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Longitudinal genomic surveillance of MRSA in the UK reveals transmission patterns in hospitals and

the community. Science Translational Medicine, 2017, 9, . 124 103

Genomic surveillance reveals low prevalence of livestock-associated methicillin-resistant
Staphylococcus aureus in the East of England. Scientific Reports, 2017, 7, 7406.

Whole genome sequencing of ESBL-producing Escherichia coli isolated from patients, farm waste and 8.2 73
canals in Thailand. Genome Medicine, 2017, 9, 81. :

Clonal differences in Staphylococcus aureus bacteraemia-associated mortality. Nature Microbiology,
2017,2,1381-1388.

Evolution of the <i>Staphylococcus argenteus</i> ST2250 Clone in Northeastern Thailand Is Linked
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