Supplementary

A Altered in 388 (87%) of 446 samples.
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B Altered in 418 (88.94%) of 470 samples.
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Figure S1 Somatic mutation. Waterfall plots showing the mutation status of the top 20 mutated genes in high-risk (A) and low-risk (B)

groups; (C) distribution of the tumor mutation burden between the two risk groups. ns, non-significance. TMB, tumor mutation burden.
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