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Figure S1 The CRGs differentiate glioma patients into two subclusters
(A-C) The CDF curves of consensus score from k=2~9 and cluster diagram for subtype analysis of glioma samples in CGGA-693 (A), CGGA-325(B), and Rembrandt (C) validation cohorts. The intragroup correlations were the highest, and the inter-group correlations were low when k=2. (D-F) Kaplan-Meier survival curve showing survival probability of cluster1 and cluster2 in CGGA-693 (D), CGGA-325 (E), and Rembrandt (F) validation cohorts. (G-I) The ESTIMATE algorithm evaluates tumor purity and immune score in patients with C1 and C2 subtypes in CGGA-693 (G), CGGA-325 (H), and Rembrandt (I) validation cohorts.
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Figure S2 Risk scores obtained from the CRGs-signature predict survival in glioma patients
(A-C) Distribution of risk score, survival status, and the expression of prognostic CRGs in CGGA-693 (A), CGGA-325 (B), and Rembrandt (C) validation cohorts. (D, E) The Kaplan–Meier survival curve of the prognostic signature predicts the Risk-H and Risk-L groups in the TCGA training cohort (D) and CGGA-693 validation cohort (E). (F, G) UMAP of CGGA-325 (F), and Rembrandt (G) validation cohorts set to distinguish between Risk-H and Risk-L groups.
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Figure S3 Relationship between subtypes and risk stratification in glioma patients
(A-C) ROC curves for patients in CGGA-693 (A), CGGA-325 (B), and Rembrandt (C) validation cohorts. The 1-, 3- or 5-year AUC is shown in the Figure. (D) The nomogram model predicts the patient’s OS. Each variable’s points on the point scale are totaled. Finally, beneath the total points, the probability of 1-, 3-, or 5-year survival is projected on the scales below. (E-G) Sankey diagram relationship between Subtypes, Risk Stratification, and Grades of Glioma Patients in CGGA-693 (E), CGGA-325 (F), and Rembrandt (G) validation cohorts.
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Figure S4 Elesclomol impacts the viability of glioma cells
(A, B) The association between Risk score value and Elesclomol sensitivity in CGGA-693 (A) and CGGA-325 (B) validation cohorts. (C) U87-MG cells were subcutaneously injected into nude mice followed by intraperitoneal treatment with indicated drugs. The weight of tumors were determined (n = 5).  ****p < 0.0001 vs. control group. (D) The cells viability of SW1088 vs. LN18 under different concentrations of Elesclomol-Cu (50, 100, 200, 400, 800, 1000, 1200, and 2000 nM). ***p < 0.001 and ****p < 0.0001.
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Figure S5 Expression of FDX1 and STEAP3 in the glioma microenvironment
(A) 15 glioma single-cell sequencing datasets from the TISCH2 database were obtained. Expression levels of FDX1 and STEAP3 in immune, malignant, and stromal cells were represented using heatmap. (B) Localization of FDX1 and STEAP3 in the glioma microenvironment is shown in the single-cell atlas of the GSE148842 dataset.
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