Influenza A viruses – IAVs are the most widespread agents of respiratory infections in humans and swine. In this study, IAV viral circulation was monitored between 2017-2023 in wild boars (active surveillance) and domestic swine (passive surveillance) in Emilia-Romagna region. Nasal swabs, oral fluids or lung samples were screened in pools for IAV using real-time RT-PCR, with a maximum of five individuals per pool. Positive samples were molecularly subtyped by PCR and viral isolation was attempted. A selection of viral isolates was subjected to whole genome sequencing by NGS and phylogenetic analysis was performed. From 1 January 2017 to 23 March 2023, 5722 wild boar lung samples were analysed in 2985 SwIAV real-time RT-PCR tests. Out of those, 17 (0.57%) were positive and 7 (41.18%) SwIAVs were subtyped at the H-N level (3 H1pdm09N1, 2 H1avN1, 1 H1avNx, 1 H1N2). Finally, 3 viruses were isolated and WGS-analysed: (i)HA-1C-N1av (1C.2.1) in genotype U; (ii)HA-1C-N1av (1C.2.1) in genotype A; (iii)H1pdm09N1-derived subtype (HA-1A
N1av—1A.3.3.2) in genotype 31. At the same time, 7926 samples collected in swine farms affected by PRDC were delivered for diagnostic purposes to IZSLER and analysed in 2119 tests; 382 (18%) were SwIAV positive. Within the positives, 221 (57%) were subtyped and classified preliminarily as H1N1, H1N2, H3N2 and H1N1pdm09. A selection of isolated strains was fully sequenced (106 viruses). An increasing genotypic diversity was detected within the analysed strains: H1N2 was the subtype with the highest variability (with 18 different gene combinations and 10 genotypes), followed by H1N1 (with 5 genotypes), whilst the H3N2 strains showed a stable genetic pattern (1 genotype). The SwIAV subtypes detected showed an evolving situation and the strains detected in wild boars highlighted the simultaneous circulation of the same genotypes in domestic and wild Suidae, which suggests SwIAV spillover events at the wildlife–livestock interface. The importance of monitoring SwIAV genetic variability is strengthened by the economic importance of swine influenza as a PRDC etiological agent but also the swine role as an IAVs mixing vessel. Suidae are able to favour viral hypervariability, creating new viral variants with reassortment events, which might lead to pandemic events. In the post-SARS-CoV2-pandemic scenario, the surveillance of potentially pandemic viruses within a One-Health approach is more desirable than ever 
