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Fig.S2 Clinical and molecular factors inform GBM prognostic nomogram

(A) Heatmap displaying the expression profiles of prognostic genes and clinical features in high-risk and low-risk subgroups. (B) Comparison of risk scores among GBM molecular subtypes in the high-risk and low-risk groups. 

(C) Chi-square test analysis of subtype distribution between high-risk and low-risk groups. (D) Univariate Cox regression analysis evaluating clinical characteristics and risk scores as prognostic factors for GBM survival outcomes. (E) Multivariate Cox regression analysis incorporating independent prognostic factors. (F) The nomogram for predicting patient survival outcomes. (G) Calibration curves assessing the predictive accuracy of the nomogram. (H) ROC curve analysis of the nomogram.
