Fig. S1. Correlation analysis (Fig. S1A) and PCA score plot (Fig. S1B) of the transcriptome profiles between W, Y, DP, and DR
[image: ]






























Fig. S2. GO analysis of the DEGs between W and Y (Fig. S2A), between W and DP (Fig. S2B), between W and DR (Fig. S2C)
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Fig. S3. KEGG analysis of the DEGs between W and Y (Fig. S3A), between W and DP (Fig. S3B), between W and DR (Fig. S3C)
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Fig. S4. The cluster dendrogram results of 22 genes expression modules, present with different colors (Fig. S4A), The relationship analysis between genes module and 9 differentially accumulated metabolites (Fig. S4B).
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