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Figure S1.Spearman correlation and clustering analysis of sequencing sample.
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Figure S2.Volcano plots showing the differential gene expression between D and B group samples at

different timepoint. Genes significantly upregulated and downregulated in D group samples are

shown in red and blue, respectively.
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Figure S3.The distribution preference of the PIF3, PIF4, PIF5, and PIF7 binding site in the promoter

region of genes in the “Blue” and “Turquoise” modules.



