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Fig. S4. Heat maps and KEGG function enrichment analysis for the commonly

upregulated and downregulated differentially expressed genes (DEGSs). a. Heat map for

the commonly upregulated DEGs. b. KEGG function enrichment analysis for the

commonly upregulated DEGs. c. Heat map for the commonly downregulated DEGs. d.

KEGG function enrichment analysis for the commonly downregulated DEGs.



