1 0 1 1 1 1 1 0 1 1 0 1 1 1 1 0 0 0 0 0 1 2 1 1 0 0 0

96 Rho GDP dissociation inhibitor (GDI) beta, isoform CRA_a OS=Homo sapiens GN=ARHGDIB PE=4 SV=1 A0A024RAS5 (+1) 23 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9 9 5

97 Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=3 P05546 (+1) 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 3

98 Alpha�1B�glycoprotein OS=Homo sapiens GN=A1BG PE=1 SV=4 P04217 (+1) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 0 1 1 12 3

99 Vitamin D�binding protein OS=Homo sapiens GN=GC PE=1 SV=1 P02774 (+2) 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 7 5

100 cDNA FLJ59379 highly similar to Hematopoietic lineage cell specific protein OS=Homo sapiens PE=2 SV=1 B4DQ92 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 1 3 5 1 0100 cDNA FLJ59379, highly similar to Hematopoietic lineage cell�specific protein OS=Homo sapiens PE=2 SV=1 B4DQ92 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2 1 3 5 1 0

101 Putative uncharacterized protein DKFZp686I04196 (Fragment) OS=Homo sapiens GN=DKFZp686I04196 PE=2 SV=1 Q6N093 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 8 3

102 Glucose�6�phosphate isomerase (Fragment) OS=Homo sapiens GN=GPI PE=1 SV=1 A0A0A0MTS2 (+1) 65 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 10 10

103 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 P27797 (+2) 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 4

104 Olfactomedin 4, isoform CRA_a OS=Homo sapiens GN=OLFM4 PE=4 SV=1 A0A024QZ95 (+1) 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 6

105 L i i h l h 2 l t i OS H i GN LRG1 PE 1 SV 2 P02750 38 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 14105 Leucine�rich alpha�2�glycoprotein OS=Homo sapiens GN=LRG1 PE=1 SV=2 P02750 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 14

106 Putative Polycomb group protein ASXL3 OS=Homo sapiens GN=ASXL3 PE=2 SV=3 Q9C0F0 242 kDa 1 0 1 1 1 0 2 0 0 0 2 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0

107 Hepatitis B virus receptor binding protein (Fragment) OS=Homo sapiens PE=1 SV=1 Q6PYX1 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0

108 Espin OS=Homo sapiens GN=ESPN PE=1 SV=1 B1AK53 92 kDa 0 1 1 1 1 1 1 0 0 0 0 0 1 1 0 1 0 2 1 0 0 0 0 0 0 0 0 0

109 Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 Q15942 61 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 9 2 2

110 cDNA FLJ78640, highly similar to Homo sapiens TSPY�like 2 (TSPYL2), mRNA OS=Homo sapiens PE=2 SV=1 A8K8U7 (+2) 79 kDa 0 0 1 0 0 0 1 0 0 0 1 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0

111 GLTSCR1�like protein OS=Homo sapiens GN=GLTSCR1L PE=1 SV=2 Q6AI39 115 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

112 cDNA FLJ54622, highly similar to Prothrombin (EC 3.4.21.5) OS=Homo sapiens PE=2 SV=1 B4DDT3 (+2) 53 kDa 2 0 0 0 0 1 1 1 1 0 1 4 0 0 0 0 0 0 0 1 1 0 0 0 1 4 0 0

113 Somatostatin OS=Homo sapiens GN=SST PE=1 SV=1 P61278 13 kDa 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 15 1 0 0

114 Epididymis secretory protein Li 103 OS=Homo sapiens GN=HEL�S�103 PE=2 SV=1 A8K5I0 (+2) 70 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 11

115 Ig mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=1 A0A087X2C0 64 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2

116 Reticulon�4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 Q9NQC3 130 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 4 2 1

117 Histone 1, H1e OS=Homo sapiens GN=HIST1H1E PE=2 SV=1 A3R0T8 (+2) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 0 0, p ( )

118 Enolase 1, (Alpha), isoform CRA_a OS=Homo sapiens GN=ENO1 PE=3 SV=1 A0A024R4F1 (+1) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 7

119 Cholecystokinin OS=Homo sapiens GN=CCK PE=1 SV=1 P06307 (+1) 13 kDa 1 0 1 0 0 0 0 1 1 0 1 0 1 0 0 0 0 0 0 0 0 1 2 0 1 0 0 0

120 Inter�alpha�trypsin inhibitor heavy chain H1 OS=Homo sapiens GN=ITIH1 PE=1 SV=3 P19827 (+1) 101 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 1 0 6

121 Complement C4�B OS=Homo sapiens GN=C4B PE=1 SV=1 F5GXS0 (+1) 188 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 7

122 Protein S100 OS=Homo sapiens PE=2 SV=1 B2R4M6 (+1) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 1122 Protein S100 OS Homo sapiens PE 2 SV 1 B2R4M6 (+1) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12 1

123 Beta�1,3�N�acetylglucosaminyltransferase lunatic fringe OS=Homo sapiens GN=LFNG PE=1 SV=2 Q8NES3 (+1) 42 kDa 1 1 1 0 0 1 1 0 0 0 2 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

124 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 Q6GMX0 26 kDa 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 2 2

125 Inter�alpha�trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2 Q06033 100 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 9 0 4

126 Prosaposin receptor GPR37L1 OS=Homo sapiens GN=GPR37L1 PE=1 SV=2 O60883 53 kDa 1 1 0 0 0 1 3 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 0 0

127 cDNA FLJ50735, highly similar to Calsyntenin�3 OS=Homo sapiens PE=2 SV=1 B4DRB1 (+2) 106 kDa 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0127 cDNA FLJ50735, highly similar to Calsyntenin�3 OS=Homo sapiens PE=2 SV=1 B4DRB1 (+2) 106 kDa 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0

128 Sine oculis�binding protein homolog OS=Homo sapiens GN=SOBP PE=1 SV=2 A7XYQ1 93 kDa 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0

129 78 kDa glucose�regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 P11021 (+1) 72 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2

130 Ig gamma�4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=1 P01861 36 kDa 1 1 0 0 0 0 1 0 1 1 0 0 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 3

131 SPARC�like 1 (Mast9, hevin), isoform CRA_a OS=Homo sapiens GN=SPARCL1 PE=4 SV=1 A0A024RDE1 (+1) 75 kDa 0 0 1 0 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 1 0 2 3 0 0

132 Amyloid�like protein 2 OS=Homo sapiens GN=APLP2 PE=1 SV=2 Q06481 (+1) 87 kDa 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0132 Amyloid�like protein 2 OS=Homo sapiens GN=APLP2 PE=1 SV=2 Q06481 (+1) 87 kDa 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0

133 Actinin, alpha 1, isoform CRA_a OS=Homo sapiens GN=ACTN1 PE=4 SV=1 A0A024R694 (+1) 103 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 7

134 Lymphocyte cytosolic protein 1 (L�plastin), isoform CRA_a OS=Homo sapiens GN=LCP1 PE=4 SV=1 A0A024RDT4 (+1) 70 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 7

135 Protein S100�A12 OS=Homo sapiens GN=S100A12 PE=1 SV=2 P80511 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1

136 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 P35527 62 kDa 0 1 0 1 1 1 1 1 1 1 2 1 1 1 0 1 0 1 1 1 1 1 0 0 0 0 0 0

137 Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 Q86Y38 108 kDa 0 2 1 0 0 2 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0137 Xylosyltransferase 1 OS=Homo sapiens GN=XYLT1 PE=1 SV=1 Q86Y38 108 kDa 0 2 1 0 0 2 1 0 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

138 Histone�lysine N�methyltransferase 2B OS=Homo sapiens GN=KMT2B PE=1 SV=1 Q9UMN6 294 kDa 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 0 0

139 Transketolase OS=Homo sapiens GN=TKT PE=1 SV=1 A0A0B4J1R6 (+6) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 2

140 Formin�like protein 1 OS=Homo sapiens GN=FMNL1 PE=1 SV=3 O95466 (+2) 122 kDa 0 0 1 2 1 0 1 1 2 1 0 0 0 1 0 1 0 1 2 0 0 0 0 0 0 0 0 0

141 Isoform 3 of Insulin�like growth factor II OS=Homo sapiens GN=IGF2 P01344�3 26 kDa 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 3 0 0 0

142 DNA FLJ94187 hi hl i il t H i CD99 ti (CD99) RNA OS H i PE 2 SV 1 B2R932 19 kD 0 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0142 cDNA, FLJ94187, highly similar to Homo sapiens CD99 antigen (CD99), mRNA OS=Homo sapiens PE=2 SV=1 B2R932 19 kDa 0 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

143 Inter�alpha�trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=1 A0A087WTE1 (+4) 107 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 4

144 Protein KIAA0100 OS=Homo sapiens GN=KIAA0100 PE=1 SV=3 Q14667 (+1) 254 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

145 FXYD domain containing ion transport regulator 6, isoform CRA_a OS=Homo sapiens GN=FXYD6 PE=4 SV=1 A0A024R3J8 (+5) 11 kDa 0 0 0 0 0 1 1 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

146 Protein�tyrosine�phosphatase OS=Homo sapiens GN=PTPRN2 PE=1 SV=1 E7EM83 (+2) 107 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 8 0 0 0

147 cDNA FLJ57323, highly similar to Synaptotagmin�4 OS=Homo sapiens PE=2 SV=1 B4DM35 15 kDa 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

148 cDNA, FLJ93914, highly similar to Homo sapiens histidine�rich glycoprotein (HRG), mRNA OS=Homo sapiens PE=2 SV=1 B2R8I2 (+1) 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 5

149 Anti�HCS scFv (Fragment) OS=Homo sapiens PE=2 SV=1 A2KBC5 25 kDa 0 1 0 0 0 0 1 0 0 1 0 1 1 0 0 0 0 0 0 0 2 1 0 1 1 2 0 0

150 Complement C5 OS=Homo sapiens GN=C5 PE=1 SV=4 P01031 188 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 4

151 cDNA FLJ78440, highly similar to Human lactoferrin OS=Homo sapiens PE=2 SV=1 A8K494 (+10) 78 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 3

152 Putative uncharacterized protein DKFZp686G11190 OS=Homo sapiens GN=DKFZp686G11190 PE=2 SV=1 Q6MZQ6 52 kDa 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 1 0 1 0 0 1 0

153 Filamin�A OS=Homo sapiens GN=FLNA PE=1 SV=1 A0A087WWY3 (+6) 246 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 5

154 Annexin OS=Homo sapiens GN=ANXA1 PE=2 SV=1 B5BU38 (+2) 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 7p ( )



155 Histone H3 OS=Homo sapiens GN=H3F3A PE=2 SV=1 B2R4P9 (+4) 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0

156 Thymosin, beta 10, isoform CRA_a (Fragment) OS=Homo sapiens GN=TMSB10 PE=4 SV=1 D6W5K2 (+1) 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 1 1 3 0 0 0

157 Ig lambda�7 chain C region (Fragment) OS=Homo sapiens GN=IGLC7 PE=1 SV=2 A0A075B6L1 11 kDa 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

158 Myosin�4 OS=Homo sapiens GN=MYH4 PE=1 SV=2 Q9Y623 223 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0

159 Bactericidal permeability�increasing protein OS=Homo sapiens GN=BPI PE=1 SV=4 P17213 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 6 3p y g p p

160 Serpin peptidase inhibitor, clade C (Antithrombin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINC1 PE=3 SV=1 A0A024R944 (+1) 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 7

161 Nucleosome�remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=3 Q12830 (+1) 338 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

162 FXYD domain�containing ion transport regulator 1 transcript variant b (Fragment) OS=Homo sapiens GN=FXYD1 PE=2 SV=1 C7E9P5 (+2) 7 kDa 0 0 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

163 Proline�rich protein HaeIII subfamily 1, isoform CRA_b OS=Homo sapiens GN=PRH1 PE=4 SV=1 A0A024RAQ4 (+7) 26 kDa 2 2 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

164 Profilin�1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 P07737 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7164 Profilin 1 OS Homo sapiens GN PFN1 PE 1 SV 2 P07737 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7

165 Similar to Kruppel�like factor 2 (Lung) (Fragment) OS=Homo sapiens PE=2 SV=1 Q8IUN4 (+1) 23 kDa 1 1 1 1 0 1 1 0 1 0 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0

166 Colony stimulating factor 1 (Macrophage), isoform CRA_a OS=Homo sapiens GN=CSF1 PE=4 SV=1 A0A024R0A1 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 4 2 0 0

167 Isoform 3 of Cartilage acidic protein 1 OS=Homo sapiens GN=CRTAC1 Q9NQ79�3 68 kDa 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

168 Isoform 3 of Leukotriene A�4 hydrolase OS=Homo sapiens GN=LTA4H P09960�3 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2

169 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 E9PKE3 (+3) 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3169 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 E9PKE3 (+3) 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 3

170 Synaptotagmin�7 (Fragment) OS=Homo sapiens GN=SYT7 PE=1 SV=1 F5H8G7 (+1) 19 kDa 0 0 1 0 0 1 0 1 0 0 3 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0

171 CD99 antigen�like 2, isoform CRA_d OS=Homo sapiens GN=CD99L2 PE=4 SV=1 A0A024RC16 (+4) 28 kDa 0 0 1 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

172 Complement component 1, q subcomponent, C chain, isoform CRA_a OS=Homo sapiens GN=C1QC PE=4 SV=1 A0A024RAA7 (+1) 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 1 2

173 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 P08670 (+2) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 7 2 0 0

174 Protein UBBP4 OS=Homo sapiens GN=UBBP4 PE=1 SV=1 J3QLP7 (+1) 25 kDa 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0174 Protein UBBP4 OS=Homo sapiens GN=UBBP4 PE=1 SV=1 J3QLP7 (+1) 25 kDa 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0

175 Truncated extracellular matrix protein 1 OS=Homo sapiens GN=ECM1 PE=4 SV=1 C8CHS3 (+1) 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 5 0 0 1

176 Isoform 2 of Neural cell adhesion molecule L1�like protein OS=Homo sapiens GN=CHL1 O00533�2 137 kDa 1 0 0 0 0 1 1 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 1 1

177 Myosin�9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 P35579 (+1) 227 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0

178 Catalase OS=Homo sapiens PE=2 SV=1 B4DWK8 (+1) 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 2

179 Protein IGKV2 28 (Fragment) OS=Homo sapiens GN=IGKV2D 28 PE=1 SV=1 A0A075B6P5 (+4) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 1 1 2 2179 Protein IGKV2�28 (Fragment) OS=Homo sapiens GN=IGKV2D�28 PE=1 SV=1 A0A075B6P5 (+4) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 1 1 2 2

180 Epididymis luminal protein 213 OS=Homo sapiens GN=HEL�213 PE=2 SV=1 V9HW34 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 1 3 1 0

181 Histone�lysine N�methyltransferase 2D OS=Homo sapiens GN=KMT2D PE=1 SV=2 O14686 (+1) 593 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

182 Afamin OS=Homo sapiens GN=AFM PE=1 SV=1 P43652 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2

183 Ras/Rap GTPase�activating protein SynGAP OS=Homo sapiens GN=SYNGAP1 PE=1 SV=4 Q96PV0 (+1) 148 kDa 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

184 I f 2 f E t l tid h h t / h h di t f il b 2 OS H i GN ENPP2 Q13822 2 105 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0184 Isoform 2 of Ectonucleotide pyrophosphatase/phosphodiesterase family member 2 OS=Homo sapiens GN=ENPP2 Q13822�2 105 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

185 cDNA FLJ76459, highly similar to Homo sapiens matrix metallopeptidase 8 (neutrophil collagenase) (MMP8), mRNA OS=Homo sapiens PE=2 SV=1 A8K9E4 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0

186 cDNA FLJ75574, highly similar to Homo sapiens prepronociceptin (PNOC), mRNA OS=Homo sapiens PE=2 SV=1 A8K0R8 (+4) 20 kDa 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 2 0 3 0 0 0

187 Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1 A0A087X130 25 kDa 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 1

188 Collagen alpha�1(XVIII) chain OS=Homo sapiens GN=COL18A1 PE=1 SV=5 P39060 178 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0

189 Glyceraldehyde�3�phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 P04406 (+2) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 4 0

190 Lysozyme OS=Homo sapiens GN=LYZ PE=2 SV=1 B2R4C5 (+1) 17 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1

191 CDNA FLJ26301 fis, clone DMC07540 OS=Homo sapiens PE=2 SV=1 Q6ZP85 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0

192 Apolipoprotein L, 1, isoform CRA_b OS=Homo sapiens GN=APOL1 PE=4 SV=1 A0A024R1G8 (+8) 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 1 3 0 0

193 Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=1 SV=3 F5H2D0 77 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4

194 Rho GTPase�activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 Q07960 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 1

195 HCG17415, isoform CRA_a OS=Homo sapiens GN=hCG_17415 PE=4 SV=1 A0A024R9T6 (+1) 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

196 Protein transport protein Sec16A OS=Homo sapiens GN=SEC16A PE=1 SV=1 J3KNL6 252 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0p p p

197 Sortilin�related VPS10 domain containing receptor 3 OS=Homo sapiens GN=SORCS3 PE=2 SV=1 Q17R88 (+1) 136 kDa 2 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

198 cDNA FLJ51036, highly similar to Matrix metalloproteinase�9 (EC3.4.24.35) OS=Homo sapiens PE=2 SV=1 B7Z507 (+1) 72 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 1

199 Neuronal pentraxin receptor, isoform CRA_a OS=Homo sapiens GN=NPTXR PE=4 SV=1 A0A024R1P8 (+1) 52 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 0 2 0 0 0

200 Galectin OS=Homo sapiens GN=LGALS3 PE=1 SV=1 Q6NVH9 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2

201 Actin�related protein 2/3 complex subunit 3 OS=Homo sapiens PE=2 SV=1 B2R4D5 (+3) 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1201 Actin related protein 2/3 complex subunit 3 OS Homo sapiens PE 2 SV 1 B2R4D5 (+3) 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1

202 cDNA, FLJ92583, highly similar to Homo sapiens glycogenin (GYG), mRNA OS=Homo sapiens PE=2 SV=1 B2R5R5 (+3) 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1

203 Apolipoprotein C�III OS=Homo sapiens GN=APOC3 PE=1 SV=1 B0YIW2 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 4

204 Protein disulfide�isomerase OS=Homo sapiens GN=P4HB PE=3 SV=1 A0A024R8S5 (+2) 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 1

205 Hemicentin�2 OS=Homo sapiens GN=HMCN2 PE=1 SV=1 A0A096LP30 542 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

206 Isoform 4 of Disintegrin and metalloproteinase domain�containing protein 15 OS=Homo sapiens GN=ADAM15 Q13444�4 90 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0206 Isoform 4 of Disintegrin and metalloproteinase domain�containing protein 15 OS=Homo sapiens GN=ADAM15 Q13444�4 90 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

207 Sorting nexin 6, isoform CRA_b OS=Homo sapiens GN=SNX6 PE=1 SV=1 A0A0A0MRI2 (+2) 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

208 NADH�ubiquinone oxidoreductase chain 5 OS=Homo sapiens GN=ND5 PE=3 SV=1 A0A059RS22 67 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

209 Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=1 J3QRS3 (+1) 20 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6

210 Rho GDP�dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=1 J3QQX2 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 3 0 0

211 cDNA FLJ57644, highly similar to Serum paraoxonase/arylesterase 1 (EC 3.1.1.2) OS=Homo sapiens PE=2 SV=1 B4DX19 (+1) 40 kDa 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0211 cDNA FLJ57644, highly similar to Serum paraoxonase/arylesterase 1 (EC 3.1.1.2) OS=Homo sapiens PE=2 SV=1 B4DX19 (+1) 40 kDa 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0

212 Amyloid beta A4 precursor protein�binding family B member 1�interacting protein OS=Homo sapiens GN=APBB1IP PE=1 SV=1 Q7Z5R6 73 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 1

213 Rho GTPase activating protein 4, isoform CRA_c OS=Homo sapiens GN=ARHGAP4 PE=1 SV=1 A0A0B4J1X7 71 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

214 Ig heavy chain variable region (Fragment) OS=Homo sapiens PE=4 SV=1 A0A068LKQ0 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

215 HCG1991735, isoform CRA_a OS=Homo sapiens GN=hCG_1991735 PE=4 SV=1 A0A024RC65 (+1) 189 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4

216 cDNA FLJ79373 highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09 (+4) 117 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0216 cDNA, FLJ79373, highly similar to Protein diaphanous homolog 3 (Fragment) OS=Homo sapiens PE=2 SV=1 B7ZB09 (+4) 117 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

217 Matrix Gla protein OS=Homo sapiens GN=MGP PE=3 SV=1 A0A024RAX0 (+1) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6 0 0 0

218 Bassoon (Presynaptic cytomatrix protein), isoform CRA_a OS=Homo sapiens GN=BSN PE=4 SV=1 A0A024R2Y4 (+1) 416 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

219 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 P00558 (+1) 45 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0

220 Complement component 1, q subcomponent, A chain, isoform CRA_a OS=Homo sapiens GN=C1QA PE=4 SV=1 A0A024RAG6 (+1) 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 1 0 1 1

221 S di / t i / l i h 2 OS H i GN SLC24A2 PE 1 SV 1 Q9UI40 (+1) 74 kD 1 0 0 0 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0221 Sodium/potassium/calcium exchanger 2 OS=Homo sapiens GN=SLC24A2 PE=1 SV=1 Q9UI40 (+1) 74 kDa 1 0 0 0 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

222 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 P13639 95 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3

223 cDNA FLJ53075, highly similar to Kininogen�1 OS=Homo sapiens PE=2 SV=1 B4DPP8 (+3) 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0

224 ADM OS=Homo sapiens GN=ADM PE=1 SV=1 P35318 20 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5 0 0 0

225 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=1 B7Z6Z4 (+8) 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3

6226 Vinculin, isoform CRA_c OS=Homo sapiens GN=VCL PE=4 SV=1 A0A024QZN4 (+3) 117 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1

227 Uncharacterized protein OS=Homo sapiens PE=1 SV=1 Q8TCD0 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1

228 von Willebrand factor OS=Homo sapiens GN=VWF PE=4 SV=1 L8E853 (+1) 298 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2

229 Insulin�like growth factor�binding protein 7 OS=Homo sapiens GN=IGFBP7 PE=1 SV=1 Q16270 29 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

230 F�actin�capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=1 B1AK85 (+4) 29 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2

231 cDNA FLJ58131, highly similar to Secretogranin�1 OS=Homo sapiens PE=2 SV=1 B4DEA7 68 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 0 0 0

232 Apolipoprotein F OS=Homo sapiens GN=APOF PE=1 SV=2 Q13790 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0

233 cDNA FLJ45763 fis, clone N1ESE2000698, highly similar to WD repeat protein 1 OS=Homo sapiens PE=2 SV=1 B3KXN4 (+5) 62 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2, , g y p p p ( )



234 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 H9KV28 (+4) 137 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

235 Isoform 6 of Fucose�1�phosphate guanylyltransferase OS=Homo sapiens GN=FPGT O14772�3 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

236 Protein dopey�2 OS=Homo sapiens GN=DOPEY2 PE=1 SV=5 Q9Y3R5 258 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

237 Proline rich 11, isoform CRA_a OS=Homo sapiens GN=PRR11 PE=2 SV=1 D2SNZ4 (+1) 40 kDa 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

238 Non�secretory ribonuclease OS=Homo sapiens GN=RNASE2 PE=1 SV=2 P10153 (+1) 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0y p ( )

239 Chromodomain�helicase�DNA�binding protein 8 OS=Homo sapiens GN=CHD8 PE=1 SV=5 Q9HCK8 291 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

240 Vasodilator�stimulated phosphoprotein, isoform CRA_a OS=Homo sapiens GN=VASP PE=4 SV=1 A0A024R0V4 (+1) 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

241 Immunoglobulin lambda�like polypeptide 5 OS=Homo sapiens GN=IGLL5 PE=1 SV=1 A0A087WWC9 (+5) 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0

242 Protein�tyrosine�phosphatase OS=Homo sapiens GN=PTPRD PE=2 SV=1 Q2HXI4 215 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

243 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 P27824 (+1) 68 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0243 Calnexin OS Homo sapiens GN CANX PE 1 SV 2 P27824 (+1) 68 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

244 Methyl�CpG binding domain protein 6, isoform CRA_a OS=Homo sapiens GN=MBD6 PE=4 SV=1 A0A024RBA3 (+2) 101 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

245 cDNA FLJ76746, highly similar to Homo sapiens brevican (BCAN), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 A8K144 (+1) 99 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 0 0

246 Isoform 2 of LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 Q14847�2 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 2 0 0

247 Integrin alpha�M OS=Homo sapiens GN=ITGAM PE=1 SV=2 P11215 (+1) 127 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 1

248 Isoform 4 of Phosphoinositide�3�kinase�interacting protein 1 OS=Homo sapiens GN=PIK3IP1 Q96FE7�4 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 0 0 0248 Isoform 4 of Phosphoinositide�3�kinase�interacting protein 1 OS=Homo sapiens GN=PIK3IP1 Q96FE7�4 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 3 0 0 0

249 Complement component 9, isoform CRA_a OS=Homo sapiens GN=C9 PE=4 SV=1 A0A024R035 (+1) 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 1

250 Coronin OS=Homo sapiens GN=CORO1A PE=3 SV=1 A0A024R611 (+2) 51 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 3

251 cDNA FLJ76079, highly similar to Homo sapiens lymphocyte�specific protein 1 (LSP1), mRNA OS=Homo sapiens PE=2 SV=1 A8K2L4 (+1) 37 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 3 0 0

252 Apolipoprotein C�II, isoform CRA_a OS=Homo sapiens GN=APOC2 PE=4 SV=1 A0A024R0T9 (+3) 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 3 0 0

253 Paired box gene 8, isoform CRA d OS=Homo sapiens GN=PAX8 PE=4 SV=1 A0A024R524 (+1) 43 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0253 Paired box gene 8, isoform CRA_d OS=Homo sapiens GN=PAX8 PE=4 SV=1 A0A024R524 (+1) 43 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

254 Isoform 3 of Apical endosomal glycoprotein OS=Homo sapiens GN=MAMDC4 Q6UXC1�3 104 kDa 1 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

255 cDNA FLJ77835, highly similar to Homo sapiens complement component 1, s subcomponent (C1S), transcript variant 2, mRNA OS=Homo sapiens PE=2 SV=1 A8K2N0 (+1) 77 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 3

256 cDNA FLJ58890, highly similar to GTP�binding protein PTD004 OS=Homo sapiens PE=2 SV=1 B4DK14 31 kDa 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

257 Hypoxia up�regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 A0A087X054 (+3) 105 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 1 1 0

258 cDNA FLJ54020 highly similar to Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens PE=2 SV=1 B4DLR3 (+2) 87 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 1258 cDNA FLJ54020, highly similar to Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens PE=2 SV=1 B4DLR3 (+2) 87 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 1

259 Transgelin�2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 P37802 (+1) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1

260 Dermcidin OS=Homo sapiens GN=DCD PE=1 SV=2 P81605 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0

261 cDNA FLJ55526, highly similar to Complement C2 (EC 3.4.21.43) OS=Homo sapiens PE=2 SV=1 B4DV48 (+4) 80 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 3 0 0 0

262 Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 P80723 23 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0

263 C i III i f CRA OS H i GN CPNE3 PE 4 SV 1 A0A024R994 (+1) 60 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1263 Copine III, isoform CRA_a OS=Homo sapiens GN=CPNE3 PE=4 SV=1 A0A024R994 (+1) 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

264 cDNA, FLJ93426, highly similar to Homo sapiens plasminogen (PLG), mRNA OS=Homo sapiens PE=2 SV=1 B2R7F8 (+1) 91 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 1

265 Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=2 O95445 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2

266 ODZ1 protein OS=Homo sapiens GN=ODZ1 PE=2 SV=1 B7ZMH4 306 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

267 Neurogenic locus notch homolog protein 2 OS=Homo sapiens GN=NOTCH2 PE=1 SV=3 Q04721 265 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

268 Chondroitin sulfate proteoglycan 2 (Versican) variant (Fragment) OS=Homo sapiens PE=2 SV=1 Q59FG9 374 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

269 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 P37837 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

270 Annexin OS=Homo sapiens PE=2 SV=1 A8K3Q7 (+1) 76 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0

271 Chitinase 3�like 1 (Cartilage glycoprotein�39), isoform CRA_a OS=Homo sapiens GN=CHI3L1 PE=3 SV=1 A0A024R969 (+1) 43 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

272 Protein furry homolog OS=Homo sapiens GN=FRY PE=1 SV=1 A0A0C4DFX2 (+1) 338 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

273 Truncated nucleolar phosphoprotein B23 OS=Homo sapiens GN=NPM1 PE=2 SV=1 A4ZU86 (+5) 30 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

274 Probable helicase senataxin OS=Homo sapiens GN=SETX PE=1 SV=4 Q7Z333 (+2) 303 kDa 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

275 SH3 domain�binding glutamic acid�rich�like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=1 A0A087WV23 (+3) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2g g p p ( )

276 cDNA FLJ60974, highly similar to Mediator of RNA polymerase II transcription subunit 12 OS=Homo sapiens PE=2 SV=1 B4DYQ3 222 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

277 Lipopolysaccharide�binding protein OS=Homo sapiens GN=LBP PE=1 SV=3 P18428 (+1) 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3

278 Desmoglein�2 OS=Homo sapiens GN=DSG2 PE=1 SV=2 Q14126 122 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

279 Guanylate cyclase soluble subunit beta�2 OS=Homo sapiens GN=GUCY1B2 PE=2 SV=2 O75343 70 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

280 Arginine�glutamic acid dipeptide (RE) repeats, isoform CRA_a OS=Homo sapiens GN=RERE PE=4 SV=1 A0A024R4E9 (+1) 172 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0280 Arginine glutamic acid dipeptide (RE) repeats, isoform CRA_a OS Homo sapiens GN RERE PE 4 SV 1 A0A024R4E9 (+1) 172 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

281 cDNA FLJ56936, highly similar to Vitamin K�dependent protein S OS=Homo sapiens PE=2 SV=1 B4E1L6 (+4) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

282 Anomalous homeobox protein OS=Homo sapiens GN=ANHX PE=2 SV=1 E9PGG2 42 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

283 TPR and ankyrin repeat�containing protein 1 OS=Homo sapiens GN=TRANK1 PE=2 SV=4 O15050 336 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

284 Golgi autoantigen, golgin subfamily a, 2, isoform CRA_a OS=Homo sapiens GN=GOLGA2 PE=1 SV=1 A0A0C4DGS5 (+1) 112 kDa 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

285 RNA�binding protein 45 OS=Homo sapiens GN=RBM45 PE=1 SV=1 Q8IUH3 (+2) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0285 RNA�binding protein 45 OS=Homo sapiens GN=RBM45 PE=1 SV=1 Q8IUH3 (+2) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

286 Neuroblastoma suppressor of tumorigenicity 1 OS=Homo sapiens GN=NBL1 PE=1 SV=1 A0A087WTY6 (+2) 23 kDa 1 1 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

287 Rheumatoid factor C6 light chain (Fragment) OS=Homo sapiens GN=V<kappa>1 PE=2 SV=1 A0N5G1 (+1) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 1

288 Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 P12429 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3 1

289 Bridging integrator 2 OS=Homo sapiens GN=BIN2 PE=1 SV=1 A0A087X188 (+6) 65 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0

290 cDNA FLJ53063, highly similar to Tubulin beta�7 chain OS=Homo sapiens PE=2 SV=1 B4DMU8 (+11) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0290 cDNA FLJ53063, highly similar to Tubulin beta�7 chain OS=Homo sapiens PE=2 SV=1 B4DMU8 (+11) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0

291 Putative uncharacterized protein DKFZp686P15220 OS=Homo sapiens GN=DKFZp686P15220 PE=1 SV=1 Q6N089 52 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0

292 Hepcidin OS=Homo sapiens GN=HAMP PE=1 SV=2 P81172 9 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0

293 Phosphatidylinositol 3�kinase regulatory subunit alpha OS=Homo sapiens GN=PIK3R1 PE=1 SV=2 P27986 (+1) 84 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

294 Trichohyalin OS=Homo sapiens GN=TCHH PE=1 SV=2 Q07283 254 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

295 Protein HEG homolog 1 OS=Homo sapiens GN=HEG1 PE=1 SV=3 Q9ULI3 147 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0295 Protein HEG homolog 1 OS=Homo sapiens GN=HEG1 PE=1 SV=3 Q9ULI3 147 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0

296 Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1 J3QLI9 (+2) 8 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1

297 cDNA FLJ51949, highly similar to AMP deaminase 3 (EC 3.5.4.6) OS=Homo sapiens PE=2 SV=1 B7Z5L7 (+8) 78 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

298 Eukaryotic translation initiation factor 5A�1 OS=Homo sapiens GN=EIF5A PE=1 SV=1 I3L504 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

299 Histone H2A OS=Homo sapiens GN=H2AFV PE=3 SV=1 C9J0D1 (+3) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0

300 R di i OS H i GN RDX PE 2 SV 1 B0YJ88 (+2) 69 kD 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0300 Radixin OS=Homo sapiens GN=RDX PE=2 SV=1 B0YJ88 (+2) 69 kDa 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

301 Vacuolar protein sorting�associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 Q96QK1 92 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

302 Latrophilin�1 OS=Homo sapiens GN=LPHN1 PE=1 SV=1 O94910 (+1) 163 kDa 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

303 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 Q08378 (+1) 167 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

304 Isoform 2 of Vascular cell adhesion protein 1 OS=Homo sapiens GN=VCAM1 P19320�2 71 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

305 Anion exchange protein OS=Homo sapiens GN=SLC4A4 PE=3 SV=1 A0A024RD97 (+4) 121 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

306 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 P53999 (+2) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

307 SH3 and multiple ankyrin repeat domains protein 3 OS=Homo sapiens GN=SHANK3 PE=1 SV=3 Q9BYB0 185 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

308 Histone H2A OS=Homo sapiens GN=HIST1H2AC PE=3 SV=1 A0A024R017 (+4) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0

309 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1 P68032 42 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0

310 Serum amyloid A protein OS=Homo sapiens PE=2 SV=1 B2R5G8 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

311 Protein disulfide�isomerase OS=Homo sapiens PE=2 SV=1 B3KQT2 (+3) 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

312 SEZ6L protein OS=Homo sapiens GN=SEZ6L PE=1 SV=1 B7ZLJ8 (+5) 110 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0p p ( )



313 Dickkopf�related protein 3 OS=Homo sapiens GN=DKK3 PE=1 SV=1 F6SYF8 (+1) 40 kDa 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

314 Protein ADGRB2 OS=Homo sapiens GN=ADGRB2 PE=1 SV=1 A2A3C2 (+6) 169 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0

315 Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=1 B2R5W2 (+6) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1

316 Lamin�B1 OS=Homo sapiens GN=LMNB1 PE=1 SV=2 P20700 66 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

317 cDNA FLJ55694, highly similar to Dipeptidyl�peptidase 1 (EC 3.4.14.1) OS=Homo sapiens PE=2 SV=1 B4DJQ8 (+1) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1, g y p p y p p ( ) p Q ( )

318 cDNA FLJ77823, highly similar to Homo sapiens EGF�containing fibulin�like extracellular matrix protein 1, transcript variant 3, mRNA OS=Homo sapiens PE=2 SV=1 A8KAJ3 (+6) 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0

319 S�formylglutathione hydrolase (Fragment) OS=Homo sapiens GN=ESD PE=1 SV=1 U3KQT1 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

320 cDNA FLJ53963, highly similar to Leukocyte elastase inhibitor OS=Homo sapiens PE=2 SV=1 B4E3A8 (+2) 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1

321 CMP�N�acetylneuraminate�beta�galactosamide�alpha�2,3�sialyltransferase 4 (Fragment) OS=Homo sapiens GN=ST3GAL4 PE=1 SV=1 E9PQZ2 (+10) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

322 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 P53618 107 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1322 Coatomer subunit beta OS Homo sapiens GN COPB1 PE 1 SV 3 P53618 107 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

323 X�ray repair cross�complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 P13010 83 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

324 Major prion protein OS=Homo sapiens GN=PRNP PE=3 SV=1 A1YVW6 28 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

325 Zinc finger RNA�binding protein 2 OS=Homo sapiens GN=ZFR2 PE=2 SV=3 Q9UPR6 101 kDa 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

326 cDNA FLJ57015, highly similar to Synaptopodin 2�like protein OS=Homo sapiens PE=2 SV=1 B4DJ09 (+1) 103 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

327 Ubiquitin carboxyl�terminal hydrolase 38 OS=Homo sapiens GN=USP38 PE=1 SV=2 Q8NB14 (+1) 117 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1327 Ubiquitin carboxyl�terminal hydrolase 38 OS=Homo sapiens GN=USP38 PE=1 SV=2 Q8NB14 (+1) 117 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

328 Isoform 7 of CCR4�NOT transcription complex subunit 4 OS=Homo sapiens GN=CNOT4 O95628�7 75 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

329 Haptoglobin�related protein OS=Homo sapiens GN=HPR PE=1 SV=1 A0A0A0MRD9 31 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

330 Proteoglycan 4, isoform CRA_a OS=Homo sapiens GN=PRG4 PE=4 SV=1 A0A024R930 (+5) 151 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

331 Isoform 5 of Ubiquitin carboxyl�terminal hydrolase 19 OS=Homo sapiens GN=USP19 O94966�5 156 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

332 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 P00491 (+2) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3332 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 P00491 (+2) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3

333 Proteasome subunit alpha type�5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 P28066 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

334 Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 P26038 (+1) 68 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

335 Wiskott�Aldrich syndrome protein interacting protein, isoform CRA_a OS=Homo sapiens GN=WASPIP PE=4 SV=1 D3DPE6 (+3) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

336 Proteasome subunit beta type OS=Homo sapiens GN=PSMB9 PE=1 SV=1 A2ACR1 (+3) 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

337 Sortilin related VPS10 domain containing receptor 1 isoform CRA d OS=Homo sapiens GN=SORCS1 PE=2 SV=1 A8K182 (+7) 126 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0337 Sortilin�related VPS10 domain containing receptor 1, isoform CRA_d OS=Homo sapiens GN=SORCS1 PE=2 SV=1 A8K182 (+7) 126 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

338 Phospholipase B�like 1 OS=Homo sapiens GN=PLBD1 PE=1 SV=2 Q6P4A8 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0

339 Microtubule�associated protein OS=Homo sapiens GN=MAP4 PE=1 SV=1 E7EVA0 245 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

340 Glutaminyl�peptide cyclotransferase (Fragment) OS=Homo sapiens GN=QPCT PE=1 SV=1 B5MCZ9 (+1) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

341 cDNA, FLJ95778, highly similar to Homo sapiens serpin peptidase inhibitor, clade A (alpha�1 antiproteinase, antitrypsin), member 10 (SERPINA10), mRNA OS=Homo sapiens PE=2 SV=1 B2RBZ5 51 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

342 G th f t t b d t i 2 OS H i GN GRB2 PE 2 SV 1 B0LPF3 (+3) 25 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0342 Growth factor receptor�bound protein 2 OS=Homo sapiens GN=GRB2 PE=2 SV=1 B0LPF3 (+3) 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

343 Fructose�bisphosphate aldolase OS=Homo sapiens PE=2 SV=1 B7Z1L5 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

344 Isoform 3 of Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 P40925�3 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

345 Proprotein convertase subtilisin/kexin type 1 OS=Homo sapiens GN=PCSK1 PE=2 SV=1 A1L3V6 (+2) 84 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0

346 Arachidonate 5�lipoxygenase�activating protein OS=Homo sapiens GN=ALOX5AP PE=1 SV=1 A0A087WW23 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

347 Protein IGKV1�9 (Fragment) OS=Homo sapiens GN=IGKV1�9 PE=4 SV=1 A0A0C4DH69 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0

348 Protein S100 OS=Homo sapiens PE=2 SV=1 B2R5H0 (+2) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

349 High affinity cAMP�specific and IBMX�insensitive 3',5'�cyclic phosphodiesterase 8A OS=Homo sapiens GN=PDE8A PE=1 SV=2 O60658 (+1) 93 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

350 Basic salivary proline�rich protein 1 OS=Homo sapiens GN=PRB1 PE=1 SV=2 G3V1M9 (+3) 32 kDa 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

351 Vascular non�inflammatory molecule 2 OS=Homo sapiens GN=VNN2 PE=1 SV=3 O95498 59 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

352 Glutamate receptor�interacting protein 1 (Fragment) OS=Homo sapiens GN=GRIP1 PE=1 SV=1 F5H4N6 114 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

353 Ig heavy chain V�III region GA OS=Homo sapiens PE=1 SV=1 P01769 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

354 Beta�hexosaminidase OS=Homo sapiens GN=HEXB PE=3 SV=1 A0A024RAJ6 (+1) 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0p ( )

355 Putative uncharacterized protein DKFZp686C15213 OS=Homo sapiens GN=DKFZp686C15213 PE=2 SV=1 Q6MZU6 51 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0

356 Ras GTPase�activating protein 2 OS=Homo sapiens GN=RASA2 PE=1 SV=1 A0A0A0MSJ9 (+2) 97 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

357 cDNA FLJ77770, highly similar to Homo sapiens nucleobindin 1 (NUCB1), mRNA OS=Homo sapiens PE=2 SV=1 A8K7Q1 (+3) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0

358 Eosinophil cationic protein OS=Homo sapiens GN=RNASE3 PE=1 SV=2 P12724 (+1) 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

359 Cell growth regulator with EF hand domain protein 1 OS=Homo sapiens GN=CGREF1 PE=2 SV=2 Q99674 (+2) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0359 Cell growth regulator with EF hand domain protein 1 OS Homo sapiens GN CGREF1 PE 2 SV 2 Q99674 (+2) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0

360 Protein FAM3C (Fragment) OS=Homo sapiens GN=FAM3C PE=1 SV=1 C9JMN4 (+1) 16 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0

361 Neural proliferation differentiation and control protein 1 OS=Homo sapiens GN=NPDC1 PE=1 SV=1 Q5SPY9 (+3) 43 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0

362 Dysferlin OS=Homo sapiens GN=DYSF PE=1 SV=1 O75923 (+14) 237 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0

363 Carboxypeptidase N subunit 2 OS=Homo sapiens GN=CPN2 PE=1 SV=3 P22792 61 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1

364 Isoform 2 of Glutathione synthetase OS=Homo sapiens GN=GSS P48637�2 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0364 Isoform 2 of Glutathione synthetase OS=Homo sapiens GN=GSS P48637�2 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

365 cDNA FLJ50249, highly similar to Probable G�protein coupled receptor 97 OS=Homo sapiens PE=2 SV=1 B4DVW2 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

366 Calmodulin (Fragment) OS=Homo sapiens GN=CALM2 PE=1 SV=1 H0Y7A7 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

367 Isoform 2 of Glutathione S�transferase omega�1 OS=Homo sapiens GN=GSTO1 P78417�2 (+1) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

368 Delta globin OS=Homo sapiens GN=HBD PE=3 SV=1 A0N071 (+1) 16 kDa 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

369 Diacylglycerol kinase OS=Homo sapiens GN=DGKI PE=1 SV=1 E7EM72 (+2) 115 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0369 Diacylglycerol kinase OS=Homo sapiens GN=DGKI PE=1 SV=1 E7EM72 (+2) 115 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

370 Apolipoprotein D (Fragment) OS=Homo sapiens GN=APOD PE=1 SV=1 C9JF17 (+2) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

371 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 P14625 (+2) 92 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

372 Gamma�adducin OS=Homo sapiens GN=ADD3 PE=1 SV=1 A0A087WX08 (+5) 75 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

373 cDNA, FLJ93259, highly similar to Homo sapiens ecotropic viral integration site 2B (EVI2B), mRNA OS=Homo sapiens PE=2 SV=1 B2R732 (+3) 49 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

374 Prosaposin receptor GPR37 OS=Homo sapiens GN=GPR37 PE=1 SV=2 O15354 67 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0374 Prosaposin receptor GPR37 OS=Homo sapiens GN=GPR37 PE=1 SV=2 O15354 67 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0

375 Ig gamma�3 chain C region OS=Homo sapiens GN=IGHG3 PE=1 SV=1 A0A087WVW2 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

376 Isoform 2 of Lipopolysaccharide�induced tumor necrosis factor�alpha factor OS=Homo sapiens GN=LITAF Q99732�2 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

377 Serine hydroxymethyltransferase, cytosolic OS=Homo sapiens GN=SHMT1 PE=1 SV=1 P34896 (+3) 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

378 Translin, isoform CRA_b OS=Homo sapiens GN=TSN PE=2 SV=1 B3KRM8 (+4) 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

379 POTE k i d i f il b F OS H i GN POTEF PE 1 SV 2 A5A3E0 121 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0379 POTE ankyrin domain family member F OS=Homo sapiens GN=POTEF PE=1 SV=2 A5A3E0 121 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

380 Condensin complex subunit 2 OS=Homo sapiens PE=2 SV=1 A8K4T8 (+5) 83 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

381 Protein kinase C substrate 80K�H, isoform CRA_a OS=Homo sapiens GN=PRKCSH PE=4 SV=1 A0A024R7F1 (+4) 59 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

382 Peroxiredoxin 2, isoform CRA_a OS=Homo sapiens GN=PRDX2 PE=1 SV=2 A6NIW5 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

383 Peptidyl�prolyl cis�trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 P23284 (+1) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

384 Macrophage colony�stimulating factor 1 receptor OS=Homo sapiens GN=CSF1R PE=1 SV=2 P07333 108 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

385 Arachidonate 5�lipoxygenase OS=Homo sapiens GN=ALOX5 PE=1 SV=2 P09917 (+2) 78 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

386 Cytoplasmic tRNA 2�thiolation protein 2 OS=Homo sapiens GN=CTU2 PE=1 SV=1 H3BSW6 (+3) 64 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

387 Chitotriosidase�1 OS=Homo sapiens GN=CHIT1 PE=1 SV=1 D6REY1 (+5) 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

388 Rho guanine nucleotide exchange factor 12 OS=Homo sapiens GN=ARHGEF12 PE=1 SV=1 E9PMR6 (+2) 162 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

389 Calpain 1, (Mu/I) large subunit, isoform CRA_a OS=Homo sapiens GN=CAPN1 PE=4 SV=1 A0A024R580 (+4) 82 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

390 cDNA FLJ75342, highly similar to Homo sapiens solute carrier family 12, (potassium�chloride transporter) member 5 (SLC12A5), mRNA OS=Homo sapiens PE=2 SV=1 A8K143 (+2) 123 kDa 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

391 Putative GTP�binding protein RAY�like variant (Fragment) OS=Homo sapiens PE=2 SV=1 I7FU17 31 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0g p ( g ) p



392 Myomesin (M�protein) 2, 165kDa, isoform CRA_c OS=Homo sapiens GN=MYOM2 PE=4 SV=1 A0A024QZ61 (+1) 165 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

393 Putative Dol�P�Glc:Glc(2)Man(9)GlcNAc(2)�PP�Dol alpha�1,2�glucosyltransferase OS=Homo sapiens GN=ALG10B PE=1 SV=2 Q5I7T1 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

394 Pro�thyrotropin�releasing hormone OS=Homo sapiens GN=TRH PE=1 SV=1 D6RFM1 (+1) 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0

395 Plexin domain�containing protein 2 OS=Homo sapiens GN=PLXDC2 PE=1 SV=1 Q6UX71 (+1) 60 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

396 cDNA FLJ75285, highly similar to Homo sapiens platelet�derived growth factor alpha polypeptide(PDGFA), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 A8K852 (+2) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0, g y p p g p p yp p ( ), p , p ( )

397 Keratin 1 OS=Homo sapiens GN=KRT1 PE=3 SV=1 H6VRF8 (+6) 66 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

398 L�lactate dehydrogenase OS=Homo sapiens PE=2 SV=1 B4DJI1 (+3) 34 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0

399 Myosin�reactive immunoglobulin heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=1 Q9UL89 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

400 Ig heavy chain V�III region JON OS=Homo sapiens PE=1 SV=1 P01780 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0

401 Galectin�related protein OS=Homo sapiens GN=LGALSL PE=1 SV=2 Q3ZCW2 (+1) 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1401 Galectin related protein OS Homo sapiens GN LGALSL PE 1 SV 2 Q3ZCW2 (+1) 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

402 ATP synthase subunit beta (Fragment) OS=Homo sapiens GN=ATP5B PE=1 SV=1 H0YH81 (+3) 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

403 LisH domain�containing protein ARMC9 OS=Homo sapiens GN=ARMC9 PE=1 SV=1 A0A087X1I8 (+1) 92 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

404 cDNA FLJ76254, highly similar to Homo sapiens gamma�glutamyl hydrolase (GGH), mRNA OS=Homo sapiens PE=2 SV=1 A8K335 (+2) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

405 Elongation factor 1�alpha OS=Homo sapiens GN=EEF1A1 PE=2 SV=1 Q6IPT9 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

406 Protein deglycase DJ�1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 Q99497 (+1) 20 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0406 Protein deglycase DJ�1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 Q99497 (+1) 20 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

407 cDNA FLJ37558 fis, clone BRCOC1000087 OS=Homo sapiens PE=2 SV=1 Q8N1U0 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

408 Werner syndrome ATP�dependent helicase OS=Homo sapiens GN=WRN PE=1 SV=2 Q14191 162 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

409 Hexokinase OS=Homo sapiens PE=2 SV=1 A8K2U2 (+2) 102 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

410 cDNA FLJ54710, highly similar to Target of Myb protein 1 OS=Homo sapiens PE=2 SV=1 B4DKQ5 (+3) 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

411 ARP3 actin�related protein 3 homolog (Yeast), isoform CRA a OS=Homo sapiens GN=ACTR3 PE=3 SV=1 A0A024RAI1 (+4) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0411 ARP3 actin�related protein 3 homolog (Yeast), isoform CRA_a OS=Homo sapiens GN=ACTR3 PE=3 SV=1 A0A024RAI1 (+4) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

412 Chromosome 1 open reading frame 24, isoform CRA_a OS=Homo sapiens GN=C1orf24 PE=4 SV=1 A0A024R978 (+1) 103 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

413 Mannosyl�oligosaccharide 1,2�alpha�mannosidase IA OS=Homo sapiens GN=MAN1A1 PE=1 SV=3 P33908 73 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

414 Serum amyloid A�2 protein OS=Homo sapiens GN=SAA2 PE=1 SV=1 P0DJI9 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0

415 Azurocidin OS=Homo sapiens GN=AZU1 PE=1 SV=3 P20160 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

416 Uncharacterized protein KIAA0753 OS=Homo sapiens GN=KIAA0753 PE=1 SV=3 Q2KHM9 (+1) 109 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0416 Uncharacterized protein KIAA0753 OS=Homo sapiens GN=KIAA0753 PE=1 SV=3 Q2KHM9 (+1) 109 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

417 Serine/threonine�protein phosphatase PP1�alpha catalytic subunit (Fragment) OS=Homo sapiens GN=PPP1CA PE=1 SV=1 F5H1L6 18 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

418 HCG40889, isoform CRA_b OS=Homo sapiens GN=hCG_40889 PE=4 SV=1 A0A024R962 (+3) 139 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

419 RAD21 homolog (S. pombe), isoform CRA_a OS=Homo sapiens GN=RAD21 PE=4 SV=1 A0A024R9J0 (+1) 72 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

420 SH3 domain�binding glutamic acid�rich�like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 O75368 (+1) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0

421 P t i TNFSF12 TNFSF13 OS H i GN TNFSF12 TNFSF13 PE 1 SV 1 A0A0A6YY99 (+1) 37 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0421 Protein TNFSF12�TNFSF13 OS=Homo sapiens GN=TNFSF12�TNFSF13 PE=1 SV=1 A0A0A6YY99 (+1) 37 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

422 Isoform 2 of Sorting nexin�3 OS=Homo sapiens GN=SNX3 O60493�2 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

423 cDNA, FLJ93711, highly similar to Homo sapiens myeloid cell nuclear differentiation antigen (MNDA), mRNA OS=Homo sapiens PE=2 SV=1 B2R829 (+2) 46 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

424 Interferon�induced transmembrane protein 2 OS=Homo sapiens GN=IFITM2 PE=1 SV=1 E9PQN9 (+1) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

425 Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_a OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDJ0 (+1) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0

426 cDNA, FLJ93532, highly similar to Homo sapiens osteomodulin (OMD), mRNA OS=Homo sapiens PE=2 SV=1 B2R7N9 (+1) 49 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

427 Protein IGKV3�11 OS=Homo sapiens GN=IGKV3�11 PE=4 SV=1 A0A087WZW8 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

428 Nuclear receptor�binding factor 2 OS=Homo sapiens GN=NRBF2 PE=1 SV=1 Q96F24 (+2) 32 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

429 Chromosome 9 open reading frame 19, isoform CRA_a (Fragment) OS=Homo sapiens GN=C9orf19 PE=4 SV=1 D3DRP5 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

430 Histone H2AX OS=Homo sapiens GN=H2AFX PE=1 SV=2 P16104 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

431 Phospholipid transfer protein, isoform CRA_c OS=Homo sapiens GN=PLTP PE=2 SV=1 B3KUE5 (+4) 57 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

432 SH3 domain and tetratricopeptide repeats 1, isoform CRA_f OS=Homo sapiens GN=SH3TC1 PE=2 SV=1 B3KWX8 (+3) 139 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

433 cDNA FLJ52146, highly similar to Grancalcin OS=Homo sapiens PE=2 SV=1 B7Z322 (+3) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0, g y p ( )

434 Zinc finger CCCH domain�containing protein 4 OS=Homo sapiens GN=ZC3H4 PE=1 SV=3 Q9UPT8 140 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

435 Serine/threonine�protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=1 A6PVN5 (+9) 37 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

436 cDNA FLJ76290, highly similar to Homo sapiens TIA1 cytotoxic granule�associated RNA bindingprotein�like 1 (TIAL1), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=1 A8K5C4 (+3) 42 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

437 6�phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens PE=2 SV=1 B4E2U0 (+2) 51 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

438 Ninein�like protein OS=Homo sapiens GN=NINL PE=1 SV=2 Q9Y2I6 (+1) 156 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0438 Ninein like protein OS Homo sapiens GN NINL PE 1 SV 2 Q9Y2I6 (+1) 156 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

439 NADH�ubiquinone oxidoreductase chain 2 OS=Homo sapiens GN=ND2 PE=3 SV=1 A0A059QZ90 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

440 CDNA FLJ27243 fis, clone SYN08134 OS=Homo sapiens PE=2 SV=1 Q6ZNS3 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

441 cDNA, FLJ92494, highly similar to Homo sapiens GABA(A) receptor�associated protein (GABARAP), mRNA OS=Homo sapiens PE=2 SV=1 B2R5J1 (+4) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

442 cDNA FLJ54402, highly similar to Integrin alpha�10 OS=Homo sapiens PE=2 SV=1 B4E2A1 119 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

443 Putative T�complex protein 1 subunit theta�like 1 OS=Homo sapiens GN=CCT8L1P PE=5 SV=1 A6NM43 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1443 Putative T�complex protein 1 subunit theta�like 1 OS=Homo sapiens GN=CCT8L1P PE=5 SV=1 A6NM43 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

444 cDNA, FLJ96292, highly similar to Homo sapiens solute carrier family 5 (choline transporter), member 7 (SLC5A7), mRNA OS=Homo sapiens PE=2 SV=1 B2RCU2 (+2) 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

445 MKL/myocardin�like protein 2 OS=Homo sapiens GN=MKL2 PE=1 SV=3 Q9ULH7 (+1) 118 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

446 cDNA FLJ58995, highly similar to T�cell surface glycoprotein CD1b OS=Homo sapiens PE=2 SV=1 B4E0D3 (+3) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

447 Protein RRNAD1 OS=Homo sapiens GN=RRNAD1 PE=2 SV=2 Q96FB5 53 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

448 cDNA FLJ53048, highly similar to Phosphoglycerate mutase 1 (EC 5.4.2.1) OS=Homo sapiens PE=2 SV=1 B4DJA4 (+7) 16 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0448 cDNA FLJ53048, highly similar to Phosphoglycerate mutase 1 (EC 5.4.2.1) OS=Homo sapiens PE=2 SV=1 B4DJA4 (+7) 16 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

449 cDNA FLJ76262, highly similar to Homo sapiens I factor (complement) (IF), mRNA OS=Homo sapiens PE=2 SV=1 A8K3L0 (+3) 66 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0

450 cDNA FLJ76817, highly similar to Homo sapiens non�POU domain containing, octamer�binding (NONO), mRNA OS=Homo sapiens PE=2 SV=1 A8K525 (+2) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0

451 Neurexophilin�4 OS=Homo sapiens GN=NXPH4 PE=2 SV=3 O95158 33 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0

452 Acidic leucine�rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 P39687 (+2) 29 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1

453 CD44 protein (Fragment) OS=Homo sapiens GN=CD44 PE=2 SV=1 Q99900 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0453 CD44 protein (Fragment) OS=Homo sapiens GN=CD44 PE=2 SV=1 Q99900 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

454 Glucosidase, alpha neutral AB, isoform CRA_b OS=Homo sapiens GN=GANAB PE=3 SV=1 A0A024R592 (+9) 96 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0

455 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=1 G3V180 (+1) 84 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

456 S�adenosylmethionine synthase isoform type�2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 P31153 (+1) 44 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

457 Eukaryotic translation initiation factor 2 beta OS=Homo sapiens GN=EIF2S2 PE=2 SV=1 B5BU01 (+2) 38 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

458 R ti l OS H i PE 2 SV 1 B7Z3E3 (+4) 101 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0458 Reticulon OS=Homo sapiens PE=2 SV=1 B7Z3E3 (+4) 101 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

459 Protein IGKV2D�29 (Fragment) OS=Homo sapiens GN=IGKV2D�29 PE=1 SV=1 A0A075B6S2 (+2) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

460 Isoform 3 of Hepatoma�derived growth factor OS=Homo sapiens GN=HDGF P51858�3 28 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

461 Protein IGHV1�69 (Fragment) OS=Homo sapiens GN=IGHV1�69 PE=1 SV=1 A0A0B4J1V5 (+2) 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

462 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 P55072 (+1) 89 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

6 6 6463 cDNA FLJ75620 OS=Homo sapiens PE=2 SV=1 A8K2F4 (+2) 86 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

464 Alpha�1�acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=1 P02763 (+1) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

465 Ubiquilin 1, isoform CRA_d OS=Homo sapiens GN=UBQLN1 PE=4 SV=1 A0A024R258 (+6) 59 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

466 Synaptopodin 2 OS=Homo sapiens GN=SYNPO2 PE=2 SV=1 B9EG60 (+5) 136 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

467 Serine��tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=1 Q5T5C7 61 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

468 BMP�binding endothelial regulator protein OS=Homo sapiens GN=BMPER PE=4 SV=1 A0A090N7U6 (+1) 76 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

469 Fatty�acid amide hydrolase 1 OS=Homo sapiens GN=FAAH PE=1 SV=2 O00519 63 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

470 Protein S100 OS=Homo sapiens PE=2 SV=1 B2R577 (+1) 10 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0p ( )



471 Glutathione peroxidase OS=Homo sapiens GN=GPX3 PE=1 SV=1 A0A087X1J7 (+3) 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2

472 CDNA FLJ20006 fis, clone ADKA02694 OS=Homo sapiens PE=2 SV=1 Q9NXX3 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

473 UDP�GlcNAc:betaGal beta�1,3�N�acetylglucosaminyltransferase 6, isoform CRA_a OS=Homo sapiens GN=B3GNT6 PE=4 SV=1 A0A024R5F9 (+3) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0

474 Interleukin�1 beta OS=Homo sapiens GN=IL1B PE=1 SV=2 P01584 31 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

475 UDP glycosyltransferase 3 family, polypeptide A1, isoform CRA_a OS=Homo sapiens GN=UGT3A1 PE=2 SV=1 A8K444 (+2) 59 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0g y y y, p yp p , _ p ( )

476 Protein disulfide�isomerase A4 OS=Homo sapiens GN=ERP70 PE=3 SV=1 A0A090N8Y2 (+1) 73 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

477 Kininogen�1 OS=Homo sapiens GN=KNG1 PE=1 SV=2 P01042 72 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

478 EF�hand domain family, member D2, isoform CRA_a OS=Homo sapiens GN=EFHD2 PE=4 SV=1 A0A024QZ77 (+1) 27 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

479 Peptidyl�prolyl cis�trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=2 P62942 (+5) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

480 cDNA FLJ14022 fis, clone HEMBA1003538, weakly similar to COMPLEMENT C1R COMPONENT (EC 3.4.21.41) OS=Homo sapiens PE=2 SV=1 Q9H804 (+1) 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1480 cDNA FLJ14022 fis, clone HEMBA1003538, weakly similar to COMPLEMENT C1R COMPONENT (EC 3.4.21.41) OS Homo sapiens PE 2 SV 1 Q9H804 (+1) 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

481 HCG2044799 OS=Homo sapiens GN=HNRNPUL2�BSCL2 PE=4 SV=1 H3BQZ7 (+1) 85 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

482 cDNA FLJ51445, highly similar to AMBP protein OS=Homo sapiens PE=2 SV=1 B7Z8R6 (+1) 30 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

483 Peptidyl�glycine alpha�amidating monooxygenase OS=Homo sapiens GN=PAM PE=1 SV=2 P19021 (+1) 108 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

484 Nidogen�1 OS=Homo sapiens GN=NID1 PE=1 SV=3 P14543 (+1) 136 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

485 cDNA FLJ31415 fis, clone NT2NE2000284, highly similar to Galectin�3�binding protein OS=Homo sapiens PE=2 SV=1 B3KP88 (+5) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0485 cDNA FLJ31415 fis, clone NT2NE2000284, highly similar to Galectin�3�binding protein OS=Homo sapiens PE=2 SV=1 B3KP88 (+5) 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

486 Carboxypeptidase B2 OS=Homo sapiens GN=CPB2 PE=1 SV=1 A0A087WSY5 (+1) 44 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

487 Proteasome (Prosome, macropain) 26S subunit, ATPase, 4, isoform CRA_b OS=Homo sapiens GN=PSMC4 PE=2 SV=1 A8K2M0 (+2) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

488 cDNA FLJ57584, highly similar to Peptide methionine sulfoxide reductase (EC 1.8.4.6) OS=Homo sapiens PE=2 SV=1 B7Z694 (+8) 17 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

489 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 A0A0A0MSM0 (+1) 89 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

490 Latent�transforming growth factor beta�binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=1 G3V3X5 (+2) 190 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0490 Latent�transforming growth factor beta�binding protein 2 OS=Homo sapiens GN=LTBP2 PE=1 SV=1 G3V3X5 (+2) 190 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

491 Dual oxidase 2 OS=Homo sapiens GN=DUOX2 PE=1 SV=2 Q9NRD8 175 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

492 Annexin OS=Homo sapiens PE=2 SV=1 B7Z6L0 66 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

493 ERO1�like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 Q96HE7 54 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

494 N�acetylmuramoyl�L�alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=1 Q96PD5 (+1) 62 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

495 Macrophage migration inhibitory factor (Fragment) OS=Homo sapiens PE=1 SV=1 I4AY87 (+1) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0495 Macrophage migration inhibitory factor (Fragment) OS=Homo sapiens PE=1 SV=1 I4AY87 (+1) 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

496 Serine/threonine�protein phosphatase OS=Homo sapiens PE=2 SV=1 B4DLP6 55 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

497 Adipocyte plasma membrane�associated protein (Fragment) OS=Homo sapiens GN=APMAP PE=1 SV=1 H0Y512 (+1) 45 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

498 Beta globin (Fragment) OS=Homo sapiens PE=3 SV=1 B3VL05 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

499 Complement factor D preproprotein OS=Homo sapiens PE=2 SV=1 A6XNE2 (+3) 28 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

500 ZNF511/PRAP1 f i t i OS H i PE 2 SV 1 E1U340 (+1) 35 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0500 ZNF511/PRAP1 fusion protein OS=Homo sapiens PE=2 SV=1 E1U340 (+1) 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

501 Contactin�3 OS=Homo sapiens GN=CNTN3 PE=1 SV=3 Q9P232 113 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

502 Secreted phosphoprotein 1 (Osteopontin, bone sialoprotein I, early T�lymphocyte activation 1), isoform CRA_b OS=Homo sapiens GN=SPP1 PE=4 SV=1 A0A024RDE2 (+3) 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

503 Interleukin 15 receptor alpha isoform IC3 OS=Homo sapiens GN=il15ra PE=1 SV=1 K9N2Q6 37 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

504 Vacuolar protein sorting�associated protein 37C OS=Homo sapiens GN=VPS37C PE=1 SV=2 A5D8V6 (+1) 39 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

505 Ras�related protein Ral�A OS=Homo sapiens GN=RALA PE=1 SV=1 P11233 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

506 DENN domain�containing protein 1C OS=Homo sapiens GN=DENND1C PE=1 SV=1 Q8IV53 (+1) 87 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

507 Pseudouridine�5'�phosphatase OS=Homo sapiens GN=HDHD1 PE=1 SV=3 Q08623 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

508 Keratin�associated protein 29�1 OS=Homo sapiens GN=KRTAP29�1 PE=3 SV=1 A8MX34 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

509 Ribonucleoprotein PTB�binding 2 OS=Homo sapiens GN=RAVER2 PE=1 SV=2 Q9HCJ3 (+1) 74 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

510 Platelet receptor Gi24 (Fragment) OS=Homo sapiens GN=C10orf54 PE=1 SV=1 R4GNB4 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

511 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 A8MUS3 (+4) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

512 Serum amyloid P�component OS=Homo sapiens GN=APCS PE=1 SV=2 P02743 (+1) 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0y p p ( )

513 Vezatin OS=Homo sapiens GN=VEZT PE=1 SV=3 Q9HBM0 89 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

514 Myotubularin�related protein 12 OS=Homo sapiens GN=MTMR12 PE=1 SV=2 Q9C0I1 (+2) 86 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0

515 Peptidyl arginine deiminase, type II, isoform CRA_a OS=Homo sapiens GN=PADI2 PE=4 SV=1 A0A024RA98 (+2) 76 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

516 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=2 Q92530 30 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

517 cDNA FLJ32854 fis, clone TESTI2003498, moderately similar to TRIPLE FUNCTIONAL DOMAIN PROTEIN OS=Homo sapiens PE=2 SV=1 Q96M35 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1517 cDNA FLJ32854 fis, clone TESTI2003498, moderately similar to TRIPLE FUNCTIONAL DOMAIN PROTEIN OS Homo sapiens PE 2 SV 1 Q96M35 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

518 FWP005 OS=Homo sapiens GN=MST121 PE=2 SV=1 Q7Z2S3 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

519 cDNA, FLJ94361, highly similar to Homo sapiens serine (or cysteine) proteinase inhibitor, clade A(alpha�1 antiproteinase, antitrypsin), member 6 (SERPINA6), mRNA OS=Homo sapiens PE=2 SV=1 B2R9F2 (+1) 45 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

520 cDNA FLJ50362, highly similar to Hepatocyte nuclear factor 3�alpha OS=Homo sapiens PE=2 SV=1 B4E257 (+2) 45 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

521 cDNA FLJ77721, highly similar to Homo sapiens secretory carrier membrane protein 2 (SCAMP2), mRNA OS=Homo sapiens PE=2 SV=1 A8K769 (+4) 37 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

522 Tumor suppressor OS=Homo sapiens GN=TSC1 PE=2 SV=1 Q59IT9 50 kDa 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0522 Tumor suppressor OS=Homo sapiens GN=TSC1 PE=2 SV=1 Q59IT9 50 kDa 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

523 Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=3 P07360 (+1) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

524 Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 Q06323 (+3) 29 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

525 Phosphoinositide phospholipase C OS=Homo sapiens GN=PLCL1 PE=1 SV=1 A0A0A0MT40 (+4) 115 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

526 Aggrecan core protein OS=Homo sapiens GN=ACAN PE=1 SV=1 A0A087X1T7 (+7) 256 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

527 MHC class I antigen (Fragment) OS=Homo sapiens GN=HLA�A PE=4 SV=1 V5LDG7 9 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0527 MHC class I antigen (Fragment) OS=Homo sapiens GN=HLA�A PE=4 SV=1 V5LDG7 9 kDa 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

528 Lipase maturation factor 1 OS=Homo sapiens GN=LMF1 PE=1 SV=1 Q96S06 65 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

529 Dopamine receptor interacting protein 4 OS=Homo sapiens GN=DRIP4 PE=2 SV=1 Q4W4Y1 (+2) 96 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

530 Protein PRRC1 OS=Homo sapiens GN=PRRC1 PE=1 SV=1 Q96M27 (+4) 47 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

531 cDNA FLJ78413, highly similar to Homo sapiens albumin, mRNA OS=Homo sapiens PE=2 SV=1 A8K9P0 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

532 cDNA FLJ53025 highly similar to Complement C4 B OS=Homo sapiens PE=2 SV=1 B7Z1F8 30 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0532 cDNA FLJ53025, highly similar to Complement C4�B OS=Homo sapiens PE=2 SV=1 B7Z1F8 30 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

533 Tetratricopeptide repeat protein 39A (Fragment) OS=Homo sapiens GN=TTC39A PE=1 SV=1 E9PQX3 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

534 Proteasome subunit alpha type�3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 P25788 (+2) 28 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

535 Hepatocellular carcinoma�associated antigen HCA25a OS=Homo sapiens PE=2 SV=1 Q8NHH4 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

536 Tensin�2 (Fragment) OS=Homo sapiens GN=TNS2 PE=1 SV=1 R4GMX1 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

537 RB1 i d ibl il d il t i 1 OS H i GN RB1CC1 PE 1 SV 3 Q8TDY2 (+1) 183 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0537 RB1�inducible coiled�coil protein 1 OS=Homo sapiens GN=RB1CC1 PE=1 SV=3 Q8TDY2 (+1) 183 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

538 Ig gamma�1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=1 A0A087WYC5 52 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

539 Procollagen C�endopeptidase enhancer OS=Homo sapiens GN=PCOLCE PE=4 SV=1 A4D2D2 (+1) 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

540 Selenoprotein P (Fragment) OS=Homo sapiens GN=SEPP1 PE=1 SV=1 D6REX5 (+2) 35 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

541 D�dopachrome decarboxylase (Fragment) OS=Homo sapiens GN=DDT PE=1 SV=1 H7C342 (+3) 6 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

6 6 66542 Tumor necrosis factor�inducible gene 6 protein OS=Homo sapiens GN=TNFAIP6 PE=1 SV=2 P98066 31 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

543 Superoxide dismutase [Cu�Zn] OS=Homo sapiens PE=2 SV=1 B2R9V7 (+1) 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

544 Pyruvate kinase OS=Homo sapiens GN=PKM PE=1 SV=1 B4DNK4 (+6) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

545 cDNA FLJ51597, highly similar to C4b�binding protein alpha chain OS=Homo sapiens PE=2 SV=1 B4E1D8 (+2) 60 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

546 IgG L chain OS=Homo sapiens PE=2 SV=1 S6AWF4 20 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

547 Monocyte differentiation antigen CD14 OS=Homo sapiens PE=2 SV=1 B2R888 (+2) 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

548 Heat shock 60kDa protein 1 (Chaperonin), isoform CRA_a OS=Homo sapiens GN=HSPD1 PE=3 SV=1 A0A024R3X4 (+4) 61 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

549 cDNA, FLJ92973, highly similar to Homo sapiens villin 2 (ezrin) (VIL2), mRNA OS=Homo sapiens PE=2 SV=1 B2R6J2 (+5) 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0, , g y p ( ) ( ), p ( )



550 cDNA FLJ55895, highly similar to Ras�related protein Rab�7 OS=Homo sapiens PE=2 SV=1 B4DPH9 (+7) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

551 ADAM metallopeptidase domain 23, isoform CRA_a OS=Homo sapiens GN=ADAM23 PE=4 SV=1 A0A024R3W8 (+1) 92 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

552 Chromogranin A (Parathyroid secretory protein 1), isoform CRA_b OS=Homo sapiens GN=CHGA PE=1 SV=1 G5E968 (+1) 34 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

553 cDNA FLJ78587 OS=Homo sapiens PE=2 SV=1 A8JZY9 (+8) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

554 cDNA FLJ54082, highly similar to Multimerin�2 OS=Homo sapiens PE=2 SV=1 B4E3H8 (+1) 98 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0, g y p ( )

555 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=1 A0A087WYR3 (+12) 24 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

556 Actin, cytoplasmic 2 (Fragment) OS=Homo sapiens GN=ACTG1 PE=1 SV=1 K7EM38 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

557 cDNA FLJ51950, highly similar to Homo sapiens src family associated phosphoprotein 2 (SCAP2), mRNA OS=Homo sapiens PE=2 SV=1 B7Z5N4 (+2) 40 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

558 Protein sprouty homolog 1 (Fragment) OS=Homo sapiens GN=SPRY1 PE=1 SV=1 D6REX7 (+3) 7 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

559 14�3�3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 B0AZS6 (+5) 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1559 14 3 3 protein zeta/delta OS Homo sapiens GN YWHAZ PE 1 SV 1 B0AZS6 (+5) 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

560 Protein ELYS OS=Homo sapiens GN=AHCTF1 PE=1 SV=3 Q8WYP5 (+2) 253 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

561 Interferon�inducible mRNA (cDNA 1�8) OS=Homo sapiens PE=2 SV=1 Q14617 (+1) 17 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

562 UV excision repair protein RAD23 homolog B variant (Fragment) OS=Homo sapiens PE=2 SV=1 Q53F10 43 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

563 Integrin beta OS=Homo sapiens PE=2 SV=1 B4E0R1 (+3) 77 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

564 CapZ�interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=1 B7ZKW8 (+1) 41 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0564 CapZ�interacting protein OS=Homo sapiens GN=RCSD1 PE=1 SV=1 B7ZKW8 (+1) 41 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

565 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 H0YLV5 (+1) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

566 SWI/SNF�related matrix�associated actin�dependent regulator of chromatin c2 isoform b variant (Fragment) OS=Homo sapiens PE=2 SV=1 Q59G16 127 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

567 PHD finger protein 1 OS=Homo sapiens GN=PHF1 PE=1 SV=3 O43189 62 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

568 Beta�hexosaminidase OS=Homo sapiens PE=2 SV=1 B4DVA7 (+9) 62 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

569 C�type lectin domain family 2 member D OS=Homo sapiens GN=CLEC2D PE=4 SV=1 F8WF99 (+4) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0569 C�type lectin domain family 2 member D OS=Homo sapiens GN=CLEC2D PE=4 SV=1 F8WF99 (+4) 14 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

570 Proto�oncogene vav OS=Homo sapiens GN=VAV1 PE=1 SV=1 A0A0A0MR07 (+5) 96 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

571 Collagen alpha�1(X) chain OS=Homo sapiens GN=COL10A1 PE=1 SV=2 Q03692 66 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0

572 Glutathione peroxidase OS=Homo sapiens GN=GPX1 PE=1 SV=1 A0A087WUQ6 (+3) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

573 Diacylglycerol kinase OS=Homo sapiens GN=DGKE PE=2 SV=1 A1L4Q0 (+3) 64 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0

574 Zinc finger protein 777 OS=Homo sapiens GN=ZNF777 PE=1 SV=2 Q9ULD5 (+2) 85 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0574 Zinc finger protein 777 OS=Homo sapiens GN=ZNF777 PE=1 SV=2 Q9ULD5 (+2) 85 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0

575 Myc�associated zinc finger protein (Fragment) OS=Homo sapiens GN=MAZ PE=1 SV=1 I3L2Z5 (+1) 22 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

576 cDNA, FLJ95281, highly similar to Homo sapiens a disintegrin�like and metalloprotease (reprolysintype) with thrombospondin type 1 motif, 1 (ADAMTS1), mRNA OS=Homo sapiens PE=2 SV=1 B2RB33 (+3) 103 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

577 NAD(P)H dehydrogenase, quinone 2, isoform CRA_a OS=Homo sapiens GN=NQO2 PE=4 SV=1 A0A024QZT9 (+3) 26 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

578 Insulin (Fragment) OS=Homo sapiens GN=INS PE=2 SV=1 F6MZK5 (+2) 10 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

579 DNA FLJ39512 fi l PROST2018977 hi hl i il t H i i fi t i 530 (ZNF530) RNA OS H i PE 2 SV 1 B3KUA7 (+1) 69 kD 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0579 cDNA FLJ39512 fis, clone PROST2018977, highly similar to Homo sapiens zinc finger protein 530 (ZNF530), mRNA OS=Homo sapiens PE=2 SV=1 B3KUA7 (+1) 69 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

580 cDNA FLJ46506 fis, clone THYMU3030752, highly similar to BTB/POZ domain�containing protein KCTD12 OS=Homo sapiens PE=2 SV=1 B3KY04 (+1) 36 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

581 Uncharacterized protein OS=Homo sapiens GN=FLJ11193 PE=4 SV=1 A0A024RE14 (+1) 50 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

582 ADAM metallopeptidase domain 17 OS=Homo sapiens GN=ADAM17 PE=2 SV=1 B2RNB2 (+1) 93 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

583 TNFRSF8 protein (Fragment) OS=Homo sapiens GN=TNFRSF8 PE=2 SV=1 Q6GMU3 15 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

584 Chromosome alignment�maintaining phosphoprotein 1 OS=Homo sapiens GN=CHAMP1 PE=1 SV=2 Q96JM3 89 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

585 cDNA FLJ56302, highly similar to Pituitary adenylate cyclase�activating polypeptide OS=Homo sapiens PE=2 SV=1 B7Z222 (+1) 33 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

586 Immunoblobulin heavy chain (Fragment) OS=Homo sapiens GN=IgH PE=2 SV=1 Q9UGP3 12 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

587 Zinc finger and BTB domain�containing protein 6 OS=Homo sapiens GN=ZBTB6 PE=1 SV=1 Q15916 48 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

588 Cocaine� and amphetamine�regulated transcript protein OS=Homo sapiens GN=CARTPT PE=1 SV=1 Q16568 13 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

589 Putative uncharacterized protein WUGSC:H_GS165O14.2 OS=Homo sapiens GN=WUGSC:H_GS165O14.2 PE=4 SV=1 Q7LDZ6 11 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

590 Glia maturation factor gamma OS=Homo sapiens GN=GMFG PE=1 SV=1 M0QYJ8 (+4) 16 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

591 Interleukin 1 receptor antagonist, isoform CRA_a OS=Homo sapiens GN=IL1RN PE=3 SV=1 A0A024R528 (+4) 16 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1p g , _ p ( )

592 Line�1 reverse transcriptase (Fragment) OS=Homo sapiens PE=4 SV=1 O00172 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0

593 Putative uncharacterized protein C17orf82 OS=Homo sapiens GN=C17orf82 PE=1 SV=2 Q86X59 25 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0

594 Alternative protein APLP2 OS=Homo sapiens GN=APLP2 PE=4 SV=1 L8E7K0 19 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

595 Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 C9J8P9 (+5) 21 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

596 Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 Q86YZ3 282 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0596 Hornerin OS Homo sapiens GN HRNR PE 1 SV 2 Q86YZ3 282 kDa 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

597 Trafficking protein particle complex subunit 12 OS=Homo sapiens GN=TRAPPC12 PE=1 SV=3 Q8WVT3 79 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0

598 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=1 J3KMX5 (+1) 17 kDa 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0




