Supplementary Figure
Ferroptosis resistance-related TEP1 as a novel prognostic biomarker involved in immune infiltration and progression of glioblastoma
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[bookmark: OLE_LINK6]Supplementary Fig 1. A Protein abundance of TEP1 across multiple tumor types from the CPTAC database. B Variation of TEP1 expression by gender, age, chemotherapy status, and radiotherapy status in gliomas. ns, P ≥ 0.05; *P < 0.05; **P < 0.01; ***P < 0.001.
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Supplementary Fig 2. A The volcano plot displayed the differentially expressed genes (DEGs) between the high TEP1 and low TEP1 groups in the TCGA-GBM database. Color gradients from blue to red indicating increasing significance of changes in gene expression. B KEGG enrichment analysis of DEGs; bubble size representing the number of genes enriched in each pathway and bubble color corresponding to the adjusted p-value (adj. P) with a gradient from blue (higher adj. P) to red (lower adj. P). C GO enrichment analysis of DEGs, categorized into cellular components (CC), biological processes (BP), and molecular functions (MF). D Gene set enrichment analysis (GESA) comparing high-TEP1 and low-TEP1 groups from the CGGA-GBM dataset. E Correlation heatmap of gene relationships from the CGGA-GBM dataset; color gradients transition from red (negative correlation) to blue (positive correlation), with tile or pie segment size and intensity indicating correlation strength.
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Supplementary Fig. 3 A Volcano plot of differential drug sensitivities between high-TEP1 and low-TEP1 groups based on the GDSC-predicted drug sensitivity matrix in the CGGA-GBM dataset. B Boxplot of the IC50 distribution for these drugs in high-TEP1 and low-TEP1 groups from the same dataset as in (A). C Volcano plot of differential drug sensitivities between high-TEP1 and low-TEP1 groups based on the GDSC-predicted drug sensitivity matrix in the TCGA-GBM dataset. D Boxplot of the IC50 distribution for these drugs in high-TEP1 and low-TEP1 groups from the same dataset as in (C). E Correlation plot of TEP1 expression versus IC50 values of RSL3/NAC from GDSC and CTRP drug response data in TCGA-GBM samples. ns, P ≥ 0.05; *P < 0.05; **P < 0.01; ***P < 0.001.
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Supplementary Fig. 4 A Western blot analysis of TEP1 knockdown efficiency in T98G and U251 cell lines.  B Western blot analysis of TEP1 overexpression in U87MG and LN229 cell lines. C Representative phase-contrast microscopy images of U87MG and LN229 cells treated with RSL3 (1 μM) under oe-TEP1 or vector control conditions. Scale bar: 50 μm.  Colony formation assays with corresponding colony counts (D), cell viability (E), and intracellular levels of GSH (F) and MDA (G) in U87MG and LN229 cells treated with or without RSL3 (0.3 μM) under oeTEP1 or vector control conditions have been quantified and are presented as histograms. (H) Cell viability in T98 and U251 cells treated with or without RSL3 (0.3 μM), dasatinib (0.5μM) or Combination has been quantified and are presented as histograms. All data are presented as mean ±SD. ns, P ≥ 0.05; *P < 0.05; **P < 0.01; ***P < 0.001
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