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Figure S2. KEGG pathways enriched in the differentially expressed genes. The KEGG pathway enrichment
analysis was performed using the groups of clustered genes. Each group was adapted to pathway enrichment
analysis based on KEGG by ClueGo version 2.2.4. Bonferroni-corrected value of P < 0.05 was considered the
cut-off criterion, and the KEGG pathways enriched in each group are shown in -log;o(P-value). KEGG

pathways were not enriched for the C9 and C11 groups.






