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Figure S1. Revigo GO term analysis (A-C)Treemap view of Up regulated DEGs (A) Biological process category Treemap (B) Cellular
Component category Treemap (C) Molecualr Function category Treemap (D-F)Treemap view of Down regulated DEGs (A) Biological
process category Treemap (B) Cellular Component category Treemap (C) Molecualr Function category Treemap. Each rectangles size mean
enrichment level. As size lager, enrichment level is higher. The lighter term name indicates representative term of groups.
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Figure S2. KEGG pathway graph (A) Up regulated DEGs KEGG pathway (B) Down regulated DEGs KEGG pathway. Each graph shows
KEGG pathway of DEGs. First alignment threshold is —log,, Pvalue, and second alignment threshold is Fold enrichment.



