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Study on a DNA repair mechanism in archaea.
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i A comprehensive search was conducted to identify proteins interacting with
EndoMS, a mismatch DNA-cleaving enzyme from the hyperthermophilic archaeon Thermococcus

kodakarensis. The structure and function of a novel EndoMS-binding protein were analyzed.

The structure of EndoMS-PCNA complex from Pyrococcus furiosus was analyzed and the mode of
interaction was elucidated.
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