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WFFER RO (330) :© To get insights into the regulatory role(s) of LeuO, attempts
were made to identify the whole set of regulation targets using Genomic SELEX system. A
total of 140 LeuO-binding sites were identified on the £.coli genome, 125 of which were
newly identified. Taken together with our previous finding of the involvement of LeuO in
mutli-drug efflux, it was revealed that LeuO regulates a number of genes for biofilm
formation including the genes for fimbriae formation.
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