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Figure S1. GO terms and KEGG pathways for differentially expressed genes (DEGs). (a-c) GO
terms for comparisons of samples (OB-S1 vs. CH-S1, OB-S2 vs. CH-S2 and OB-S3 vs. CH-S3).
(d-f) KEGG pathways for comparisons of samples (OB-S1 vs. CH-S1, OB-S2 vs. CH-S2 and
OB-S3 vs. CH-S3).



