Issyk-Kul virus (ISKV), Nairoviridae family, was firstly isolated in 1970 from a Nyctalus noctula bat trapped near Lake Issyk-Kul, Kyrgyzstan. ISKV was subsequently detected in nearby countries in Central Asia in several bat species and bat ticks, and it has been described to cause sporadic outbreaks of febrile illness in humans. It has been assumed that bats and ticks are both reservoirs of ISKV with transmission to humans being associated with tick bites and exposure to bat feces and urine. Following the detection of portions of ISKV genome in Eptesicus nilssonii in Germany it has been recently suggested that its geographical range expanded to Europe. In this study an adult female of Hypsugo savii spontaneously dead in a wildlife rehabilitation center was sampled and fully necropsied within a surveillance program for emerging viruses associated with bats implemented in Italy. Anamnesis reported sensory depression, inappetence and weight loss. The death occurred eleven days after the admission to the rehabilitation center and no traumatic or pathological lesions were observed at necropsy. After exclusion the presence of lyssavirus from brain, tissue samples from internal organs (lung, hearth, intestine) were subjected to viral isolation on cell culture. CPE was observed on MARC-145 cells and negative staining electron microscopy performed on cells supernatants revealed the presence of spherical enveloped virions of 80-100nm morphologically referable to Nairovirus. Virus identification was confirmed by NGS-sequencing. Molecular and phylogenetic analyses were also performed. The complete genome sequence revealed the 3 typical Nairovirus segments L(11,978nt), M(4,907nt) and S(1,457nt) encoding protein corresponding to the polymerase protein, polyglycoprotein and nucleoprotein respectively. Blast analysis showed the highest nucleotide identity with strain ISKV LEZ 86-787 for L gene (95.34%), strain LEIV-315K for M gene (81.34%) and strain ISKV PbGER for S gene (97.51%). Phylogenetic trees based on full-length of L, M and S genome sequences confirmed that the new isolate belongs to the ISKV clade within the Keterrah group, genus Orthonairovirus. ISKV isolation from a synanthropic bat species such as Hypsugo savii suggests possible implications for public health and the need for further investigation aimed to better define the viral ecology and diffusion in bats population and its zoonotic potential
