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Study on the regulatorg mechanisms of DNA-binding protein complexes through
interactions mediated by flexible regions
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Analysis of the nucleosome and the MID domain of the FACT complex visualized

the N-terminal tail of histone H3 of the nucleosome binding between the two DNA double strands
wrapped around the histone core. In single-particle analysis of the CHD8 remodeling factor and
nucleosome complex, a higher resolution (0.39 nm) was obtained compared to the FACT system, but the
histone tails were not visualized. This suggests that in this system, the tails extend into the
solution away from the nucleosome core. Additionally, cryo-electron microscopy was used to analyze
the complex formed by MDP1, which is involved in the dormancy phenomenon of Mycobacterium
tuberculosis and has half of its full length occupied by intrinsically disordered regions, along
with DNA and ribosomes.
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