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netic features on genetic variation. Stem cell biology has many applications in the area of regenerative medicine and

tumorigenesis. In this review, we summarize recent research progresses on the application of next-generation se-
quencing techniques in studying transcriptional regulation in embryonic stem cells. This review mainly focuses on
four areas: (1) microarray or RNA-seq; (2) chromatin immunoprecipitation (ChIP); (3) Dnase | hypersensitive sites
(DHSs); (4) high-throughput chromosome conformation capture (Hi-C). These technologies have been utilized in
studying chromatin on three levels, i.e., gene expression, transcription factor binding and genome three-dimensional

structure. We especially emphasize three master transcription factors of pluripotency: Oct4, Sox2 and Nanog. We aim

to track the frontier of stem cell transcriptional regulation research and share important progresses in this field.

Keywords: embryonic stem cell; transcriptome; ChiP; DNase-seq; Hi-C
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