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Epigenetic modification of sperm and its trans-generational changes.

KOHDA, Takashi
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We have been developing a new technique, Enzyme-assisted ldentification of
Genome Modification Assay (EnIGMA), which allows us to distinguish between mC and hmC at single-base
resolution. In the present study, we applied this method to the analysis of cytosine modification
in the mouse sperm genome and aim to identify the conditions that would alter the cytosine
modification of the sperm genome.
To this end, we have successfully developed a new method, genome-wide EnlGMA-seq, that is capable of
identification of cytosine modification status in the genome. In fact, we have shown that this new
method is effective for comprehensive cytosine modification of the entire genome.
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