Lagoviruses are a group of riboviruses from the Caliciviridae family whose host spectrum is represented by lagomorphs. Focusing on viruses affecting rabbits, both pathogenic and nonpathogenic viruses are phylogenetically distinguished: Rabbit Hemorrhagic Disease Virus (RDHV/GI.1) and Rabbit Hemorrhagic Disease Virus-2 (RDHV-2/GI.2) belong to the first group, while in the second several genotypes of Rabbit Calicivirus (RCV/GI.3-GI.4) are present. Regarding this last group, the first RCV strain was described in Italy in 1996 from the intestine of rabbits in a farm showing many seropositive rabbits but never affected by RHDV. From the first case, several studies have been carried out aimed to characterizing RCV strains both in Europe and Australia. Indeed, it has been then showed that for RCVs recombination events with other lagoviruses are possible and relatively frequent. Following these studies, our work is aimed to characterized RCV strains diagnosed in Italy in samples of feces and intestines of rabbits. Samples of wild and farmed rabbits were collected in various part of Italy from 2000 to 2020. To detect the viral RNA a first RT-PCR was performed using the universal primers for lagovirus Rab1/Rab2 and the amplification products were sequenced in both directions. All the positive samples were than amplified using a series of primers drawn to amplify the VP60 gene and sequenced using the Sanger method. Out of 215 analysed samples, 52 resulted positive for lagovirus. Nine of these were confirmed to be RCV strains, by complete VP60 sequencing, and phylogenetic analysis showed that two belong to the European genotype (RCV_E1) and five to the Australian-like genotype (RCV_E2) whereas the remaining two strains, based on their VP60 gene sequences, could form a separate cluster from the other known RCV genotypes. These strains both originated from the same first positive farm detected in 1996 but they were identified after several years of interval. These strains have a nucleotide identity of 98.99% (BS_ 2000) and 90.49% (BS_2007) respectively compared to the first RCV “Italian” strain Subsequently, we are going to complete the analysis of the non-structural part of the genomes to highlight the presence of recombinant strains and understand the phylogenetic relationships through full-genome data 
