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Genomic DNA was extracted from 19 £ coffisolates obtained from R Flae. amis

broiler fecal samples collected at Savinor (Trofa, Portugal) using
the boiling method. Resistance genes, integrases, virulence
factors, and phylogenetic groups were identified by PCR.
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This study reveals the high prevalence of antibiotic-resistant £ co/ in broilers in Portugal, underscoring the importance of regional
surveillance. The combined analysis of resistance, virulence factors, and phylogenetic groups provides a broader understanding of the
genetic traits that may enhance zoonotic potential. Resistance was mainly observed in typically commensal phylogroups, suggesting
adaptation to selective pressure in poultry environments. Stronger antimicrobial stewardship, including restricting critically important
antibiotics, promoting alternatives like probiotics and vaccination, and improving farm hygiene, is crucial. Future research should focus on
tracking resistance gene mobility and transmission pathways to inform public health strategies within a One Health framework.

FCT =% AQNMALS A utad

Fentr‘q de H_
—— - nvestigacao :
(#11\"/(#] de Montanha requ'mte




