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max V*U feature name relation uniprot gene_symbol function.

0.02 c259 TYH 7 Z2¥:p:S1|Ek ) P20160 AZU1 Az: din; Cationic bial protein CAP37; Heparin-bint

0.01 c259 TYH 7 AE:p:S1| G (@] Q14764 MVP; LRP Major vault protein; Lung resistance-related protein

0.01 2683 S ILR:p: A | A O _P02730 'SLC4AL; AE1; DI; Band 3 anion transport protein; Anion exchange protein 1; Sol

0.01 c2683 KB YRp: A | A O P11171 EPB41; E41P Protein 4.1; 4.1R; Band 4.1; EPB4.1; Erythrocyte membrane prc

0.01 c259 Y HZ ZAE:p:S1| 6k O Q8IVF2 AHNAK2; C140rf7 Protein AHNAK2

0.01 c3066 RIEGEAC:s: S| £fb O P09493 TPM1; C150rf13; Tropomyosin alpha-1 chain; Alpha-tropomyosin; Tropomyosin

0.01 3066 RIEETAC:s:S1| £ (@) P09493 TPM1; C150rf13; Tropomyosin alpha-1 chain; Alpha-tropomyosin; Tropomy

0.01 ¢3075 RIEETA:s:S2| Eft O P09493 TPM1; C150rf13; Tropomyosin alpha-1 chain; Alpha-tropomyosin; Tropomyosin

0.01 ¢3075 RIEREA:s:S2| EfF o P09493 TPM1; C150rf13; Tropomyosin alpha-1 chain; Alpha-tropomy Tropomy

0.01 c3066 RIEEEACs:S1I £ (®] Q16181 'SEPTIN7; CDC10; Septin-7; CDC10 protein homolog

0.01 ¢3075 RIEHTAL:S:S2| ER O Q16181 SEPTIN7; CDC10; Septin-7; CDC10 protein homolog

0.01 c2683 SE KR p: A | A O Q00013 MPP1; DXS552E; 55 kDa erythrocyte membrane protein; Membrane protein, pal

0.01 ¢295 TYHZZAF:p:S6| TITEIBREIME O Q6RW13  AGTRAP; ATRAP Type-1 angiotensin Il pt iated protein; AT1 recep!

0.01 c6085 FaR2:p: R I | F5 56 | A O Q6RW13 AGTRAP; ATRAP Type-1 angiotensin || receptor-associated protein; AT1 recepf

0.01 c6097 B R p i S [e) 'Q6RW13  AGTRAP;ATRAP Type-1 angiotensin Il recept iated protein; AT1 recep!

0.01 s13 1S E-N (@] P62318 SNRPD3 Small nuclear ribonucleoprotein Sm D3; snRNP core protein D

0.01 s13 LB RE-N O 043242 PSMD3 26S proteasome non-ATPase regulatory subunit 3; 26S protez

0.01 ¢5637 4 5 Bt 4R | B AR @ Q8IWB7 WDFY1; FENS1; KWD repeat and FYVE domain-containing protein 1; FYVE dom:

0.01 c294 T Y H 7 A§¥:s:56| LF|E R O P46776 RPL27A 60S ribosomal protein L27a; Large ribosomal subunit protein L

0.01 ¢3120 RIERTA:s:S6| L8| G5 O P46776 RPL27A 60S ribosomal protein L27a; Large ribosomal subunit protein t

BOEAZRLIEFEBEZ R IEOEAEDHE
max V*U feature name relation uniprot gene_symbol function.

0.05 s8 R (@] Q92496 CFHR4; CFHL4; FHR4  Complement factor H-related protein 4
0.04 c295 FY A7 X5:p:S6| T | T B BaiR [¢] P34910 EVI2B; EVDB Protein EVI2B; Ecotropic viral integration site 2B protein homolog
0.04 c6085 [=3 A AR B O P34910 EVI2B; EVDB Protein EVI2B; Ecotropic viral integration site 2B protein homolog
0.04 6097 B pER | ER O P34910 EVI2B; EVDB Protein EVI2B; Ecotropic viral integration site 2B protein homolog
0.03 s8 R O Q03591 CFHR1; CFHL; CFHL1; CF Complement factor H-related protein 1; H factor-like protein 1; H36
0.03 s8 REh O Q99832 CCT7; CCTH; NIP7-1 T-complex protein 1 subunit eta; CCT-eta; HIV-1 Nef-interacting prc
0.02 s8 R (@] P19105 MYL12A; MLCB; MRLC3; Myosin regulatory light chain 12A; Epididymis secretory protein Li 24
0.02 s8 Fih (@] 014950 MYL12B; MRLC2; MYLCZ Myosin regulatory light chain 12B; MLC-2A; Myosin regulatory light ¢
0.02 s8 R (@) Q81ZJ3 CPAMDS; KIAA1283 C3 and PZP-like alpha-2 lobulin domain ining protein ¢
0.02 c493 TYHZ 2% p:mRN BB REX o] Q92496 CFHR4; CFHL4; FHR4  Complement factor H-related protein 4
0.02 c1402 FE00:p: 1030 - 1o | TR | (A | O | B AR (@] Q92496 CFHR4; CFHL4; FHR4  Complement factor H-related protein 4
0.02 ¢2677 SUE L ep: A | FE | R EX O Q92496 CFHR4; CFHL4; FHR4  Complement factor H-related protein 4
0.02 s8 F# (o] P08603 CFH; HF; HF1; HF2 Complement factor H; H factor 1
0.02 s8 K o] Q8TAQ9 SUN3; SUNC1 SUN domain-containing protein 3; Sad1/unc-84 domain-containing
0.02 ¢5796 EBEET s TH (o] QoY4l1 MYO5A; MYH12 Unconventional myosin-Va; Dilute myosin heavy chain, non-muscle;
0.02 ¢5856 ME M2 IR E:s: (@] Q9Y4I1 MYO5A; MYH12 Unconventional myosin-Va; Dilute myosin heavy chain, non-muscle;
0.01 ¢5796 EBMET s THE (@] P00751 CFB; BF; BFD Complement factor B; C3/C5 convertase; Glycine-rich beta glycopro
0.01 c5856 E M2 IR s O P00751 CFB; BF; BFD Complement factor B; C3/C5 convertase; Glycine-rich beta glycopro
0.01 s8 @ O Q8WUX1 SLC38A5; JM24; SN2; SN Sodium-coupled neutral amino acid transporter 5; Solute carrier fam
0.01 c493 TYH7 A% p:DR BB REX (9] Q03591 CFHR1; CFHL; CFHL1; CF Complement factor H-related protein 1; H factor-like protein 1; H36

BB, HEEZBOBREINE L Ty T ARG Z X B 2RI T, ZD1-0IC., HEZKD 7
FAZTEIWHEL, oy 7 ANOEERITHEO® 55 723 2 729 Multi-task SCCA % BHF L

oo IPF BERECEAND L0 T2 RAIEE Z A, IPF L OERHE STV 5 SFTPC, MUC1 (= KL-
6), SFTPA, MUC5B 72 K D531, filithT 25 Z L3 T&E T,
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SCCA indeterminate-UIP 53
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METFEMICEH T 5, 602
indeterminate-UIP _ NSIP OP HP PPFE others HC non-diagnosis
P11686-2 SFTPC; SFTP2 Pulmonary protein C; P y P11686 28 0 0.00063003 0 0 0 0 0 0 0.00053143 0
P15941;P15941 MUC1; PUM Mucin-1; Breast carcinoma-associated antigen DF3; Ci P15941 68, 2.61E-05 0.00925768 0 0 0 0 0 0 0 0
Q8IWL1;Q8IWL; SFTPA1; COLEC4; Pulmonary surfactant-associated protein Al; 35 kDa p1 Q8IWL2 8 0.00123089 0 0 0 0 0 0 0 0 0
Q8IWL1;Q8IWL; SFTPA2; COLECS;| Pulmonary surfactant-associated protein A2; 35 kDa pi Q8IWL1 12| 0.00123089 0 0 0 0 0 0 0 0 0,
json_uniprot | gene_name |function. uniprot pubmed | UIP pro-UIP  |indeterminate-UIP  NSIP oP HP PPFE others HC non-diagnosis

Q9HC84 MUC5B; MUCS Mucin-5B; Cervical mucin; High molecular weig Q9HC84 97 -1.275E-05 0 0 0 0 0 0 0 0 0,
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