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Understanding favorable trait of domestic animal and chronic disease of human based
on epigenome engineering
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DNA methylation analysis based on allelic methylation status has been established
in the present project, and this enabled us to estimate ratios of particular cell types in tissues
containing multiple cell types and heterogenous cultured cell populations. Moreover, a screening method
to identi%y long non-coding RNAs related to epigenetic regulation of nearby genes has been established.
Therefore, basic technology to perform epigenome engineering established in this project.
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