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Single-molecule imaging of dynamic behavior in chromatin structure
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This study was undertaken with the aim of developing a system to reconstruct
chromatin structure at the single-molecule level and to analyze its dynamic changes. The chromatin
structure was shown to be reconstituted by the micrococcal nuclease assay. Next, chromatin-forming
DNA was directly observed at the single-molecule level based on the molecular combing method using
the developed microscope core unit.
In the future, the dynamic structural variation of chromatin-forming DNA will be analyzed by
optimizing the formation conditions of chromatin-forming DNA.
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