Shiga-toxin producing Escherichia coli (STEC) are responsible for acute gastroenteritis especially in children, where it can evolve to hemolytic uremic syndrome (HUS), due to Shiga-toxins (Stx1, Stx2) production. Stx2 is more frequently associated to severe disease than Stx1 or the combination of the two. This study aimed to characterize STEC strains from human cases of hemorrhagic gastroenteritis, and investigate on their virulence and antimicrobial resistance (AMR) profiles through genomic approach. Most of the strains carried the stx2/eae genes, frequently related with severe diarrhea and HUS, and 3 strains carried also the stx1 gene. Five out of 10 strains belonged to O26 serogroup, often involved in pediatric HUS and outbreaks, whereas the remaining belonged to O157, usually causing severe diseases, O145, O177, and O113. Virulence and AMR profiles were different among strains. Our data confirm the importance of STEC surveillance in a One Health perspective   
