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Figure S2. Representative genes of each cluster and respective OIRRA gene categories.

Heatmap of expression of representative genes of gene clusters A, B and C. Only differentially expressed genes were
selected. Differential expression analysis was performed directionally, comparing pro-immunogenic tumors vs.
pro-tumorigenic tumors. For each gene, FDR and Fold Change are provided. Specific OIRRA gene categories are

specified. For gene clusters A and B statistically significant (*) and over-represented OIRRA gene categories were prioritized.
For cluster C, all differentially expressed genes were selected.
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