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Staphylococcus aureus is a major human and animal commensal and opportunistic pathogen that has developed resistance to many antibiotics. Its ability to acquire antibiotic resistance genes (ARGs)
is closely associated with the large proportion of mobile genetic elements (MGEs) present in its genome (between 15 and 20%) and its capacity to exchange genetic material with its environment.
Currently, little is known about the diversity of ARG-carrying MGEs in S. aureus of animal origin and their impact in the spread of antibiotic resistance.
To provide an exhaustive overview of the associations between MGEs, ARGs and hosts in these bacteria, an in silico analysis was carried out on 1256 S. aureus genomes of animal origin publically
available on NCBI and responding to assembly quality criteria, using the ResFinder (1) and MeFinder (2) tools.
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This preliminary study highlights the diversity of MGEs and the predominance of ARG/plasmid associations.
spread of multidrug resistance, reinforcing the interest to deepen our knowledge and understanding of t
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out, in order to better understand the emergence, dissemination and potential reservoirs of multi-resistance in this major pathogen.
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