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Ecological niche adaptation of Salmonella Typhimurium U288 is associated with altered pathogenicity

and reduced zoonotic potential. Communications Biology, 2021, 4, 498.

Enhanced biofilm and extracellular matrix production by chronic carriage versus acute isolates of

Salmonella Typhi. PLoS Pathogens, 2021, 17, e1009209. 2.1 o

A year of genomic surveillance reveals how the SARS-CoV-2 pandemic unfolded in Africa. Science, 2021,
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Genomic epidemiology and the role of international and regional travel in the SARS-CoV-2 epidemic in
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Genomic diversity of Escherichia coli isolates from non-human primates in the Gambia. Microbial
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