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SUPPLEMENTARY FIGURE S1
(A)Venn diagram illustrating the overlap of differentially expressed genes (DEGs) identified by four methods: edgeR, DESeq2, Wilcoxon, and limma. (B)Circos plot depicting the chromosomal localization of the candidate genes. (C)Gene Set Enrichment Analysis (GSEA) enrichment score (ES) curves. The upper panel shows the ES curves for cluster C1, and the lower panel presents those for cluster C2 across distinct biological processes. (D)Box plots displaying the gene expression scores of clusters C1 and C2 across different cell types. Asterisks indicate statistically significant differences between the two clusters (*p < 0.05, **p < 0.01, ***p < 0.001).
SUPPLEMENTARY TABLE S1 
Gene Sets of 21 Types of Programmed Cell Death (PCD)
SUPPLEMENTARY TABLE S2
The complete gene list of differentially expressed genes (DEGs) in TCGA-LIHC.
SUPPLEMENTARY TABLE S3
qRT-PCR Primer Sequences.
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