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Nicotinic Acid Modulates Legionella pneumophila Gene Expression and Induces Virulence Traits.
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Global Network Reorganization During Dynamic Adaptations of <i>Bacillus subtilis</i> Metabolism. 19.6 255
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Absolute quantification of gene expression in individual bacterial cells using two-photon fluctuation
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Malate-Mediated Carbon Catabolite Repression in Bacillus subtilis Involves the HPrK/CcpA Pathway.
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The Legionella pneumophila F-box protein Lpp2082 (AnkB) modulates ubiquitination of the host protein

parvin B and promotes intracellular replication. Cellular Microbiology, 2010, 12, 1272-1291.

pBaSysBioll: an integrative plasmid generating gfp transcriptional fusions for high-throughput
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Metabolic Fluxes during Strong Carbon Catabolite Repression by Malate in Bacillus subtilis. Journal
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Molecular Microbiology, 2009, 72, 741-762.
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Legionella pneumophila. Cellular Microbiology, 2006, 8, 1228-1240. 21 241

Autonomous oscillations in Saccharomyces cerevisiae during batch cultures on trehalose. FEBS
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Acid trehalase in yeasts and filamentous fungi: Localization, regulation and physiological function.
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Two Distinct Pathways for Trehalose Assimilation in the Yeast <i>Saccharomyces cerevisiae</i>.
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