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Dynamical structure analysis of intrinsically disordered proteins by neutron
scattering using segment deuteration method
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In the dynamical structural analysis of proteins by neutron scattering
(SANS), neutron facilities overseas were not available at all due to the COVID-19 pandemic. So,
X-ray scattering (SAXS) data collected prior to SANS experiment were used for preliminary analysis.
The analysis was performed by ensemble optimization method. As a result, the structure of the
full-length Hef protein in solution could be well reproduced as an ensemble of six structures with
different conformations.
Furthermore, we have established a method for efficient preparation of polypeptide chain ligation by
using split intein, NpuDnakE. In addition, a sample preparation protocol in which the deuteration
ratio was controlled and a protocol for evaluating the deuteration ratio were also established.
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Why we need deuteration in the field of life science now
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Protein deuteration for small angle neutron scattering
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