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Figure S1. The detailed analysis process of this study.



Altered in 153 (24.84%) of 616 samples.
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Figure S2. Mutation information of 9 prognostic DAMPs-related genes. (A) Waterfall plot of gene

mutation types. (B) Gene co-mutations.
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Figure S3. PCA and t-SNE analysis of the signature. (A, B) PCA (A) and t-SNE analysis (B) of TCGA
database. (C, D) PCA (C) and t-SNE analysis (D) of GEO database.
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Figure S4. Original images for western blots. (A) Original western blot of PANX1 in Figure
10A. (B) Original western blot of GAPDH in Figure 10A. (C) Original western blot of H1299
PANX1 in Figure 10C. (D) Original western blot of H1299 GAPDH in Figure 10C. (E) Original
western blot of H358 PANX1 in Figure 10C. (F) Original western blot of H358 GAPDH in Figure
10C.



