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In this study, we developed a universal probe in which non-specific
endonuclease, MNase, that degrades genomic DNAs that proteins were not bound and protein A that
binds to 1gG antibodies specific to a genomic DNA-binding protein were covalently-crosslinked.
Developed method using this universal probe (scChlC-Seq method) enabled tracking the genetic
information regarding to the genomic DNA-binding proteins signals at the single-cell level (Nature
Methods, 16, 323-325, 2019). We created probes that detect active histone-modified H3K4me3 and
inhibitory histone-modified H3K27me3 signals, and demonstrated specificity and sensitivity of the
developed probes to analyze epigenetic modification. In this study, the position and amount of
genﬁmgc DNA-binding proteins motifs in genome-edited cells were comprehensively analyzed using this
method.
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