Supplementary file

Figure S1 Bubble plot of GO enrichment analysis for ML group and control.

Figure S2 KEGG histogram enrichment analysis of ML group and control.
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Figure S1. Bubble plot of GO enrichment analysis for ML group and control. Three
main GO categories in up-regulated genes: (A) cellular component (CC), (B) molecular
function (MF), (C) biological process (BP). Three main GO categories in down-
regulated genes: (D) cellular component (CC), (E) molecular function (MF), (F)
biological process (BP).
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Figure S2. KEGG histogram enrichment analysis of ML group and control. Statistical
plots of KEGG pathway B class classification in up-regulated (A) and down-regulated
genes (C). Bar graphs of the top 20 significantly enriched pathways in up-regulated (B)
and down-regulated genes (D).



