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Fig. S1 Kaplan-Meier survival analysis for human glioma datasets (TCGA and CGGA); relative to Fig. 1.
(a-d) Survival analysis using clinical information from TCGA (a-c) and CGGA (d) dataset. Patients are divided into low and high MTCH2 groups by normal brain tissue MTCH2 expression (95% percentile) (a-b), or median expression level (c-d).
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Fig. S2 Protein quantifications relative to Fig. 3.
(a-b) Quantifications showing the expression pattern of PDHE1-A and GFAP in glioma cells compared with primary neurons and astrocytes. (c-d) Quantifications showing that MTCH2 knockdown did not alter protein levels of Tom20 and Tom40 in in A172 cells. (e) Quantifications showing the increased mitochondrial respiratory proteins, 4-HNE levels, and decreased MMP-9 mRNA level by MTCH2 knockdown in A172 cells.
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