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INTS cause systemic disease in sub-Saharan Africa

S. Typhimurium: S. Enteritidis: African clades
2 distinct phylogenetic lineages

Typhimurium
ST19

= o
! ‘ HierBAPS-predicted clades
| - - - Global epidemic clade
E Lineage Il Outlier cluster =
i ST313 Central/Eastern African clade n
f | West Afn'cagn clade -t
: | Other predicted clades o p—
™ | | Diverse outliers
jF Lineage |
|75 ST313

Okoro et al. (2012) Nature Genetics

L l B == _— s
I

Malawi Mali Mozambique  Nigeria Uganda
129 |NTS genomes sequenced from 7
countries in sub-Saharan Africa

Global epidemic clade

Feasey et al. (2016) Nature Genetics

s Fartham B mpo0r



« More genomic data needed

» Most INTS studies from 5 African
countries

e Source and transmission?

* Antibiotic sensitive strains

 Evolution in action (previous studies

were time-limited snapshots)

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

What is the situation in the rest of the world?



Salmonella isolated from different sources:
clinical, animal and environmental
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collaborators

DNA extraction and sequencing
was performed at the
Earlham Institute
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Salmonella genomes that passed QC

AFRICA 50 %

AMERICA 38 9

ASIA 5% N

 Barlham & iipo00

‘Typhimurium

@ Enteritidis

@ other
Virchow

@ Dubiin

‘ Newport

‘ Panama

) Heidelberg

Concord



Sequence Type ANALYSIS OF AFRICAN S. TYPHIMURIUM GENOMES
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