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The effect of epigenomic status on gene evolution
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I have been investigating how epigenomes evolve mainly in plant species. My
main focus is gene body methylation that is found in transcribed regions and is observed in
highly-expressed genes in plants and animals. My previous studies found that body-methylated genes
tend to evolved more slowly than unmethylated genes in angiosperms. The DNA sequences of
body-methylated genes are subject to negative natural selection. However, the reason why negative
selection acts on body-methylated genes. The pattern of DNA methylation is associated with the
distribution of nucleosomes in plant genomes. Thus, I hypothesized that negative selection work on
body-methylated genes such that the position of nucleosomes are kept to be stable. 1 am now testing
this hypothesis in Arabidopsis thaliana.
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