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Supplementary Figure 1. External validation of pyroptosis phenotypes in the GSE26253 cohort. (A) Heat map for the optimal
clustering by k = 3 based on prognostic pyroptosis-related genes in the GSE26253 cohort. (B) The consensus matrix for k = 2—9 identified by
different colors. (C) The CDF plots of consensus clustering matrix for k = 2-9. (D) The t-SNE plots of the mRNA expression profiles of
prognostic pyroptosis-related genes showing the three distinct subtypes indicated by different colors. (E) Kaplan—Meier survival curves for
the three pyroptosis subtypes.
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Supplementary Figure 2. Validation of immune cell infiltrations across pyroptosis phenotypes in the gastric cancer meta-
cohort through CIBERSORT.
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