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Fig. S4 Classification of different genes in KEGG pathway. The X-axis represents the value of rich factors (the ratio of annotated DEGs to all genes of the
enriched pathway). The Y-axis represents the names of pathways. The color depth of each point represents q value.The size of each point represents the number
of DEGs. (A) KEGG annotation of DEGs of CAM2 vs. CAMO. (B) KEGG annotation of DEGs of CAM4S vs. CAM2. (C) KEGG annotation of DEGs of
CAMBG6S vs. CAMA4S. (D) KEGG annotation of DEGs of CAM26S vs. CAMG6S. (E) KEGG annotation of DEGs of CAM6S vs. CAMO. (F) KEGG annotation
of DEGs of CAMA4S vs. CAMO. (G) KEGG annotation of DEGs of CAM26S vs. CAMO.



