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Figure S1 Kaplan-Meier of high- and low-expression groups for m6A regulatory genes in COAD.
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COAD, colon adenocarcinoma; m6A, N6-methyladenosine.
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Figure S2 The correlation analysis among prognosis-related N6-methyladenosine regulatory genes. *, P<0.05; **, P<0.01.
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Figure S3 The expression of the six model genes in patients at various phases of pathogenesis.
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