
Genomic Epidemiology of Salmonella Infantis in Ecuador: From 
Poultry Farms to Human Infections

Foodborne infections caused by Salmonella enterica are of primary importance worldwide. The 
WHO estimates that Salmonella causes more than 153 million illnesses, and 120,281 deaths 
annually. As foodstu�s can be contaminated in several parts of the food chain, a “from farm to 
table” approach is necessary to understand the epidemiology of Salmonella.
In the last years, S. enterica serovar Infantis has become an important emerging pathogen in 
many countries, o�en as multidrug resistant clones.  
This research was aimed at describing by phenotyping methods and whole-genome 
sequencing, the antimicrobial resistance characteristics and genetic profiles of Salmonella 
isolates obtained from broiler farms, broiler carcasses and humans in Quito—Ecuador. 
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Poultry farms (n=69) - Caeca from 133 flocks  
Chicken carcasses (n=335) -  125 supermarkets, 126 from small 
shops, and 84 from open markets
Human stool samples (n=302) - clinical samples from two 
health care centers 
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METHODOLOGY

Culture, antimicrobial susceptibility testing and whole genome 
sequencing  
Sequence data is available under BioProject PRJEB37560.
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RESULTS

Figure 1. Maximum likelihood phylogenetic tree of 
core genome alignment of 137 S. Infantis isolates 
(3,552 genes). Three S. Infantis were included as 
references and are indicated with a black triangle.  
The phenotypic resistance for nine antibiotic 
families is marked with a blue box. Digital version of 
the phylogenetic tree is available with iTOL login 
LMejia at https://itol.embl.de/shared_projects.cgi.

CONCLUSIONS
First report based on Salmonella enterica in 
Ecuador that uses phenotypic and WGS 
information to analyze the relatedness of 
strains isolated from poultry, food and human 
samples.  
Isolates from this study show multidrug 
resistance patterns highlighting the 
importance of a reduced and better usage of 
antimicrobials in intensive poultry farms 
settings.
Presence of related megaplasmids together 
with the high similarity of the core genome 
suggest the dissemination of S. Infantis 
through the food chain to humans.  
The data presented here shows the 
importance of Salmonella enterica serovar 
Infantis as a foodborne pathogen in Ecuador 
and provides critical information about its 
clonality and circulating strains.
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