Diseases in lagomorphs caused by caliciviruses emerged in the 1980s with the identification of RHDV in China and EBHSV in Europe. Today, the Lagovirus genus consists of several members, both pathogenic and non-pathogenic, including RHDV2 which emerged in Europe around 2010. Within a few years, RHDV2 almost replaced RHDV, spreading to several continents, including North and Central America. In 2012, we received a wild European hare from northern Italy with suspected EBHS but we identified RHDV2 (RHDV2 Bg12). Based on findings of multiple recombinant events among RHDV2 strains, we subsequently analyzed the full genome sequence of the RHDV2 Bg12 to investigate the occurrence of such event also for this "hare" strain. Phylogenetic and SimPlot analysis performed with the ORFI lagovirus sequences present in GenBank, showed a recombination event between the non-structural proteins of an EBHSV-like virus, not yet identified, and the structural protein of RHDV2 virus. Consequently, we orally infected seronegative adult rabbits with RHDV2 Bg12. Surprisingly, they did not contract RHD and neither develop a specific antibody response, suggesting that RHDV2 Bg12 is not able to infect rabbits. Despite repeated cases of RHDV2 in rabbits in the same areas and in subsequent years, none of the isolates matched RHDV2 Bg12. Moreover, after RHDV2 Bg12 identification, we did not find any more cases of RHDV2 in hares for years. Therefore, the new virus 'RI-ID V2 Bg12 t can be classified as a failed attempt of a new viral emergence occurred in a hare due to a recombination process between two related lagoviruses. 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 certain NSP genes involved in the intracellular replication of the virus
