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Altered in 85 (92.39%) of 92 samples.
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Fig.S3 Immune microenvironment and pathway differences in GBM risk groups and distinct mutation patterns. (A-B) Comparison of immune cell infiltration proportions between high-risk and low-risk groups, highlighting significant differences in 11 immune cell types. (C-D) Pathway enrichment analysis using GSEA and GSVA. (E-F) Mutation landscape of GBM subtypes, depicting the top three mutated genes in clusters 1 and 2. (G-H) Mutation analysis in high- and low-risk groups, illustrating the distinct genomic mutation patterns with TP53, PTEN, and TTN as the most frequently mutated genes.
