Figure S1. Flow chart of the present study. COAD, colon
adenocarcinoma; TCGA, the Cancer Genome Atlas; TMB,
tumor mutation burden; MSI, microsatellite instability.
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Figure S2. Correlations between risk score and all types of immune cells. (A) Plasma B cells, (B) resting NK cells, (C) activated
memory CD4* T cells, (D) endothelial cells, (E) MO macrophages (F) M1 macrophages, (G) M2 macrophages, (H) CD8+ T cells
and (I) T cell regulatory cells (Tregs).
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Figure S3. Clinical characteristics in high and low risk groups. (A) Age, (B) sex, (C) stage, (D) size of primary tumor, (E) distant
metastasis and (F) lymph node stage. T, tumor; N, node; M, metastasis.
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