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[image: ]Supplementary Figure S1
Supplementary Figure S1. Characterization of ferroptosis patterns in HNSCC. (A) Consensus clustering matrix for k=2, and the color legend for consistency is on the right, indicating that the higher the consistency of the data, the bluer the color. (B-D) Consensus clustering matrix for k=4-6, and the color legend for consistency is on the right, indicating that the higher the consistency of the data, the bluer the color. (E) Significantly enriched pathways and biological function (gene ontology) were determined by functional enrichment analysis in ferroptosis cluster 2 and cluster 3.
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Supplementary Figure S2. FTH1 regulates SPINK5 function of ferroptosis. (A) Transwell assays (scale bar: 200 μm) following rescue experiments to measure the cell mobility capacity. (B, C) Colony formation assay in TU686 and FADU were performed to measure cell proliferation and quantifications. (D) Confocal microscopy of intracellular Fe2+ detected by FerroOrange following rescue experiments (scale bar: 100 μm). Data show the mean ± SD of at least three independent experiments: *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001.
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