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Many species of plant associated bacteria harbour gene clusters encoding type III protein secretion systems. In Pseudomonas fluorescens SBW25, a partial gene cluster has been identified that is important for bacterial fitness. Six putative transcriptional units have been determined, including three structural transcriptional units (rspJ, rspC and rspU operons), 2 regulators (rspR and rspL) and a putative effector (ropE). Expression analysis has demonstrated that an enhancer binding protein RspR activates the alternative sigma factor rspL and that RspL activates the structural rspJ, rspC and rspU operons. Unlike the rspJ and rspU operons, the rspC operon, which potentially encodes at least one outer membrane protein, is expressed at a higher level and is only partially controlled by RspL. We sought the reason underlying this increased level of expression by examining the regulatory cause of increased expression and the potential function of constitutively expressed components of the rspC operon.  Suppressor analysis with the transposon IS-O-Km/hah was used to identify mutations that downregulated expression of an rspC::uidA reporter fusion. Insertional mutagenesis of genes in the rspC operon was used to deduce changes in phenotypes. We discuss the possible significance of the rspC operon in P. fluorescens. We sought the reason underlying this increased level of expression by examining the regulatory cause of increased expression and the potential function of constitutively expressed components of the rspC operon.  Suppressor analysis with the transposon IS-O-Km/hah was used to identify mutations that downregulated expression of an rspC::uidA reporter fusion.
