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Supplementary Fig. S3. KEGG enrichment of DEGs.

(a): T2DAPO VS T2DAP15; (b): T2DAP15 VS T2DAP30; (c): T2DAPO VS T2DAP30; (d): TIDAPO VS T9DAPIS; (e):
T9DAP15 VS TODAP30; (f): TODAPO VS TIDAP30; (g): T2DAPO VS TODAPO; (h): T2DAP15 VS T9DAP1S5; (i): T2DAP30
VS T9DAP30.



