Antimicrobial Resistance (AMR) is considered a global health priority related to the wide use of antimicrobials in human medicine and livestock farming. This study investigated with a metagenomic approach the abundance and diversity of Antimicrobial Resistance Genes (ARGs) among different compartments: Hospital, Cattle and Swine Farms, Urban Wastewater. Resistomic analysis identified the highest number of different ARGs in hospital, where the major ARGs are related to clinical antibiotic (e.g.β-lactam), followed by wastewater, highlighting the main role of hospital in clinically relevant AMR spread. ARGs related to Macrolide and Tetracycline are mainly identified in farms. The quantitative analysis confirmed a higher abundance of the ARGs related to all the detected antimicrobial classes found in hospital, with the exception of Nitroimidazole, Phenicol and Tetracycline. The higher presence of Tetracycline in swine is consistent with extensive use of these antimicrobial in swine farms
