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Sensitivity of SARS-CoV-2 B.1.1.7 to mRNA vaccine-elicited antibodies. Nature, 2021, 593, 136-141.
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Changes in symptomatology, reinfection, and transmissibility associated with the SARS-CoV-2 variant
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Integrated view of <i>Vibrio cholerae</i> in the Americas. Science, 2017, 358, 789-793.
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DNA supercoiling is a fundamental regulatory principle in the control of bacterial gene expression.
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Regulatory Hierarchies Controlling Virulence Gene Expression in Shigella flexneri and Vibrio
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Klebsiella pneumoniae: when a colonizer turns bad. Nature Reviews Microbiology, 2017, 15, 384-384.

Control of virulence gene transcription by indirect readout in <i>Vibrio cholerae</i> and
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Contrasting patterns of longitudinal population dynamics and antimicrobial resistance mechanisms
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The history, genome and biology of NCTC 30: a non-pandemic Vibrio cholerae isolate from World War 06 18
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Bacterial pathogen gene regulation: a DNA-structure-centred view of a protein-dominated domain.
Clinical Science, 2016, 130, 1165-1177.

&€ Community evolutiond€™ &€" laboratory strains and pedigrees in the age of genomics. Microbiology 18 8
(United Kingdom), 2020, 166, 233-238. :
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