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AO01 Analysis

Sotaro Fuchigami
[Research Subject] Characterization of structural dynamics of flexible histone tails

Assistant Professor

Graduate School of Medical Life Science
Yokohama City University

[E-mail] sotaro@tsurumi.yokohama-cu.ac.jp

[Speciality] Biophysics, Computational Science

[Keywords] Molecular Dynamics Simulation, Intrinsically
Disordered Region, lon Mobility Mass Spectrometry
To identify the molecular basis for structural dynamics of flexible histone tails, characterization of

the histone H2A/H2B dimer, with or without modification, will be performed using ion mobility
mass spectrometry and molecular dynamics simulation.

Research Group Activity

Integrated research of MD simulation using
experiment and Super-Computer
calculation ;
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Gas-phase structure of the H2A/H2B dimer cross-section and m/z of the analyte




