One ligand, two regulators and three
binding sites: how KDPG controls primary
carbon metabollsm in Pseudomonas
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The complex process of rhizosphere colonisation
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RccR: an RpiR-family transcription factor
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RccR and HexR are important for wheat rhizosphere
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HexR controls the Entner-Doudoroff pathway in P. putida
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HexR controls the Entner-Doudoroff pathway in P. fluorescens
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RccR binds to primary carbon metabolism loci
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How does RccR regulate its gene targets? Guucost
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How does RccR regulate its gene targets?
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Does RccR recognise a specific DNA consensus sequence?
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Does RccR bind to these two DNA binding sites?
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What is the key effector of RccR? oo L
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KDPG controls central carbon Cucose
metabolism in Pseudomonas anpe
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RccR and HexR are important for wheat rhizosphere
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P. fluorescens rccR and hexR mutants show
specific growth defects in defined media
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Pseudomonas mutants: plant carbon secretion sensors
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Different barley genotypes are colonised differently
by Pseudomonas hex/rcc mutants
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An rccR-based biosensor for plant carbon secretion
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