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Measurement of histone modification propagation velocity in a single living
cell using CRISPR and BiFC
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In this study, we attemﬁted to develop key technologies for establishing a
method to track the spatiotemporal dynamics of histone modifications in live cells by combining
CRISPR-Cas9, histone modification recognition domains, and bimolecular fluorescence complementation
(BiFC). We tested a new molecule called GFP-clamp that delays the photobleaching of GFP-derived
fluorescent proteins, thereby enhancing the temporal resolution of live cell imaging. We developed a
method for evaluating the in vivo functionality of the guide RNAs using the single-stranded DNA
binding protein Rfal, which enables efficient assessment of the efficacy of guide RNAs in the
CRISPR-Cas system.
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Maximum projection 2-frame interval (17 z-slices/frame)

Tom70 is a subunit of
translocase complex
on the mitochendrial
outer membrane.
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Net1 is a subunit of the
ized in nucleolus.
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