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129 iNTS genomes sequenced from 7 
countries in sub-Saharan Africa

Okoro et al. (2012) Nature Genetics
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ST313

S. Typhimurium: 
2 distinct phylogenetic lineages

Feasey et al. (2016) Nature Genetics

S. Enteritidis: African clades

iNTS cause systemic disease in sub-Saharan Africa



Number of publications from countries reporting iNTS 
blood culture isolates (Uche et al. 2017)

• More genomic data needed

• Most iNTS studies from 5 African 

countries

• Source and transmission?

• Antibiotic sensitive strains

• Evolution in action (previous studies 

were time-limited snapshots)

What is the situation in the rest of the world?
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Salmonella isolated from different sources:
clinical, animal and environmental

DNA extraction and sequencing 
was performed at the 

Earlham Institute

Genome 
sequence data 
is available to 
collaborators
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