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Precise analysis of protein solution structure by Cryo-BioSAXS
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Biological small-angle X-ray solution scattering (BioSAXS) is a method that
can analyze the shape of a molecule in solution. However, since the measurement is usually performed
at room temperature, it is often difficult to obtain a correct structure due to the effect of
radiation damage in measurement at the synchrotron radiation facility. In this study, the method of
measurement and analysis were developed to realize BioSAXS at low temperature below 0 ° C. Glycerol
was used as a cryoprotectant, and the concentration of glycerol required to prevent freezing of
water contained in the sample solution was investigated up to -100 ° C. Finally, it became possible
to obtain a SAXS curve accurately at a low temperature up to -50 ° C.
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