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Kinetic analysis of gene expression regulation using visualization and
epigenomic manipulation of specific genomic regions
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We investigated the dynamics of chromatin structural changes and
transcriptional activation in live-cell imaging by combining post-translational modification
specific probes against histone and RNA Polymerase 2 (RNAPol2) with CRISPR/Cas9-based visualization
of specific genomic regions and manipulation of the epigenome. The histone acetylation including

H3K27ac preceded and was independent of activation of RNAPol2. The chromatin structure changed and
the mobility correlated with histone modifications and RNAPol2 states.
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