Supplementary Figure 4

Alterod in 65 (95.59%) of 68 samples. Altered in 126 (90.65%) of 139 samples. Altarod in 213 (85.54%) of 249 samples.
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Supplementary Figure 4. Correlation analysis between prognostic model and TMB using R
software.

(A, B, C) The waterfall plots showing the differences of tumor somatic genomic mutation in high-
(A), medium- (B) and low-risk group (C). (D) Correlation of mutated genes. (E) Relationships
between risk scores and TMB. (F) Comparison of TBM between different risk groups.



