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Supplementary Figure S5. KEGG metabolic pathway enrichment of DEGs and

differential metabolites of two kinds of wheat without trehalose pretreatment at

high temperature. (A) Transcriptome. (B) Metabonomics. The ordinate represents the

KEGG pathway. The abscissa represents the Rich factor. The larger the rich factor, the

greater the enrichment degree. The larger the dot, the more the number of differential

genes enriched by the pathway. The redder the color of the dot, the more significant the

enrichment.
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