Varieties of pathological conditions in domestic and wild animals have been attributed to coronavirus (CoV) infections. Since 2002, three highly virulent strains classified in two subgenera (Sarbecovirus and Merbecovirus) of the genus Beta-Coronavirus (BetaCoV) have caused severe respiratory diseases causing thousands of infections and deaths worldwide. Two species belonging to the Sarbecovirus subgenus that cause severe acute respiratory syndrome are SARS-CoV and SARS-CoV-2 that emerged in China in 2002 and December 2019, respectively.  Bats, with their wide geographical distribution and flight capabilities, have been documented as natural hosts of a large number of different viruses, such as lyssavirus, paramyxovirus, filovirus and coronavirus. The genetic diversity of CoVs in bats exceeds that known from other hosts, which is consistent with bats being the main reservoir of mammalian CoVs. In this study, coronavirus surveillance were carry out on 100 bat carcasses and 20 faecal samples collected from a Wildlife Recovery Centre and from two bat colonies in Northern Italy during 2020-21.  Identification of bat species was achieved by using a PCR targeted the COI gene and subsequent sequencing; the most represented species were Pipistrellus kuhlii (38.3%), Hypsugo savii (29.2%), Rhinolophus hipposideros (16.7%) and Myotis daubentonii (6. 7%) followed by other species (Pipistrellus pipistrellus, Pipistrellus nathusii, Plecotus auritus, Myotis crypticus, Myotis mystacinus and Tadarida teniotis) in low percentages from 1.7 to 0.8%. In 1.7% of cases, no species could be identified. For CoV detection, a pancoronavirus nested PCR was employed, targeting the RNA-dependent RNA polymerase (RdRp) sequence (PanCoV-PCR). Phylogenetic analysis was performed using MEGA6 including CoVs sequences retrieved from public databases. Eighteen samples from 14 animals (11.6%) were positive for PanCoV-PCR. Phylogenetic analysis showed a wide diversity of CoVs with sequences grouped in the alpha and beta CoVs. Most sequences belong to BetaCoV and culminate in two groups. The first 9 sequences, all from R. hipposideros, form a homogeneous group with other sequences from European bats within the Sarbecovirus genus (SARS-like viruses). Other 5 sequences from 3 bats (2 from H. savii and 1 P. auritus) were highly correlated with other Italian sequences and were placed in the Merbecovirus genus (MERS- like). Finally, 2 sequences from P. kuhlii and M. cryticus belonged to alphaCoVs and were highly correlated with sequences from bats collected in Germany.  Among the four CoV genera, only alpha- and betaCoVs were found in bats worldwide, with higher detection rates for alphaCoVs. In our studies, however, a higher percentage of BetaCoV was always detected. Of these, all the SARS-like sequences came from the same two bat colonies that have been sampled periodically and shown to harbour the viruses for more than 10 years. It should also be noted that, as already observed in other European studies, the percentage of identity of Italian sequences with SARS-CoV and SARS-CoV-2 is lower than that of Chinese bats. A greater variability was instead observed among the MERS-like sequences of Italian bats where two groups can be observed within the cluster, one for Pipistrellus and Hypsugo sequences and another for Pleotus sequences. These results highlight the need for intensive surveillance in bats to contribute to a more complete and detailed picture of the global epidemiology of CoVs 
