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KaiC, the core of the cyanobacterial circadian clock system, was analyzed
using an integrated cross-scale approach to elucidate the structural basis for the three
physiological properties that characterize the circadian clock (autonomous oscillation with the
circadian period, temperature compensation of the period length, and synchronization) at the atomic
and molecular levels. Based on these structural and functional bases, the physicochemical properties

of KaiC alone have been thoroughly investigated in terms of causality that propagates up to the in
vitro reconstituted system (KaiA + KaiB + KaiC) and even to cellular systems.

KaiC ATPase
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