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We collaborated with the scientists, who are in charge of the Small-Angle
Neutron Scattering Spectrometer (SANS) D22 at the Institut Laue-Langevin, France to analyze the
structure and dynamics of biomacromolecules in solution state. To be more specific, we have
performed the structural analysis of protein complexes, including those with extremely high
mobility, observation of protein complex dynamics by simultaneous SANS and small-angle X-ray
scattering (SAXS) measurements, and SANS measurements on segment deuterated multidomain proteins
(MDPs) for selective analyzes for specific (or functionally-relevant) domains in MDP. The above
studies have yielded more research results than originally planned and have further stimulated
future international collaborations among young researchers.
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