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Statistics of Pathway Enrichment
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Figure S1. GO and KEGG analysis of the genes targeted by upregulated miRNAs. (A) shows the

result of GO analysis and (B) shows the result of KEGG analysis.
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Figure S2. GO and KEGG analysis of the genes targeted by downregulated miRNAs. (A) shows

the result of GO analysis and (B) shows the result of KEGG analysis.



