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Figure S1. Differential expression analysis of ICD-related genes in regard to clinical features.



Distribution of the expression levels of ICD-related genes in the groups separated by lymphatic

invasion (A), perineural invasion presence (B), age (C), and sex (D).
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Figure S2. PPI and function enrichment analysis of ICD-related gene clusters revealed using
WGCNA. Clustering of samples using WGCNA. (B) PPI networks of ICD-related genes. (C-E)
GO enrichment analysis. (F) KEGG enrichment analysis.



