Supplementary Figures

Enrichment plot: KEGG_ECM_RECEPTOR_INTERACTION Enrichment plot: KEGG_FOCAL_ADHESION Enrichment plot:
KEGG_HEDGEHOG_SIGNALING_PATHWAY
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Supplementary Figure S1 Gene set enrichment analysis (GSEA) for risk score based

on m6A-related IncRNAs.
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Supplementary Figure S2 Expression levels of 7 m6A-related IncRNAs of

prognostic signature in colorectal cancer tissues and corresponding normal tissues by

RT-PCR.



