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. . Introduction

Antimicrobial resistance (AMR) In wild birds most likely reflects the contamination of their natural environment with
antimicrobial resistance genes (ARGs) from anthropogenic sources.

AMR acquisition in wild birds generally occurs through foraging (scavenging, predation), but the exact source of AMR In specific
wild individuals is often difficult to infer.

The aim of this study was to determine the AMR load in fecal samples of wild birds living on islands of the French Antarctic and
Austral Territories, which is a highly pristine environment with limited human presence.
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Discussion

ARGs have percolated in the most pristine environments, event though the AMR burden is still low.

Indeed, direct plating of the samples without an enrichment step did not allow the isolation of ESBL-producing isolates.
However, ESBL genes could be identified using HT-gPCR, Indicating that these AMR genes are still restricted to the sub-
dominant flora. Interestingly, our results showed that the proportion of ARGs decreased with distance from the scientific
station, suggesting the role of anthropization in the spread of ARGs.

A new sampling campaign is currently being conducted to provide more evidence for this hypothesis.
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