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Figure S1. The function enrichment analysis of down-regulated genes in GC. The MF, BP, CC and KEGG pathway were list with term name, ID, p-value and enriched
genes. The significance threshold was g.SCS threshold.
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Figure S2. The function enrichment analysis of up-regulated genes in GC. The MF, BP, CC and KEGG pathway were
list with term name, ID, p-value and enriched genes. The significance threshold was g.SCS threshold.
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Figure S3. The mutation diagram of 12 DEGs (ASPN, C160rf89, CCKBR, COL1A1, COL12A1, DNER, ETNPPL, FNDC1, GHRL, INHBA, KLK11 and MMP12). The muta-
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tion data was obtained from TCGA. The overlap diagram of patients or samples were listed at the bottom.
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Figure S4. The function enrichment analysis of COL1A1, COL12A1, ASPN, FNDC1, INHBA and MMP12 in GC. The
MF, BP, CC and KEGG pathway were list with term name, ID, p-value and enriched genes. The significance threshold
was g.SCS threshold.



