SUPPLEMENTARY TABLE S2. GENES USED IN CONSENSUS PATHWAY DATABASE PATHWAY GENE STUDY

Proteomics (BAL)

Proteomics (PAXgene)

Gene Expression (Microarray)

Gene Expression (PBMC)

Genetic Sequencing
(Candidate Gene)

GWAS

ACTGI1 (S21), AHSG (S14), ANXA1 (S42), ANXA2 (S14), ANXA3 (S42), ANXAS
(S14, S21), APOAI (S21), ARHGDIB (S14), B2M (S21), C3 (S21), C4 (S21), C9
(S21), COL1A1 (S14), COL3A1 (S14), COL5A1 (S14), COTL1 (S21), CP (S14,
S21), CST2 (S21), CST4 (S21), ENO1 (S14), EZR (S14), FABP4 (S21), FABP5
(S21), FGA (S21), FLNA (S14), FTHI (S14), FTL (S14, S21), GAPDHLG (S14),
GPI (S14), GSTP1 (S21), HBB (S21), HINT1 (S21), HPX (S14, S21), HRG (S14,
S21), HSPG2 (S21), MUCSAC (S14), MYH9 (S14), PDIA3 (S21), PENI (S14),
PGAMI (S14), PGK1 (S14), PPIA (S21), PRDX2 (S21), PRDXS (S21), RBP4 (S21),
S100A8 (S21), SI00A9 (S21), SI00A12 (S21), SAA1 (S21), SERPINAL1 (S14, S21),
SFTP1 (S21), SOD3 (S21), STMNI (S14), TMSB4X (S14), TPI1 (S21), TPM (S21),
TTR (S21), TXN (S14), VASP (S14)

BPI (S22), CD24 (S22), LCN2 (S22), MME (S22), MMPS (S22), OLFM4 (S22), RBP7
(S22), STMNT1, UTS2 (S22)

ADMR (S1, S17), ADPRH (S1), AREG (S1), ARG2 (S17), ARPC4 (S17), AQP1 (SI,
S17), ATF3 (S17), BHLHB2 (S1, S17), BTGI (S1, S17), BTG2 (S17), CCL2 (S1),
CDKNI1A (S1, S17), CEBPB (S1), CEBPD (S17), COX2 (S1), CXCR4 (S1), CYCS
(S17), DNAJA1 (S17), EGEFR (S17), EIF2S1 (S17), EST (21), F3 (S1, S17), FGA
(S1), GABRD (S1), GADD45A (S1, S17), GAPD (S1), GBP2 (S17), GCLC (S17),
GJAL (S1, S17), HSPAS (S17), IFIT1 (S43), IFRDI (S17), IFIT3 (S43), IL13 (S1),
IL1B (S1, S17), ILIR2 (S1, S17, S19), IL6 (S1, S17), ISG15 (S43), KCNJ6 (S1),
LGALS3 (S1, S17), MAT2A (S1), MX1 (S43), NR4A1 (S17), PLAUR (S1, S17),
PRKAR2A (S1), PTGS2 (S17), SI00A9 (S17), SI00A12 (S19), SERPINEI (S1,
S17), TCF21 (S1, S17), TFF2 (S1, S17), YWHAZ (S1, S17)

ARG (S17),* ANXA3,* ATF3,* BNIP3L (S38), CEACAM1,* CEACAMS,* CCT7 (S7),
CCT8 (S7), CHUK,* CSDEI (S7), CXCL2,* CXCL8,* CYBA (S7), CSDE1 (S7),
DDIT3,* DEF4A,* DNAJA3 (S7), DNAJB6 (S7), DNAJBY (S7), DNAJB11 (S7),
DNAJC5 (S7), DNAJCS (S7), DUSP2,* DUSP4,* FGL2 (S38), FTHI (S7),*
GADD45a (S38), GCLM (S7), GPR177 (S38), GSR (S7), GSTPI1 (S7), HBEGF,*
HSP90ABI1,* HSPAIA (S38), ILIB,*

ILIR2,* IL8 (S38), JUN,* LCN2,* LY75 (S38), KEAPI (S7), MGAM,* MME (S38),
MMPS,* MMP9,* NCF1 (S7), NR4A2,* NR4A3,* OLFM4,* OSM,* PI3 (S38), PIGF
(S38), PLAUR,* PLK2,* POLB (S38), PRDX2 (S7), PRDX3 (S7), PRDX5 (S7),
PTGS2 (S38), RNASE3,* SGK (S38), SIK1,* SOD2 (S7), STATI (S38), TBCC
(S38), TCN1,* TNFAIP3,* VEGFA®

ABCBI (S36), ACE (S29, $36), ADIPOQ (S32), ADIPOR1 (S32), ADIPOR? (S32),
AGER (S35), AGT (S36), AGTRI (S36), AHR (S36), CAT (S36), CSF2 (S25),
CSF2RB (S25), CXCL2 (S44), CYP1AI (S36), DIO2 (S40), GCLC (S36), HMGB1
(S25), IL10 (S33), IL4 (S18), IL6 (S4, S31), IREK3 (S20), LRRC16A (S26),
MAP3K1 (S41), MIF (S6), MTHFR (S36), MYLK (S15), NAMPT/PBEF (S10, S16),
NFE2L2 (S45), NOS3 (S36), NOX4 (S25), PHD2 (S39), PI3 (S37), S1P1 (S9),
SIPR3 (S27), SOD2 (S36), SPB (S5, S34), SFTPB (S34), TLR1 (S2), TNF (S33),
VEGF (S3, $36)

ABCCI (S13), ADA (S12), ADRBK2 (S13), ARSD (S28), BCL11A (S13), CBS (S12),
CHITI (S12), DYNC2H]1 (S24), EPAS1 (S39), FAAH (S13), FER (S23, S30), FLT1
(S24), FZD2 (S12), GPR9S (S12), GRM3 (S13), HEATRI (S8), HSPG2 (S13),
HTR2A (S13), ILIRN (S12), ILSRA (S13), ISG15 (S13), ITGA1 (S24), KLK2
(S13), MAP3K6 (S13), PDE4B (S13), POPDC3 (S13), PPFIAI (S11), PRKAG2
(S13), SELPLG (S8), SFRS16 (S13), TACR2 (S8), TGFB2 (S12), TNFRSFI11A
(S13), UGT2B7 (S12), VLDLR (S12), VWF (S13), XKR3 (S28), ZNF335 (S28)

“Unpublished data.

GWAS, genome-wide association study; PBMC, peripheral blood mononuclear cell.
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