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Figure S1. Validating the PyroScore model in the testing set and the entire cohort. 
(A, D) PyroScore distribution, prognostic status of each patient, and heatmaps of nine prognostic PRGs. PCA plot (B, C) and t-SNE plot (E, F) show the separation of PyroScore subgroups. [image: ]
Figure S2. Enrichment analyses of the DEGs downregulated between the PyroScore subgroups. (A) GO term. (B) KEGG pathway annotation. 
[image: 图片包含 图表

描述已自动生成]
Figure S3. Spearman correlation between pyroptosis-derived signatures and chemokines, interferons, interleukins, and other cytokines. [image: 图表, 散点图
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Figure S4. External validation of expression of nine prognostic PRGs in GPL96 sets.
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Figure S5. Expression levels of nine prognostic PRGs in thyroid cancer cell lines.
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