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We study how conformational changes, which are likely to be the key for proteins to function,

occur by analyzing the transition dynamics of proteins. We also work towards understanding the

interplay of chemical reactions and conformational changes in biomolecular systems.

Research Group Activity

Analysis of protein folding mechanisms

misfolded states multiple transition pathways exist
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Folding transition pathways and misfolded
states from the trajectory of FiP35 WW domain

Transition dynamics analysis
of condensed phase reactions
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Transition dynamics of adsorption
at the metal oxide - water interface

Development of new approaches to analyze

heterogeneous dynamics of proteins
t= 1000 ns
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Analyze how villin headpiece HP35 takes
different configurations during folding/unfolding

transitions through the Phe-Trp distance history

Study of the interplay between chemical reaction and
conformational transitions in biomolecular systems
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Reaction cycle of coupled ATP hydrolysis and
conformational changes in clock protein KaiC




