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Supplementary Figure 1. The KM analysis of the 23 ICDGs.
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Supplementary Figure 2. Identification and enrichment analysis of differential genes among the subtypes. (A, B) GSVA of
biological pathways between two distinct subtypes. (C) Wayne diagram was adopted to screen the difference genes in the three subtypes,
and 1033 genes were obtained after taking the intersection. (D) KEGG enrichment analysis for DEGs between different molecular subtypes.
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Supplementary Figure 3. The ICD predicts immunotherapeutic benefits. (A-E) KM curves for patients with high and low ICD in the
GSE100797, VanAllen, GSE135222, Nathanson, and GSE126044 cohorts. ROC curve of the ICD in the GSE100797, VanAllen, GSE135222,
Nathanson, and GSE126044 cohorts. (F-1) ROC curve of the ICD in the GSE78220, GSE91061, GSE16252, and GSE35640 cohorts.
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Supplementary Figure 4. Violin plots showing the expression levels of five signature-related ICDGs in the cell clusters
identified by the single-cell RNA-seq dataset GSE127465.
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