Using MLST to decipher the population structure of Salmonella enterica
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Abstract

Currently, there are already over 50K sets short reads from Salmonella spp. in public sequence repositories, with tens of thousands of
new Salmonella reads being added every year. However, there is a lack of standardised typing approaches to analyse this amount of data.
We have developed automatic pipelines within EnteroBase to type all the currently available genomes with different multi-locus sequence
typing (MLST) schemes. Over 98% of genomes in S. enterica subsp. | were assigned in one of the 296 sub-populations (reBGs). We have
also calculated genus trees for core genes in Salmonella, in order to reconstruct its evolutionary history.
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