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Supplementary Figure 1. (A) Heatmap of the enriched item in the GO analysis of 200 IRGs. (B) Network of enriched terms. (C) LASSO regression of the 3 IRGs. (D)The landscape of genetic alteration profiles in TCGA cohort.
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Supplementary Figure 2. T stage (A), N stage (B), TNM stage (C), and tumor subtype (D) were significantly associated with the nomogram Score
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Supplementary Figure 3. GSEA showed that IL2-STAT5 signaling (A), IL6-JAK-STAT3 signaling (B), inflammatory response (C), cytokine-cytokine receptor interaction (D), pathway in cancer (E), and ECM receptor interaction (F), were differentially enriched in the low-risk group.
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