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During Infection. Viruses, 2020, 12, 797. ’
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Investigating Lactococcus lactis MG1363 Response to Phage p2 Infection at the Proteome Level. 2.8 12
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Differential daptomycin resistance development in Staphylococcus aureus strains with active and
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Proteomic Signatures of Clostridium difficile Stressed with Metronidazole, Vancomycin, or a1 14
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Iron Regulation in Clostridioides difficile. Frontiers in Microbiology, 2018, 9, 3183.

A Metabolic Labeling Strategy for Relative Protein Quantification in Clostridioides difficile. Frontiers a5 4
in Microbiology, 2018, 9, 2371. :

Tracking gene expression and oxidative damage of O2-stressed Clostridioides difficile by a multi-omics
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Identification of new protein-coding genes with a potential role in the virulence of the plant
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Grad-seq guides the discovery of ProQ as a major small RNA-binding protein. Proceedings of the
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Impact of Moderate Temperature Changes on Neisseria meningitidis Adhesion Phenotypes and
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The protein inventory of <i>Clostridium difficile</i> grown in complex and minimal medium.
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Comparative proteome analysis of Actinoplanes sp. SE50/110 grown with maltose or glucose shows
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A Metaproteomics Approach to Elucidate Host and Pathogen Protein Expression during
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