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Abstract:  Epigenetic regulation has become a hotspot in the study on gene expression regulation. Epigenetic regulation mainly fo—
cuses on DNA methylation and histone modification. A great deal of techniques has been developed to detect these epigenetic modifica—
tions and great progresses have also been achieved in terms of detection sensitivity and specificity qualitative and quantitative assay.
The next-generation sequencing technologies will greatly promote the development of epigenetic research providing a chance for rapid
and high throughput epigenetic detection which include the single-molecular real-+time sequencing single-molecule nanopore DNA se—
quencing. This review introduced the most commonly used and newly developed techniques and made a brief comment about their ap—
plications in the detection of DNA methylation and histone modification.
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