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Figure S1 Sequences alignment of HDAS8 homologous proteins in Arabidopsis and mei.
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Figure S2 Sequences alignment of three PyHDA 14 homologous proteins in Somei-Yoshino.
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Figure S3 Sequences alignment of three MdAHDA 1 homologous proteins in apple.
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Figure S4 Sequences alignment of the four ReHDA 14 homologous proteins in rose.
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Figure S6 Gene locations of HDACs on the chromosome. a.The ParHDACs genes of P.armeniaca
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Figure S8 Dot plot of PmHDACs GO enrichment analysis.
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Figure S9 Sequences alignment of all HD2 family proteins in Arabidopsis, P. trichocarpa and 8
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Figure S10 Motif and sequences analysis of STR2 genes in 10 plants.



