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Supplementary Figure 1. Functional classification of the Chinese Chive transcriptome assembly.
(A) NR database annotation results statistics. (B) Gene Ontology (GO) functional classification.
The abscissa represents the secondary GO entry, and the ordinate represents the number of genes
for the GO entry. (C) Orthologous relationship (KOG) functional distribution of the Chinese Chive
transcriptome. The abscissa represents the classification content of KOG, and the ordinate

represents the number of genes.
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Supplementary Figure 2. Clustering heat map of the correlation coefficients of the integrated
transcriptome and metabolome for differential genes and differential metabolites. The horizontal
axis represents differential metabolites and hierarchical clustering results, and the vertical axis

represents differential genes and hierarchical clustering results.



