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Supplementary Figure 1. Gene Ontology (GO) enrichment analysis, Kyoto Encyclopedia of Genes and Genomes (KEGG)
pathway enrichment analysis and Gene Set Enrichment Analysis(GSEA). (A) GSEA plot showing that Cell cycle has no significant
change. (B) KEGG pathways including adjusted p-value as color code. (C—E) Enriched GO terms including adjusted p-value as color code.
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