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[bookmark: _GoBack]Figure S10 Alteration landscape for EnCa samples with high risk score and low-risk in the TCGA cohort. Lower rates of PTEN mutation, TTN mutation, ARID1A mutation, PIK3R1 mutation, ZFHX3 mutation and PIK3CA mutation in EnCa with high-risk score were found compared with EnCa with low risk score.
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Altered in 255 (98.08%) of 260 samples.
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Altered in 224 (92.56%) of 242 samples.
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