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An error occurred during the publishing process of this article.

There was text inserted in the final paragraph of the Discussion, in the following sentence:

‘We consider that machine learning has tremendous potential to interrogate complex seqLineColumnRule IDProbe Message-
Node TextNode XpathParent Node Textfatal/var/www/html/_default/resources/microbio/__package/144333/144333.
xmlf002block-formatting check: Entire content of title should not be formatted (Tagging Guidelines)Salmonella entericauence
datasets and identify genes/sequences associated with host specificity.’

The sentence should read as follows:

‘We consider that machine learning has tremendous potential to interrogate complex sequence datasets and identify genes/
sequences associated with host specificity.’

The Microbiology Society apologizes for any inconvenience caused.
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