Supplement Figure 3. KEGG, GSEA, and PPI network analyses.
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Supplement Figure 3. KEGG, GSEA, and PPI network analyses. A. KEGG pathway analysis. The
color and size of the circles were determined by the degree value with red circles representing
upward, and blue circles representing downward. B. GSEA for samples with high ESTIMATE
scores.C. PPI network analysis for 114 DEGs.





