Influenza A viruses (IAVs) are single-stranded segmented RNA viruses and are classified into subtypes based on hemagglutinin (HA) and neuraminidase (NA) glycoproteins genetic and antigenic structure. IAVs are widespread agents of respiratory infections both in human and in swine. The Suidae population plays a crucial role in IAV ecology, given its role as mixing vessel for viruses of avian and human origin, harboring the potential of generating new pandemic strains, as happended in 2009. While there are many information about IAV dynamics in domestic pigs, only few data are available regarding viral circulation in wild boars and feral pigs. Given that, this study aimed to investigate IAV circulation in Emilia-Romagna wild boars population and to compare it with domestic pigs IAV described situation in an area which is known for its high commercial swine production. Virological surveillance was performed between 2017 and 2022. A total of 4605 wild boars lung samples were screened for IAV with a real-time RT-PCR targeting the M gene (matrix). Out of those, 17 samples tested positive (0,36%) (n.1 in 2018, n.4 in 2019, n.9 in 2020 and n.3 in 2021) and 7 were subtyped with RT-PCR. H1N1 was the most frequently detected subtype, with the identification of H1pdm09N1 and H1avN1. Three samples were successfully isolated and sequenced. Whole genome sequencing showed that the isolates belonged to different genotypes: HA-1C-N1av (genotype U), HA-1C-N1av (genotype A) and H1pdm09N1 subtype (HA-1A-N1av) (genotype 31). Genetic sequences of the eight IAV genome segments were compared with IAVs circulating in domestic pigs in the same area and with sequences retrieved from Genbank. In particular, IAV HA gene segments were aligned and phylogenetic tree construction was performed. The results analysis highlighted the simultaneous circulation of the same genotypes in both pigs and wild boars, supporting the hypothesis of SwIAVs spillover events at the wildlife-livestock interface. Given Sus scrofa’s crucial role in the development of reassortant strains, these findings highlight the need for a wildlife systematic surveillance against IAV, which poses a biosecurity threat, especially in areas characterized by swine farms high-density 
