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Supplementary Figure 1. Mutational landscape in COAD patients. Mutational landscape of the 30 most frequently mutated genes in
the Chinese cohort (A) and TCGA cohort (B). The columns and rows represent patients and genes, respectively, and are sorted in decreasing
order by the number of patients in whom a gene is mutated. The right panel indicates the frequency of gene mutations. Mutation types are
differentiated by colors.
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