Supplementary Material

Figure S1. The paired plot of the samples in GEO. CD8+T cells and plasma cells, resting Mast cells
were lower in tumor group. On the contrary, activated Dendritic cells and follicular helper T cells,
macrophages M0 were higher in tumor group. *P<0.05 is considered statistically significant.
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Figure S2. Barplot of the 18 genes. 18 genes were up-regulated in tumor group. All of them were
statistically different. Type N represents normal group, type T represents tumor group.
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Figure S3. Heat map of 18 genes. The 18 genes were up-regulated in tumor tissues.



Figure S4. The verification of hub genes on protein level by THPA and GEPIA. (A) In GEPIA the
expression level of CD86, CYBB and C3AR1 was showed on the left. Translational level of GC and
normal tissues were demonstrated on the upper side and the lower side in THPA. (B) Violin plot of
CD86, CYBB and C3ARI1 in different stages. (C-E) Co-expression of every two genes.
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Table S1. Other GO-Biological Process enrichment analysis of DEGs in GC samples.

Ontology Term Description Count  p.adjust
BP G0:0060263 regulation of respiratory burst 2 3.49E-03
BP GO0:0045076 regulation of interleukin-2 biosynthetic process 2 4.18E-03
BP GO:0042535 positive regulation of tumor necrosis factor 2 4.19E-03

biosynthetic process
BP G0:0002688 regulation of leukocyte chemotaxis 3 4.19E-03
BP G0:0042035 regulation of cytokine biosynthetic process 3 4.19E-03
BP (G0:0042094 interleukin-2 biosynthetic process 2 4.58E-03
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P<0.01 is considered statistically significant.

Table S2. Characteristics of Patient

Variables Statistics(N=179)
Age

N(miss) 179(0)

Mean+SD 59+12

Min-Max 23-86

Median 60




Gender
Female
Male

OS Status
Live
Died

36(20.1%)
143(79.9%)

94(52.5%)
85(47.5%)
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