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:Differential regulation of master regulatory switch PchABC for the
type 3 secretion system in £Escherichia coli.
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The transcription of LEE genes in EHEC is under the positive control of PchABC, which
are encoded by the genes dispersed on the chromosome. We identified transcriptional
start sites and promoter sequences of each gene. Genetic analysis using transposon
mutagenesis identified that a LysR-type regulator, LrhA positively controls LEE gene
expression through the transcriptional up-regulation of pch4 and pchB.
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