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Figure S1. GO and KEGG enrichment analysis between old and young groups. (A) GO enrichment
scatterplot of o-Sham vs. y-Sham. (B) KEGG enrichment scatterplot of o-Sham vs. y-Sham. (C) GO
enrichment scatterplot of O-PF vs. y-PF. (D) KEGG enrichment scatterplot of o-PF vs. y-PF.



