Supplementary Figure S1
GEPIA2.0 tool was used to analyze the correlation between FDX1 expression and tumor pathology.
[image: ]



















Supplementary Figure S2
We used Kaplan-Meier plots to analyze the effect of FDX1 expression on prognosis in patients with lung cancer, ovarian cancer, breast cancer,  and hepatocellular carcinoma.
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Supplementary Figure S3
We used the cBioPortal tool to investigate the impact of FDX1 mutations on OS, DSS, DFS, and PFS for patients with BLCA, LUAD, TGCT, CESC, OV and PRAD.
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Supplementary Figure S4
We used cBioPortal to investigate the impact of mutations in FDX1 on OS, DSS, DFS, and PFS among patients with STAD, UCEC, GBM, SKCM, HNSC and COADREAD .
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Supplementary Figure S5
Based on the TCGA dataset, the UALCAN tool was used to analyze FDX1 methylation values from primary tumors and normal tissue.
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Supplementary Figure S6
The TIMER2.0 database was used to analyze the relationship between FDX1 expression and immune cell infiltration (including B cells, CD8+T cells, DC cells, NK cells, neutrophils and macrophages).
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