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Regulation of extracellular matrix components by AmrZ is mediated by c-di-GMP in Pseudomonas
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In Silico Characterization and Phylogenetic Distribution of Extracellular Matrix Components in the
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Metagenomic Insights into the Bacterial Functions of a Diesel-Degrading Consortium for the 10 79
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The diguanylate cyclase AdrA regulates flagellar biosynthesis in Pseudomonas fluorescens F113
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A partnera€switching system controls activation of mixeda€linkage i2a€glucan synthesis by ca€dia€GMP
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Genome-wide analysis of the FleQ direct regulon in Pseudomonas fluorescens F113 and Pseudomonas
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Metagenomic Analysis of a Biphenyl-Degrading Soil Bacterial Consortium Reveals the Metabolic Roles
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Pseudomonas fluorescens F113 Can Produce a Second Flagellar Apparatus, Which Is Important for

Plant Root Colonization. Frontiers in Microbiology, 2016, 7, 1471.

<scp>AmrZ<[scp> regulates cellulose production in <scp><i>P<[i><[scp> <i>seudomonas syringae<[i>
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Genomic and Genetic Diversity within the Pseudomonas fluorescens Complex. PLoS ONE, 2016, 11,
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Chemotactic Motility of Pseudomonas fluorescens F113 under Aerobic and Denitrification Conditions. 11 23
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AmrZ is a global transcriptional regulator implicated in iron uptake and environmental adaption in P.
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Genome sequence reveals that Pseudomonas fluorescens F113 possesses a large and diverse array of
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The Gac-Rsm and SadB Signal Transduction Pathways Converge on AlgU to Downregulate Motility in
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Pseudomonas fluorescens F113 Mutant with Enhanced Competitive Colonization Ability and Improved
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The Sinorhizobium meliloti RNA chaperone Hfg influences central carbon metabolism and the
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Efficient rhizosphere colonization by <i>Pseudomonas fluorescens</i> f113 mutants unable to form

biofilms on abiotic surfaces. Environmental Microbiology, 2010, 12, 3185-3195. 18 74

Three independent signalling pathways repress motility in <i>Pseudomonas fluorescens</i> F113.
Microbial Biotechnology, 2009, 2, 489-498.

Gene<i>SMb21071</i>of plasmid pSymB is required for osmoadaptation of<i>Sinorhizobium
meliloti</i>1021 and is implicated in modifications of cell surface polysaccharides structure in 0.8 2
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Transcriptional Organization of the Region Encoding the Synthesis of the Flagellar Filament in
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The introduction of genetically modified microorganisms designed for rhizoremediation induces
changes on native bacteria in the rhizosphere but not in the surrounding soil. ISME Journal, 2007, 1, 4.4 38
215-223.
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The introduction of genetically modified microorganisms designed for rhizoremediation induces
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17,216-223.
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SimFlified methods for the microbiological evaluation of bottled natural mineral waters. Journal of
ied Bacteriology, 1988, 64, 273-278.

App




