Rotavirus (RV) represents one of the major cause of pig enteritis that induces economic losses to swine industry. Four groups (A, B, C, H) have been identified in pigs, with RVA the most characterized. Currently, non-A groups have been detected worldwide, suggesting their epidemiological importance. However, very little is known about their prevalence and genetic variability in Italy. The aim of this study is to provide information on the distribution and genetic diversity of RV groups in different aged pigs suffering enteritis in Northern Italy.  Two multiplex porcine-vp6 RVA/B and RVC/H Real time PCR (RT-qPCR) assays were developed. Nine hundred and sixty-two diarrheic samples, belonging to young (318 suckling and 239 weaning) and adult (405 fattening) pigs, were tested in RT-qPCR, over a period of three years (October 2016-December 2019). A group of samples positive to RVB (29), RVC (25) and RVH (25), representative for year and geographical origin, were sequenced for VP6, VP4 and VP7 and aligned by CLUSTAL W algorithm. Phylogenetic trees were constructed using Maximum Likelihood methods.  RV groups were detected in 72% of suckling, 84,5% of weaning and 78,8% of fattening pigs with enteritis. RVA was predominant in young pigs (58% of suckling and 64% of weaning pigs) while, in adults, RVA, B, C groups are equally distributed with percentages of 51%, 52% and 47%, respectively. Whereas RVA was present as single infection in a higher percentage of piglets (25% vs 7% of adults), RVB, C and H were mostly present in mixed infections in adults. Phylogenetic analysis of VP4, VP7 and VP6 genes of non-A groups revealed the presence of different spatio-temporal clusters suggesting a high genetic divergence. Moreover, we detected new genotypes for all the gene and groups analysed.  This study provides novel data on RV prevalence in porcine livestocks in the North of Italy, showing high diffusion of Rotavirus in enteric clinical cases and especially, a high presence of non-A RV groups associated to a great genetic variability. Moreover, the different distribution of RV groups in the age classes suggests a different epidemiological impact 
