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Supplementary Figure 1. Flowchart for identifying 12 ARGs signature associated with colon cancer survival.
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Supplementary Figure 2. Validation the prognosis value of 6 ARGs in colon cancer by Kaplan-Meier-plotter. (A) ATG101, (B)

DAPK1, (C) MAP1LC3C, (D) SERPINA1, (E) TSC1, (F) ULK3.
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