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Is sequence-dependent allele-specific hydroxymethylation ubiquitous in the
mammalian genome?
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The research representative previously reported
sequence-dependental lele-specific methylation. This enabled us to interpret the mechanisms for
differences of various disease susceptibility caused b{ the sequence polymorphisms. On the other
hand, genomic hydroxymethylation plays an important role in the demethylation process. Furthermore,
it is suggested that genomic hydroxymethylation is also involved in regulation of gene expression.
In this study, we examined whether 10 sequence-dependent allele-specific methylated regions in mice
are subject to a sequence-dependentallele-specific hydroxymethylation. As a result, it was shown
that one of the ten was subject to a sequence-dependent allele-specific hydroxymethylation.
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