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FFER R OMEE (3£30) : We have previously determined the complete genome sequence of
the hyperthermophilic archaeon Thermococcus kodakarensis, and have also established a
gene disruption and transcriptome analysis system for this organism. Using this
information/technology, we disrupted genes predicted to encode transcription regulation
factors. This project has led to the elucidation of multiple regulons, and we have been able
to propose the functions of genes in several regulons.
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