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In this study, we aimed to elucidate the mechanism of transcriptional

regulation by Nanog genes and their interacting regions in mouse ES cells by using

sequential -DNA-RNA-FISH and a STREAMING-tag system for visualizing the nuclear localization and
transcriptional activity of specific endogenous genes. We developed the STREAMING-tag system and
found that RPB1 and BRD4 cluster in the vicinity of Nanog genes only when the gene is in a
transcriptionally active state, and published a paper on a preprint server (Ohishi et al., bioRxiv,

2022).
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