Background and Objectives  Pigs play an important role in influenza A virus (IAV) ecology. Swine IAVs of H1N1, H3N2 and H1N2 subtypes are enzootic in pigs globally, with genetic and antigenic differences between geographic regions. Aim of this study is to report updated information on IAVs isolated during swine influenza’s outbreaks in Italy.  Material and Methods  During the period 2017-2019, 4787 swine IAV outbreaks involving 1207 farms in Northern Italy have been confirmed by RT-PCR for M gene. Five hundred eighty-nine IAV positive samples were further characterized by multiplex RT-PCR subtyping. Two hundred ninety-one positive samples were genetically characterized by NGS full genome sequencing assigning each virus to its lineage and genotype.  Results  The prevalence of the different subtypes was: 28% H1N1, 36% H1N2, 9.6% H3N2 and 2% H1N1pdm09. In 4 farms (0.7%), two strains circulating concurrently in the same outbreak were detected. The H1N1 subtype was avian-like origin (90%), H1N1pdm09 (6%) with a little percentage (4%) of reassortant strains. The H1N2 subtype was the most variable with the circulation of 12 different genotypes. The Italian H1N2 (human-like) was detected in 42% of the samples but in the 58% of the detected cases viruses were H1N2 of reassortant origin (pandemic and avian-like internal genes). The H3N2 was confirmed to be the most stable subtype.  Discussion and Conclusion  In the last three years an increasing genetic variability was observed in the swine IAVs circulating in Italy. The H1N2 subtype is the most prevalent among viral subtypes and the most genetically variable and prone to reassortment. The importance of monitoring the genetic variability of IAV is enhanced by the economic importance of influenza in pigs and its role in PRDC but also because the pig’s role as mixing vessel of viruses potentially zoonotic 
