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Structural analysis of clock protein complex by combined deuterium-assisted
small-angle neutron scattering and analytical ultracentrifugation
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To understand the mechanism of circadian oscillations by cyanobacterial
clock proteins (KaiA, KaiB and KaiC), it is necessary to clarify the structure and dynamics of the
complexes formed by these proteins in solution. In this study, the formation behavior and solution
structure of the KaiA-KaiC complex (AC complex), which promotes the phosphorylation of KaiC, were
analyzed by an integrated method of analytical ultracentrifugation and small-angle neutron/X-ray
scattering.
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