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Supplementary Fig. S2. Transcriptome analysis of differentially expressed genes in CF and NF of 'Fengtangli' plums. (a) Volcano plot showed the DEGs between two different libraries; the p < 0.05 was used as thresholds to determine the significance of DEGs. (b) KEGG pathway enrichment analysis showing significant DEG enrichment in phenylpropanoid, hormone signal transduction, and flavonoid biosynthesis pathways.
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