Introduction Babesiosis, caused by intraerythrocytic protozoan parasites of the genus Babesia, is a globally important tick-transmitted disease. More than 100 Babesia species infect a wide spectrum of wild and domestic animals worldwide and six have been identified as human pathogens.  In Europe human cases of babesiosis belong to B. divergens, B. venatorum and B. microti and they are all transmitted by Ixodes ricinus ticks. Babesia spp. may be transmitted by ticks with other pathogens (e.g. Borrelia burgdorferi; Anaplasma spp.; Ehrlichia spp.). This phenomenon has caused growing concerns for both humans and animals health, due to severe outcomes associated with multiple infections 
Aims A regional scaled survey was performed to study the impact of tick trasmitted zoonoses on pet animal and humans during 2018-2019 
Methods Ticks were collected from wild and domestic animals and investigated for piroplasms by molecular diagnostics in Emilia-Romagna region, northern Italy.  Ticks were identified using morphological dicotomic key (Manilla) DNA was extracted from crushed tick samples with a QIAamp DNA Blood Mini Kit (Qiagen).  For PCR amplification, primer forward CRYPTO F (5’-AACCTGGTTGATCCTGCCAGT-3’) (Herwaldt et al. 2003) and primer reverse RLB-R2 (5’- CTAAGAATTTCACCTCTGACA GT-3’) (Centeno-Lima et al. 2003) were employed. The amplification yields a specific fragment of approximately 800 bp of 18S-rRNA. 
Results A total of 1229 ticks were collected from wild and domestic animals.  I. ricinus represent the main tick species in our environment (46% of tick samples). Other vectors are identified as Rh. sanguineus (38%), I. hexagonus (13%), D. marginatus (1,5%) and H. marginatum (1%). Other tick species such as I.acuminatus and Rh. turanicus represent only the 0.5% of our samples.  A total of 168 (16,85%) of ticks tested positve for Babesia/Theileria trought Real Time PCR.  Subsequently, positive samples were tested by traditional PCR based on 18S gene and sequenced with sanger method.  Nine different Babesia species were found in ticks, of which two are zoonotic, B. venatorum and B. divergens.  We found B. capreoli, B. equi, B. canis vogeli, B. vulpes, B. badger, Th. ovis and unnamed Babesia called tavsan2 found previously in Turkey in hares and Rh. turanicus ticks B. divergens was found in one female I. ricinus collected from an asymptomatic person B. venatorum was found in 3 samples of I. ricinus ticks collected from red deer, roe deer and a person. 
Conclusion Babesia are usually host specific parasite, nevertheless, a few species are zoonotic, predominantly affecting immunocompromised patients. Our study demonstrated that a large variety of babesia species are circulating in Northern Italy and the risk of acquiring a Babesia infection is concrete in our environment. Further studies are needed to better understand the role of wild fauna in maintaining tick population and babesia parasite in nature 
