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Supplementary Fig. 1 Functional annotation of transcripts. a Nr Homologous species distribution diagram of transcripts. b Distribution of GO terms for all annotated transcripts.
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Supplementary Fig. 2 qRT-PCR verified the flavonoid biosynthesis related differentially expressed genes (DEGs). The floral samples from tree peony cultivars ‘High Noon’ and ‘Roufurong’ at S3 were used for expression analysis. Standard error (SE) of the mean from three biological replicates is shown as error bars.
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Supplementary Fig. 3 Phylogenetic analysis of PsMYB4 and PsMYB111 with their homologous proteins. a Phylogenetic analyses of PsMYB4 and PsMYB111 in Arabidopsis. b Multiple alignments of deduced amino acid sequences of the PsMYB4 protein with other species. c Multiple alignments of deduced amino acid sequences of the PsMYB111 protein with other species.
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Supplementary Fig. 4 Phylogenetic analysis of PsTT8 and PsEGL3 with their homologous proteins. a Phylogenetic analyses of PsTT8 and PsEGL3 in Arabidopsis. b Multiple alignments of deduced amino acid sequences of the PsTT8 and PsEGL3 proteins with other species. 
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Supplementary Fig. 5 Phylogenetic analysis of PsSPL9 and its homologous proteins. a Phylogenetic analysis of PsSPL9 in Arabidopsis. b Multiple alignments of deduced amino acid sequences of the PsSPL9 protein with other species.
