Lagoviruses are a group of riboviruses from the Caliciviridae family whose host spectrum is repre​sented by lagomorphs. While some lagoviruses are hepatotropic and cause acute fulminant viral hepatitis, others are enterotropic and benign. These viruses are Rabbit Haemorrhagic Disease Virus (RHDV) and Rabbit Calicivirus (RCV). RHDV emerged in China in the 80s and Europe in 1986, whereas a new RHDV-related virus, called RHDV2, appeared in Europe in 2010 and rapidly spread worldwide. Among the differential characteristics of RHDV2 indicating that this is an emerging lagovirus, there is an extended host range, being able to infect also hares and cottontails.  Thanks to its specific antigenic profile, allowing it to escape the herd immunity previously generat​ed by RHDV, it became prevalent in the field, causing extended epidemics in wild and domestic rabbits and affecting other lagomorph species. Indeed, since the first identification, RHDV2 has increased its virulence and has shown the tendency to undergo recombination events frequently. However, its occurrence, likely linked to the complex RHD epidemiology contemporarily involving domestic, farmed and wild rabbits, could have been underestimated in the past. Furthermore, an​other lagovirus highly related to RHDV is the causative agent of European Brown Hare Syndrome (EBHS), mainly observed in European brown hares (Lepus europeaus), characterised by severe necrotic hepatitis. Finally, RCV was first detected in domestic and wild rabbits in Italy in 1996 and then in other European countries as well as in 2000 in Australia (RCV-A1). More recently, a non-pathogenic virus (Hare Calicivirus, HaCV) has also been identified in hares from Italy, France and Australia. These viruses cause a silent intestinal tract infection without inducing clinical signs and relevant pathological lesions. Because several recombinants have been described so far, comprising the non-structural (NS) and structural genes of all lagoviruses (e.g., RCV/RHDV2, EBHSV/RHDV2 etc.), this work aimed to check the presence of recombinants strains in Italy, including the already described or even new recombinants. To reach the aim, we sequenced the vp60 capsid gene plus an 800bp upstream of the start codon of the vp60 of approximately 170 RHDV2 strains identified in rabbits and hares from 2012 until today. As a result, we detected in rabbits 17 recombinant strains that show the breakpoint of recombination located in a region close to the vp60 initiation codon, where the parental strains are RHDV2 as a donor for the struc​tural portion of the genome, and RHDV, RCV-E1 and RCV-X as a donor for the NS of the genome. In addition, we found that the first RHDV2 identified in one hare in Italy in Bergamo province in 2012 (RHDV2_Bg1) was a recombinant between an “EBHSV-like” virus whose origin is not yet recognised, as a donor of the NS portion of the genome and RHDV2 as a donor for the structural part of the genome. Moreover, this recombinant is not epidemiologically competitive since we have no longer found this strain.  In conclusion, while the case of RHDV2_Bg12 had no practical implications, it prompts more speculations on the scientific side, i.e., the host spectrum of lagoviruses is determined not only by the sequence of the vp60 gene, but it likely also depends on specific NS genes involved in the intracellular replication of the virus 
