©
2017 2019

Regulation of bacterial phenotypes through histone code of
intrinsically-disordered protein
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Mycobacterial HU has a histone-like intrinsically-disordered region (C-IDR).
In this study, we aimed to elucidate the regulatory mechanism of mycobacterial HU functions through
the modulation of C-IDR function. C-IDR is essential for mycobacterial HU functions. In this study,
we elucidated C-IDR structure/function relationship, employing various HU mutants. We also
investigated the regulatory mechanism of C-1DR functions. Furthermore, HU-dependent gene regulation
in mycobacterial species was comprehensively determined by transcriptome analysis of HU-knockout or
-knockdown mutants. Our data and future investigation contribute to reveal the regulation of
chromosome functions through HU-mediated DNA compaction in mycobacteria and its significance in

mycobacterial virulence.
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