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Supplementary Figure 1: Correlation Analysis of COMMD Scores with Tumor Immune-Related Features.
(A) Heatmap illustrating scores of different immune cells in the tumor microenvironment calculated by
various algorithms. (B) Heatmap depicting the correlation between COMMD scores and immune factors.
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Supplementary Figure 2: Enrichment Analysis of COMMD Scores. (A) KEGG enrichment analysis of

COMMD scores. (B) GO enrichment analysis of COMMD scores.




