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WHFER S OMEEL (J£3C) : A transcriptional regulator LitR of Thermus thermophilus HBS acts
as an repressor which binds to upstream region of carotenoid biosynthesis genes and
releases repression depending blue light. This regulatory system was used for
constructing a light—-dependent gene expression system. A DNA fragment containing the
1itR gene and LitR-binding region was inserted into an expression vector containing a
reporter gene in E. coli and T. thermophilus. The results of gene expression response
to blue light irradiation suggested the feasibility of the light—dependent gene
expression system using LitR.
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