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Constitutive understanding of the mechanism to generate DNA methylation pattern: a
challenge toward synthetic epigenomics
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The pattern of epigenetic modifications including histone modifications and DNA
methylation regulates the function of eukaryotic genome. Accordingly, if one can artificially generate a
specific pattern, one may not only make the genome exert an intended function but also prove the
mechanism underlying the formation of the pattern. To pursue the possibility of such synthetic
epigenomics approaches, we exploited the CRISPR/Cas9 system to modify histone modification patterns at a
specific locus in the yeast genome to confer an intended phenotype on the cells.
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