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Supplementary Figure 5. Prognostic evaluation of the 29-gene signature in molecular subgroups. (A-D) Survival analysis of the
signature in LGG IDH-wt, LGG IDH-mut, GBM IDH-wt and GBM IDH-mut patients of TCGA cohort. (E-H) Survival analysis of the signature in
LGG IDH-wt, LGG IDH-mut, GBM IDH-wt and GBM IDH-mut patients of CGGA cohort.
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