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This project aims to clarify the mechanism underlying the evolutionary
diversity of cyanobacterial circadian clock.
The cyanobacterial circadian clock is composed of the three kinds of proteins (KaiA, KaiB and KaiC),
and the periodicity is encoded in KaiC solely. Biochemical analysis of diverse KaiC homologues
suggests that KaiC has acquired its clock function through a stepwise evolutionary process.
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