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Figure S2. Enrichment of top 10 GO pathways in (a) BP categories in the D vs. 
A comparison; (b) BP categories in the C vs. A com-parison; (c) BP categories 
in the B vs. A comparison; (d)CC cate-gories in the D vs. A comparison; (e) CC 
categories in the C vs. A comparison; (f) CC categories in the B vs. A comparis-
on; (g) MF categories in the D vs. A comparison; (h) MF categories in the C vs. 
A comparison; (j) MF categories in the B vs. A comparison.
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