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Table of content
1. The volcano represented 11 types of cancer-associated DEGs identified by GEO2R. Red: upregulated genes; black: downregulated gene.
2. The radar map represented mRNA expression levels of GINS1 in the original 11 types of cancers from the GEO database.
3. The expression analysis of GINS1 in lung cancer was conducted by the Lung Cancer Explorer Platform.
4. The survival analysis of GINS1 in lung cancer was conducted by the Lung Cancer Explorer Platform.
5. The complete biological processes of these upregulated intersection genes in COVID-19 and cancers were annotated by GO analysis.
6. The Complete pathway enrichments of these upregulated intersection genes in COVID-19 and cancers were annotated by Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis. 
7. The potential prevention and protection compounds for cancer patients infected with COVID-19
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Figure S1. The volcano represented 11 types of cancer-associated DEGs identified by GEO2R. Red: upregulated genes; green: downregulated gene.
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[bookmark: OLE_LINK38][bookmark: OLE_LINK37]Figure S2. The radar map represented mRNA expression levels of GINS1 in the original 11 types of cancers from the GEO database.
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Figure S3.The expression analysis of GINS1 in lung cancer was conducted by the Lung Cancer Explorer Platform.
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Figure S4. The survival analysis of GINS1 in lung cancer was conducted by the Lung Cancer Explorer Platform.
[image: E:\新桥课题\COVID-19\COVID-19文章及投稿\3. 20211009-\COVID-19 figures\FigureS4.tif]



















Table SI. The complete biological processes of these upregulated intersection genes in COVID-19 and cancers were annotated by GO analysis.
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Table SⅡ. The Complete pathway enrichments of these upregulated intersection genes in COVID-19 and cancers were annotated by Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis. 
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Table SⅢ.The potential prevention and protection compounds for cancer patients infected with COVID-19 in 11 cancer types.
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Biological processes

Gene name

L13a-mediated translational silencing of

Ceruloplasmin expression

EIF1AX,EIF2S3,EIF3E,RPL7,RPL28,RPL39,RPS3,RPS4X,RPS20,RPS21,

EIF3B,EIF2S2

GTP hydrolysis and joining of the 60S

ribosomal subunit

EIF1AX,EIF2S3,EIF3E,RPL7,RPL28,RPL39,RPS3,RPS4X,RPS20,RPS21,

EIF3B,EIF2S2

Eukaryotic Translation Initiation

EIF1AX,EIF2S3,EIF3E,RPL7,RPL28,RPL39,RPS3,RPS4X,RPS20,RPS21,

EIF3B,EIF2S2

Cap-dependent Translation Initiation

EIF1AX,EIF2S3,EIF3E,RPL7,RPL28,RPL39,RPS3,RPS4X,RPS20,RPS21,

EIF3B,EIF2S2

translational initiation

EIF1AX,EIF2S3,EIF3E,ABCE1,RPL7,RPL28,RPL39,RPS3,RPS4X,RPS2

0,RPS21,EIF3B,EIF2S2

Formation of the ternary complex, and

subsequently, the 43S complex EIF1AX,EIF2S3,EIF3E,RPS3,RPS4X,RPS20,RPS21,EIF3B,EIF2S2
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Biological processes

Gene name

positive regulation of response to external

stimulus

BTK,CTSC,F3,FGF2,IL1B,IL6,CXCL8,PTGS2,RAC2,S100A8,CCL3,TLR

2,TLR4,NRP1,TLR7,HAVCR2

regulation of inflammatory response

APOE,BTK,C1QB,CTSC,FCGR2B,IL1B,IL6,MMP9,PTGS2,S100A8,CCL

3,TLR2,TLR4,CALCRL,TLR7,NLRP3

positive regulation of inflammatory response

BTK,CTSC,IL1B,IL6,PTGS2,S100A8,CCL3,TLR2,TLR4,TLR7

neuroinflammatory response CTSC,IL1B,IL6,MMP9,PTGS2,CCL3,TLR2,TLR7

regulation of neuroinflammatory response CTSC,IL1B,IL6,MMP9,PTGS2,CCL3

positive regulation of defense response

BTK,CTSC,IL1B,IL6,PTGS2,S100A8,CCL3,TLR2,TLR4,RASGRP1,TLR

7,HAVCR2
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Biological processes

Gene name

blood vessel development

APOE,MAPK14,EDNRA,FN1,CXCL8,LOXL1,NOS3,PTGS2,NRP1,ECS

CR

blood vessel morphogenesis

APOE,MAPK14,EDNRA,FN1,CXCL8,NOS3,PTGS2,NRP1,ECSCR

angiogenesis MAPK14,EDNRA,FN1,CXCL8,NOS3,PTGS2,NRP1,ECSCR

regulation of blood vessel endothelial cell

migration APOE,MAPK14,NOS3,PTGS2,NRP1

blood vessel endothelial cell migration APOE,MAPK14,NOS3,PTGS2,NRP1

positive regulation of blood vessel

endothelial cell migration MAPK14,NOS3,PTGS2,NRP1
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Biological processes

Gene name

regulation of growth

RHOA,CDKN2A,GSK3A,LEP,PHB,PPARG,PRKDC,RPS6KA3,TFRC,

BCL2L11,EXOSC2,PRAME,TMEM97,FLVCR1

regulation of cell growth

RHOA,CDKN2A,GSK3A,PHB,PPARG,RPS6KA3,TFRC,EXOSC2,TME

M97

cell growth

RHOA,CDKN2A,GSK3A,PHB,PPARG,RPS6KA3,TFRC,EXOSC2,TME

M97

PID AR PATHWAY CDKN2A,PRKDC,RPS6KA3,ZNF318

SIG INSULIN RECEPTOR PATHWAY

IN CARDIAC MYOCYTES CDKN2A,GSK3A,RPS6KA3

SIG PIP3 SIGNALING IN CARDIAC

MYOCTES CDKN2A,GSK3A,RPS6KA3
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Biological processes

Gene name

neutrophil activation

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,CXCL8,MME,M

MP9,SERPINA1,PLAUR,S100A7,TLR2

granulocyte activation

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,CXCL8,MME,M

MP9,SERPINA1,PLAUR,S100A7,TLR2

myeloid leukocyte activation

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,CXCL8,MME,M

MP9,SERPINA1,PLAUR,S100A7,TLR2,HAVCR2

myeloid cell activation involved in immune

response

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,MME,MMP9,SE

RPINA1,PLAUR,S100A7,TLR2,HAVCR2

leukocyte activation involved in immune

response

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,MME,MMP9,SE

RPINA1,PLAUR,S100A7,TFRC,TLR2,HAVCR2

cell activation involved in immune response

ANPEP,B2M,BST2,CD14,CTSC,CTSZ,CYBB,FCGR2A,MME,MMP9,SE

RPINA1,PLAUR,S100A7,TFRC,TLR2,HAVCR2

GSE161533
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Biological processes

Gene name

Influenza A

IL1B,CXCL8,CXCL10,KPNA2,OAS1,OAS2,OAS3,STAT1,DDX58,TMP

RSS4

Interferon Signaling

BST2,IFI27,KPNA2,OAS1,OAS2,OAS3,STAT1,ISG15,NUP210,DDX58

regulation of multi-organism process

BST2,IFI27,IL1B,CXCL8,KPNA2,OAS1,OAS2,OAS3,STAT1,VEGFA,IS

G15,DDX58

Antiviral mechanism by IFN-stimulated

genes KPNA2,OAS1,OAS2,OAS3,STAT1,ISG15,NUP210,DDX58

defense response to virus

BST2,IFI27,IL1B,CXCL10,OAS1,OAS2,OAS3,STAT1,ISG15,DDX58

Interferon alpha/beta signaling BST2,IFI27,OAS1,OAS2,OAS3,STAT1,ISG15

GSE63678
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Biological processes

Gene name

myeloid leukocyte activation

ANPEP,APAF1,B2M,BST2,C1QA,CD14,CTSC,CYBB,FCGR2A,FCGR2

B,NCKAP1L,HLA-

C,HMOX1,IL4R,IL6,CXCL8,IL10,LGALS3,MME,MMP9,MPO,SERPIN

A1,PIK3CG,PLAUR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,

TGFBR2,TLR2,TLR4,RAB7A,TLR6,ATG7,PYCARD,TLR7,CAND1,HA

VCR2,TUBB

leukocyte activation involved in immune

response

ANPEP,APAF1,B2M,BST2,CD14,CTSC,CYBB,FCGR2A,FCGR2B,NCK

AP1L,HLA-

C,HMOX1,IL4R,IL6,IL10,LGALS3,MME,MMP9,MPO,NBN,SERPINA1,

PIK3CG,PLAUR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,TGF

B1,TLR2,TLR4,RAB7A,ATG7,MALT1,PYCARD,CAND1,HAVCR2,NL

RP3,TUBB

cell activation involved in immune response

ANPEP,APAF1,B2M,BST2,CD14,CTSC,CYBB,FCGR2A,FCGR2B,NCK

AP1L,HLA-

C,HMOX1,IL4R,IL6,IL10,LGALS3,MME,MMP9,MPO,NBN,SERPINA1,

PIK3CG,PLAUR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,TGF

B1,TLR2,TLR4,RAB7A,ATG7,MALT1,PYCARD,CAND1,HAVCR2,NL

RP3,TUBB

myeloid leukocyte mediated immunity

ANPEP,APAF1,B2M,BST2,CD14,CTSC,CYBB,FCGR2A,FCGR2B,NCK

AP1L,HLA-

C,HMOX1,IL4R,IL6,LGALS3,MME,MMP9,MPO,SERPINA1,PIK3CG,P

LAUR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,TLR2,RAB7A,

ATG7,DDX58,PYCARD,CAND1,TUBB

regulated exocytosis

ALB,ANPEP,APAF1,B2M,BST2,CD14,CTSC,CYBB,F13A1,FCGR2A,F

CGR2B,FGA,FN1,GSK3B,NCKAP1L,HLA-

C,HMOX1,IL4R,LGALS3,MME,MMP9,MPO,SERPINA1,PIK3CG,PLA

UR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,TGFB1,TLR2,RA

B7A,ATG7,PYCARD,CAND1,TUBB

leukocyte degranulation

ANPEP,APAF1,B2M,BST2,CD14,CTSC,CYBB,FCGR2A,FCGR2B,NCK

AP1L,HLA-

C,HMOX1,IL4R,LGALS3,MME,MMP9,MPO,SERPINA1,PIK3CG,PLA

UR,MAPK1,PTPRC,RAC2,S100A8,S100A9,SLC11A1,TLR2,RAB7A,AT

G7,PYCARD,CAND1,TUBB

GSE65144
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Biological processes

Gene name

Cellular responses to stress

CDKN2A,CEBPB,CEBPG,FOS,JUN,RPL37A,RPL38,RPS7,TP53,VEGF

A,RPL35,NUP62,TXN2,RPL36

Cellular responses to external stimuli

CDKN2A,CEBPB,CEBPG,FOS,JUN,RPL37A,RPL38,RPS7,TP53,VEGF

A,RPL35,NUP62,TXN2,RPL36

Influenza Infection RPL37A,RPL38,RPS7,TGFB1,ISG15,RPL35,NUP62,RPL36

Response of EIF2AK4 (GCN2) to amino

acid deficiency CEBPB,CEBPG,RPL37A,RPL38,RPS7,RPL35,RPL36

SRP-dependent cotranslational protein

targeting to membrane RPL37A,RPL38,RPN1,RPN2,RPS7,RPL35,RPL36

viral transcription JUN,RPL37A,RPL38,RPS7,RPL35,NUP62,RPL36

GSE26712
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Biological processes

Gene name

lymphocyte activation

ANXA1,B2M,BAX,BST2,BTK,CASP3,CASP8,CBFB,CD2,CD3D,CD3E,

CD3G,CD4,CD8A,CEBPB,DDOST,DOCK2,FCGR2B,NCKAP1L,IFNG,I

L1B,IL4R,IL6,IL7,IL12RB1,ITGAL,LAG3,LCK,NBN,PIK3CG,PRF1,PTP

RC,RAC2,SLC11A1,ADAM17,TFRC,TGFB1,TLR4,TP53,TNFRSF4,WA

S,ZAP70,TNFSF14,MALT1,CORO1A,LAT,TRBC1,PYCARD,IL21R,EX

OSC3,NLRP3

T cell activation

ANXA1,B2M,BAX,CASP3,CASP8,CBFB,CD2,CD3D,CD3E,CD3G,CD4,

CD8A,CEBPB,DDOST,DOCK2,FCGR2B,NCKAP1L,IFNG,IL1B,IL4R,I

L6,IL7,IL12RB1,ITGAL,LAG3,LCK,PIK3CG,PTPRC,RAC2,SLC11A1,A

DAM17,TFRC,TP53,TNFRSF4,WAS,ZAP70,TNFSF14,MALT1,CORO1

A,LAT,PYCARD,NLRP3

leukocyte differentiation

ANXA1,B2M,BAX,BTK,C1QC,CASP8,CBFB,CD2,CD3D,CD3E,CD3G,

CD4,CD8A,CEBPB,MAPK14,DOCK2,FCGR2B,NCKAP1L,IFNG,IL1B,I

L4R,IL6,IL7,IL12RB1,IRF7,JUN,LAG3,LCK,MMP9,PTPRC,RB1,ADAM

17,TFRC,TGFB1,TLR2,TLR3,TLR4,TP53,VEGFA,ZAP70,MALT1,NLRP

3

leukocyte proliferation

ANXA1,BAX,BST2,BTK,CASP3,CD3E,CD4,CEBPB,DOCK2,FCGR2B,

NCKAP1L,IL1B,IL6,IL7,IL12RB1,PIK3CG,MAPK1,PTPRC,RAC2,SLC

11A1,TFRC,TLR4,TP53,TNFRSF4,ZAP70,TNFSF14,MALT1,CORO1A,P

YCARD

lymphocyte proliferation

ANXA1,BAX,BTK,CASP3,CD3E,CD4,CEBPB,DOCK2,FCGR2B,NCK

AP1L,IL1B,IL6,IL7,IL12RB1,PIK3CG,PTPRC,RAC2,SLC11A1,TFRC,T

LR4,TP53,TNFRSF4,ZAP70,TNFSF14,MALT1,CORO1A,PYCARD

regulation of lymphocyte activation

ANXA1,BTK,CASP3,CBFB,CD2,CD3E,CD4,CEBPB,FCGR2B,NCKAP

1L,IFNG,IL1B,IL4R,IL6,IL7,IL12RB1,LAG3,LCK,PTPRC,RAC2,TFRC,T

GFB1,TLR4,TNFRSF4,ZAP70,TNFSF14,MALT1,CORO1A,LAT,TRBC1,

PYCARD,EXOSC3,NLRP3

GSE66272


image12.emf
Pathway Enrichment P-value Count

Influenza A 2.28 5.30E-03 5

Bladder cancer 1.82 1.50E-02 3

Hepatitis B 1.57 2.70E-02 4

Ribosome 1.55 2.80E-02 4

Pancreatic cancer 1.47 3.40E-02 3

Toll-like receptor signaling pathway 1.15 7.10E-02 3

Endocytosis 1.05 9.00E-02 4

GSE40791
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Pathway Enrichment P-value Count

Influenza A 10.32 4.80E-11 15

Hepatitis C 6.85 1.40E-07 11

Herpes simplex infection 5.66 2.20E-06 11

RIG-I-like receptor signaling pathway 4.80 1.60E-05 7

Hepatitis B 4.49 3.20E-05 9

Measles 3.96 1.10E-04 8

Toll-like receptor signaling pathway 3.72 1.90E-04 7

Pancreatic cancer 3.62 2.40E-04 6

Pathways in cancer 3.26 5.50E-04 12

Cytosolic DNA-sensing pathway 3.02 9.60E-04 5

GSE42568
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Pathway Enrichment P-value Count

Ribosome 3.08 8.30E-04 6

RNA transport 2.09 8.10E-03 5

Non-homologous end-joining 1.17 6.70E-02 2

Rheumatoid arthritis 1.12 7.50E-02 3

Pyrimidine metabolism 1.04 9.10E-02 3

HIF-1 signaling pathway 1.03 9.30E-02 3

GSE156355
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Pathway Enrichment P-value Count

Chagas disease (American trypanosomiasis) 7.20 6.30E-08 10

Ribosome 6.59 2.60E-07 10

Measles 6.43 3.70E-07 10

Tuberculosis 4.54 2.90E-05 9

Toll-like receptor signaling pathway 4.12 7.60E-05 7

Leishmaniasis 3.92 1.20E-04 6

Influenza A 3.80 1.60E-04 8

Pertussis 3.77 1.70E-04 6

Osteoclast differentiation 3.54 2.90E-04 7

Malaria 3.34 4.60E-04 5

GSE60371
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Pathway Enrichment P-value Count

Leishmaniasis 3.24 5.80E-04 4

Salmonella infection 3.00 9.90E-04 4

Influenza A 2.08 8.40E-03 4

Tuberculosis 2.05 8.90E-03 4

VEGF signaling pathway 1.96 1.10E-02 3

Proteoglycans in cancer 1.92 1.20E-02 4

Pertussis 1.85 1.40E-02 3

Rheumatoid arthritis 1.72 1.90E-02 3

NF-kappa B signaling pathway 1.70 2.00E-02 3

Toll-like receptor signaling pathway 1.59 2.60E-02 3

GSE79973
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Pathway Enrichment P-value Count

Influenza A 2.70 2.00E-03 6

TNF signaling pathway 2.62 2.40E-03 5

Neurotrophin signaling pathway 2.38 4.20E-03 5

Osteoclast differentiation 2.34 4.60E-03 5

Pathways in cancer 2.28 5.20E-03 8

FoxO signaling pathway 2.22 6.00E-03 5

Pancreatic cancer 2.21 6.20E-03 4

MicroRNAs in cancer 2.16 6.90E-03 5

Non-alcoholic fatty liver disease (NAFLD) 2.04 9.20E-03 5

Hepatitis B 2.00 1.00E-02 5

GSE84402


image18.emf
Pathway Enrichment P-value Count

Toll-like receptor signaling pathway 4.54 2.90E-05 6

TNF signaling pathway 4.40 4.00E-05 6

Tuberculosis 3.41 3.90E-04 6

Leishmaniasis 2.82 1.50E-03 4

Hepatitis B 2.68 2.10E-03 5

Transcriptional misregulation in cancer 2.66 2.20E-03 5

Pathways in cancer 2.62 2.40E-03 7

Pertussis 2.62 2.40E-03 4

Hematopoietic cell lineage 2.51 3.10E-03 4

Renin-angiotensin system 2.49 3.20E-03 3

GSE161533
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Pathway Enrichment P-value Count

Influenza A 7.96 1.10E-08 10

Measles 5.00 1.00E-05 7

Bladder cancer 4.77 1.70E-05 5

Herpes simplex infection 4.09 8.20E-05 7

Hepatitis C 3.85 1.40E-04 6

NF-kappa B signaling pathway 3.43 3.70E-04 5

Pathways in cancer 3.24 5.70E-04 8

Toll-like receptor signaling pathway 3.21 6.20E-04 5

Leishmaniasis 2.64 2.30E-03 4

RIG-I-like receptor signaling pathway 2.62 2.40E-03 4

GSE63678
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Pathway Enrichment P-value Count

Tuberculosis 13.22 6.00E-14 21

Influenza A 12.48 3.30E-13 20

Chagas disease (American trypanosomiasis) 11.21 6.20E-12 16

Measles 10.96 1.10E-11 17

Pertussis 9.85 1.40E-10 13

Hepatitis B 8.06 8.80E-09 15

Proteoglycans in cancer 7.66 2.20E-08 16

Toll-like receptor signaling pathway 7.13 7.40E-08 12

Legionellosis 7.00 9.90E-08 10

Pathways in cancer 6.32 4.80E-07 20

GSE65144
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Pathway Enrichment P-value Count

Bladder cancer 4.27 5.40E-05 5

N-Glycan biosynthesis 3.96 1.10E-04 5

Pancreatic cancer 3.43 3.70E-04 5

Protein processing in endoplasmic reticulum 2.80 1.60E-03 6

Pathways in cancer 2.46 3.50E-03 8

Proteoglycans in cancer 2.44 3.60E-03 6

Cell cycle 2.41 3.90E-03 5

Colorectal cancer 2.33 4.70E-03 4

Osteoclast differentiation 2.30 5.00E-03 5

Rheumatoid arthritis 2.00 1.00E-02 4

GSE26712
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Pathway Enrichment P-value Count

Chagas disease (American trypanosomiasis) 14.96 1.10E-15 21

Measles 12.07 8.60E-13 20

Hepatitis B 12.00 1.00E-12 21

Influenza A 10.21 6.10E-11 20

Tuberculosis 9.89 1.30E-10 20

Toll-like receptor signaling pathway 9.77 1.70E-10 16

T cell receptor signaling pathway 9.66 2.20E-10 16

Pertussis 9.55 2.80E-10 14

Natural killer cell mediated cytotoxicity 8.36 4.40E-09 15

Inflammatory bowel disease (IBD) 8.21 6.20E-09 12

GSE66272
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Compound Score >50 <50

1 XMD-892 -42.17 5 6

2 AZD-8055 -46.05 6 5

3 hydrocortisone -51.46 5 6

4 sorafenib -26.40 2 9

5 pepstatin -27.19 1 10

6 SKF-86002 -32.56 3 8

7 cyclosporin-a -28.43 3 8

8 medroxyprogesterone -19.24 1 10

9 fludrocortisone -40.73 4 7

10 sulmazole -35.68 2 9

11 AVA -16.18 0 11

12 clarithromycin -6.46 0 11

13 AZ-628 -30.67 4 7

14 MK-2206 -28.31 2 9

15 piceid -7.49 0 11

16 saclofen -12.77 0 11

17 WYE-354 -37.62 4 7

18 PI-828 -60.59 7 4

19 PQ-401 -9.53 1 10

20 TG-101348 -73.67 10 1

21 LY-303511 -22.95 1 10

22 tyrphostin-AG-1478 -56.90 7 4

23 JNJ-38877605 -33.26 4 7

24 BI-2536 -57.96 7 4

25 simvastatin -35.01 4 7

26 bepridil -6.24 0 11

27 esculin -14.67 0 11

28 AG-879 -30.62 2 9

29 triamcinolone -33.61 4 7

30 prednisolone -25.95 2 9

31 purvalanol-a -34.98 3 8

32 halometasone -26.11 4 7

33 WT-171 -48.48 4 7

34 RO-25-6981 -18.56 0 11

35 BU-239 -29.23 4 7

36 aminolevulinic-acid -26.52 3 8

37 betamethasone -25.97 3 8

38 NAN-190 -4.08 0 11

39 CCMQ -12.94 0 11

40 droxinostat -54.75 8 3

41 KU-0060648 -53.65 6 5

42 LFM-A13 -10.63 1 10

43 azacyclonol -6.94 0 11

44 KIN001-127 -31.34 3 8

45 loteprednol -26.46 2 9

46 dovitinib -23.84 2 9

47 ZM-306416 -38.38 5 6

48 JAK3-Inhibitor-II -31.97 2 9

49 desoximetasone -10.95 0 11

50 medetomidine -11.70 0 11

51 carbacyclin -10.15 0 11

52 rimantadine -20.66 1 10
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Tumor vs. Normal Meta-Analysis
GINS1

Study/Source Observed SMD [95% CI]

TCGA_LUAD_2016(T517,N:59) - 2.44[2.13,2.74]
TCGA_LUSC_2016(T:501 N:51) (ad 5.04 [4.63, 5.46]
Rousseaux_2013(T:293,N:14) —e— 2.09[1.53, 2.65]
Okayama_2012(T:204,N:20) —a— 1.66[1.18,2.15]
Bhattacharjee_2001(T:186 N:17) —a— 1.13[0.62, 1.64]
Hou_2010(T:91,N:65) —— 2.56[2.13,2.98]
Lu_2010(T:60,N:60) i —a— 1.88[1.45,231]
Selamat_2012(T:58 N:58) - 017 [0.54,0.19]
Kabbout_2013(T:60,N:30) —a— 1.39[0.93, 1.85]
Landi_2008(T:58 N:49) [— 1.99[1.52, 2.45)
Beer_2002(T:86,N:10) —— 0.77[0.11,1.43]
SanchezPalencia_2011(T:46,N:45) — 4.23[3.49,4.97]
Fujiwara_2012a(T:57 N:30) h—I—I 0.38 [-0.07, 0.83]
Jones_2004(T:61,N:19) —a— 0.57[0.05,1.10]
Su_2007(T:27 N:27) —a— 1.82[1.18, 2.45]
Girard_N_b(T:30,N:20) —a 1.30[0.68, 1.92]
Baty_2010(T:29,N:15) — 1.00 [ 0.35, 1.66]
Xi_2008(T:20,N:20) —— 203[1.26,2.79]
Stearman_2005(T:20,N:19) — 2.00[1.23,2.76]
Yu_2008(T:18,N:12) —_ 21B8[1.26,3.09]
RE Model i 1.81[1.27, 2.34]
Heterageneity : I° = 96%, 1° = 1.4, p = 7e-96

Test for overall effect: z = 6.63, p = 3.4e-11 H

I T T T 1
-1 05 2 35 5

Standardized Mean Difference
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Survival Meta-Analysis

GINS1

Study TE seTE Hazard Ratio HR  95%-Cl Weight
Shedden_2008 (442) 0.15 0.0628 = 116 [1.02;131] 6.2%
Tomida_2009 (117) 0.39 0.1504 P 148 [1.10;199] 3.5%
Zhu_2010 (133) 0.01 0.1267 _ 101 [079;1.30] 4.1%
Wilkerson_2010 (51) 0.45 0.1902 S—%—— 156 [1.08;227] 26%
Hou_2010 (82) 0.04 0.1451 — 1.04 [079;139] 3.6%
Wilkerson_2012 (101)  -0.01 0.1245 — 099 [078;127] 42%
Staaf_2012 (68) 0.12 0.1290 —— 113 [088;146] 4.0%
Kuner_2008 (48) -0.08 02173 092 [060;141] 22%
Rousseaux_2013 (293)  0.53 0.0793 - 170 [1.45;1.98] 56%
Okayama_2012 (204) 069 0.1773 ——— 199 [141;282] 29%
Bild_2006 (110) -0.08 0.1297 092 [071;1.19] 4.0%
Girard_N_b (30) 0.24 02917 127 [072;226] 14%
Botling_2013 (196) 0.15 0.0843 —— 116 [098;1.37] 55%
Jones_2004 (61) 0.51 0.2430 ———— 166 [1.03;267] 1.9%
Sato_2013 (274) 0.11 0.0893 4 112 [094;133] 53%
Tang_2013 (176) 0.17 0.1353 O 118 [091;154] 3.8%
Raponi_2006 (130) 001 01215 - 099 [078;125] 4.2%
Der_2014 (181) 0.25 0.1154 129 [1.03;161] 4.4%
Schabath_2016 (398) 0.07 0.0918 107 [0.89;1.28] 52%
Noro_2017 (107) -0.09 0.1632 091 [0.66;126] 3.2%
Beer_2002 (86) 0.16 0.1913 1 117 [081;1.71]  26%
Bhattacharjee_2001 (125) 0.48 0.1814 —=— 162 [1.13;231] 28%
Baty_2010 (29) 0.29 0.2690 ———=—— 133 [0.79;226] 16%
TCGA_LUAD_2016 (498) 0.20 0.0950 — 122 [1.01;147] 51%
TCGA_LUSC_2016 (490) -0.01 0.0848 —_ 099 [0.84;117] 5.4%
Takeuchi_2006 (149) 0.13 0.1012 = 114 [093;139] 4.9%
Random effects model <> 1.18 [1.10; 1.27] 100.0%
Heterogeneity: /* = 58%, 1° = 0.0196, p < 0.01

Test for overall effect: z = 4.40 (p <0.01) 05 1 2
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Biological processes

Gene name

homeostasis of number of cells IL2RA,MB,SLC11A2,RPS24,STAT1,PRDX2,BCL2L11,FLVCR1

myeloid cell homeostasis MB,SLC11A2,RPS24,STAT1,BCL2L11,FLVCR1

myeloid cell differentiation IRF7,LGALS3,MB,MMP9,SLC11A2,STAT1,TF,FLVCR1

erythrocyte homeostasis MB,SLC11A2,RPS24,STAT1,FLVCR1

Iron uptake and transport SLC11A2,TF,FLVCR1,CAND1

cellular iron ion homeostasis SLC11A2,TF,FLVCR1,CAND1

GSE40791
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Biological processes

Gene name

Influenza A

IKBKB,CXCL10,IRF3,IRF7,KPNA2,OAS2,OAS3,MAPK13,RAF1,STAT

1,TMPRSS2,EIF2AK3,IRF9,EIF2AK1,PYCARD

Epstein-Barr virus infection

B2M,HDAC1,IKBKB,CXCL10,IRF3,IRF7,OAS2,OAS3,MAPK13,STAT1

,FADD,EIF2AK3,ISG15,BCL2L11,IRF9,EIF2AK1

Hepatitis C

IKBKB,CXCL10,IRF3,IRF7,OAS2,OAS3,MAPK13,RAF1,STAT1,FADD,

EIF2AK3,IRF9,EIF2AK1

NOD-like receptor signaling pathway

BCL2L1,IKBKB,IRF3,IRF7,OAS2,OAS3,MAPK13,STAT1,FADD,IRF9,

PYCARD,ATG16L1

defense response to virus

BCL2L1,BST2,CXCL10,IRF3,IRF7,OAS2,OAS3,STAT1,FADD,ISG15,IR

F9,PYCARD,PARP9

Measles

BCL2L1,IKBKB,IRF3,IRF7,OAS2,OAS3,STAT1,FADD,EIF2AK3,IRF9,

EIF2AK1

GSE42568


