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Supplementary Figure S1  GO and KEGG analysis of target genes for differentially expressed miRNAs. 
( A ) E0 vs E24 , Left: GO analysis; Right: KEGG analysis; ( B ) E0 vs E48 , Left: GO analysis; Right: KEGG analysis; 
( C ) E0 vs E72 , Left: GO analysis; Right: KEGG analysis; ( D ) G0 vs G24 , Left: GO analysis; Right: KEGG analysis;
( E ) G0 vs G48 , Left: GO analysis; Right: KEGG analysis; ( F ) G0 vs G72 , Left: GO analysis; Right: KEGG analysis;
( G ) E24 vs G24 , Left: GO analysis; Right: KEGG analysis; ( H ) E48 vs G48 , Left: GO analysis; Right: KEGG analysis;
 ( I ) E72 vs G72 , Left: GO analysis; Right: KEGG analysis.


