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Figure S1. Evolutionary analysis of HMT (SDG, PRMT) and HDM (JM], HDMA) in
representative species of the major lineage of green plants. HMT: Histone
methyltransferases, SDG: SET domain group, PRMT: protein arginine methyltransferases,
HDM: Histone demethylases, HDMA: SWIRM and C-terminal domain, JMJ: JmjC domain-
containing proteins.
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Figure S2. Phylogenetic and Conserved Domain Analysis of PRMT, [M] and HDMA
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Figure S3. Motif distributions of HvHMTs and HvHDMs
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Figure S4. Chromosomal location analysis of HMT (SDG, PRMT) and HDM (JMJ,

HDMA) families in different germplasms of barley. The red font is the SDG subfamily

gene, the turquoise font is the PRMT subfamily gene, the blue font is the JMJ

subfamily gene, and the black font is the HDMA subfamily gene



