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Additional file 18 Figure S6 The targets for DE miRNAs enriched in the top 20 KEGG pathway. a: sulfur metabolism in L4 vs L0, and the other five groups
also in the top 20 pathway; b: sulfur relay system in L4 vs L0, the L4 vs L13, LO vs L13 and LO vs L28 also in the top 20 pathway; c: sesquiterpenoid and triterpenoid
biosynthesis in L4 vs L28, the L4 vs L13 and L13 vs L28 also in the top 20 pathway; d: carotenoid biosynthesis in L4 vs L28, and the LO vs L28 also in the top 20
pathway; e: flavonoid biosynthesis in L4 vs L0, and also in the L4 vs L28, LO vs L13 and L13 vs L28 (not at the top 20 pathway); f: fructose and mannose
metabolism in LO vs L13; g: fatty acid degradation in L4 vs LO; h: fatty acid biosynthesis in L4 vs L28; i: phosphatidylinositol signaling system in LO vs L13. The
nodes are marked in red background color indicating the DEGs is up-regulated expression, and the nodes are marked in green background color indicating the DEGs
is down-regulated expression. On the other side, the white nodes indicated the genes are DEGs, but there is no distinguishment of the DEGs about the up- /

down-regulated expression.
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