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Altered in 147 (97.35%) of 151 samples.
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Altered in 141 (94%) of 150 samples.
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Supplementary Figure 1. Response to immune checkpoint therapy, tumor stemness score. (A) Immune checkpoint. (B, C)
Oncoplots for the top 15 mutated genes in low- (B) and high-risk (C) groups. (D—H) Correlation between risk score and tumor mutation
burden (TMB) (D), microsatellite instability (MSI) (E), stemness score (F), response to Immune checkpoint therapy (G, H). (l) Correlation

between risk score and TIDE score.
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