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Development of Analysis Method for Reconbinant Biomacromolecular System utlizing
Neutron Scattering

Sugiyama, Masaaki
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Biomacromolucle is functionalized in a polydispersed and high density
system, namely a crowding system. Therefore, this study has developed a method to observe and
analyze a structure and dynamics of a biomacromolucle in the crowding system. For this purpose, a
B-crystallin which is eye lens protein is taken as a sample. A method to prepare 75% deuterated o
B-crystallin was established and then it was confirmed that this protein is scatteringly invisible
in 100% D20 solution. Based on the result, using the mixture of high concentration of 75% deuterated

o B-crystallin with low concentration of not-deuterated a B-crystallin, which is one of crowding
systems, it has been succeeded to observe not-deuterated a B-crystallin selectively with small-angle
neutron scattering.
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