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in situ Visualization of Chromatin States, is a method with which chromatin
immunoprecipitation data of choice are faithfully mapped onto its original location on the tissue
source with a single-cell resolution. As a proof-of-principle we detected a protein-DNA interaction
between a nuclear protein NONO and the upstream region of NEAT1 loci. NONO is an essential
component of nuclear bodies built on the NEAT1 loci, therefore the above result is quite acceptable.

We applied the method to determine the type of epigenetic modification of a protein bound to a
genomic region of interest. We yet have reached an ultimate goal to detect such an interaction
between single molecules, because we are still unable to steadily specify a target genomic region
with oligonucleotide probes. Another improvement program is currently underway.
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