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Epigenetic evolution and regulation during Whole Genome Duplication
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Epigenetic information has been considered to be the primary driver for
evolution. In this research, we collected epigenetic information of medaka fish and studied epigenetic
evolution in depth. One of our findings is methylation level conservation rates of paralogue gene pairs
seem to be uncorrelated with DNA sequence conservation rates of them. Another one is that we designed a
new efficient approach to study cell-to-cell variability of cytosine methylation, which is essential for
deeply understanding inherent cellular perturbation. Comparing methylation status of coexisting CpG sites
on long sequencing reads, we observed repressed methylation variability in hypomethylated regions across
the entire genome, and a first gradational change of methylation status on boundaries of hypomethylated
regioggi_This approach allows a concise and comprehensive assessment of cell-to-cell DNA methylation
variability.
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Medaka Methylome Browser
http://utgenome. org/methylome/
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