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The dynamics of biomacromolecule has a hierarchy similar to its structure.
Unfortunately, experimental methods no longer exist in the spatio-temporal zones (time: picoseconds
to microseconds, space: subnanometers to submicrometers). We have established the methodology to
access the spatio-temporal zones by mainly using the state-of-arts neutron scattering methods. In
our research, we organically linked the development of new prptein deuteration methods, measurement
methods for biological samples, and computer analysis methods using various biologically significant
samples. At the same time, we clarified the dynamics of the target biopolymers using the developed
method, and clarified the function that correlates with the movement.
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