Introduction: The Coronaviridae family is a well-known and studied family of viruses, whose mem​bers are able to infect a wide number of farmed, companion, and wild animal species, as well as humans. In the last two decades, three serious epidemics or even pandemics (SARS, MERS, and COVID-19) have been caused by members of this family (SARS-CoV-1, MERS-CoV, and SARS-CoV-2 respectively). Despite the fact that SARS-CoV-2 spreading has been sustained mostly by hu​man-to-human transmission, several animal species have been proven to be susceptible to infection and able to shed the virus, with the risk of the emergence of novel variants (Reggiani et al., 2022).  Aim of the Study: This project focuses on the surveillance of Coronaviridae infections in wild animals from the Emilia-Romagna region (RER). Wild mammals’ carcasses (with the exception of Suidae) being conferred to our institution for public veterinary health purposes (passive surveillance) were tested for the presence of both the SARS-CoV-2 genome and anti-SARS-CoV-2 antibodies, as well as for the presence of other Coronaviridae genomes. The goal was to identify potential reservoir spe​cies for SARS-CoV-2 and monitor whether other coronaviruses are able to cross the species barrier.  
Methods: From each animal, several samples were taken (intestine, lung, retro-mandibular lymph node, tracheal, nasal and rectal swabs, serum from cardiac clot), and 1 g of each was ho​mogenised in PBS in a 10% W/V ratio. Homogenised samples were then pooled (1 pool per animal), and RNA was extracted using an automated nucleic acid extractor. RNA was then used to perform RT-qPCRs on SARS-CoV-2 genes E and N and a Pan-Coronavirus nested RT-PCR on the RdRp gene with degenerate primers, as described in Drzewnioková et al. (2021). The organs of positive-testing animals were re-analysed separately to identify the infected organ, and then sequenced to confirm the presence of SARS-CoV-2 or another coronavirus. Serum samples were tested with a double-antigen sandwich ELISA targeting anti-SARS-CoV-2 N- antigen antibodies, in order to identify potential past infections. Positive samples were analysed using commercial surrogate virus neutralization test (VNT) antibody ELISA (sELISA) testing the presence of specific antibodies for the S antigen of different variants, and if suitable, with the VNT. 
Results and Conclusions: During 2022, 691 mammals were sampled in the IZSLER diagnostic branches located in RER. None of them tested positive for SARS-CoV-2, while 27 tested positive for the Pan-Coronavirus analysis. Of these, 18 hedgehogs (Erinaceaus europaeus) were infected by the Erinaceus coronavirus 1, 1 red fox (Vulpes vulpes) was infected by the Canine alphacoro​navirus, while the nucleotide sequences obtained from 2 foxes, 4 roe deer (Capreolus capreolus), 1 hare (Lepus europaeus), and 1 porcupine (Hystrix cristata) seem to align with hedgehog or bovine coronaviruses and deserve further studies. Two hundred and forty samples were ana​lysed serologically, with four testing positive for the anti-N ELISA but just one (hedgehog) being confirmed by two different anti-Omicron-S sELISA. Even though results are so far not conclusive regarding SARS-CoV-2 circulation, this work supports the global need to better manage risks from emerging diseases at the interface of human-animal ecosystems, while protecting wildlife health (WOAH, 2023) 
