INTRODUCTION Borrelia miyamotoi is a spirochete transmitted to vertebrate hosts by the hard ticks, Ixodes ricinus, the main vector of B. burgdorferi, the agent of Lyme disease in Europe (1). B. miyamotoi belongs to the relapsing fever clade and it was first described in Japan in 1994 in I. persulcatus ticks (2), and in 2011 in Russia in humans (3) with influenza-like symptoms including high fever, fatigue, headache, chills, myalgia, arthralgia and nausea (1). Considering that in Italy the knowledge on the distribution, ecology and epidemiology of B. miyamotoi is limited (4), the aim of this study is to investigate the presence of B. miyamotoi in I. ricinus collected from humans in Lombardy, Northern Italy.  
METHODS The ticks were collected in 2020-2021 recovered from patients from two location in Northern Italy (Sondrio and Pavia), as a part of collaboration in a one-health perspective with the local health institutions.  The ticks were morphologically identified at species level and life stage, using taxonomic keys. The DNA was extracted using NucleoSpin® Tissue kit (Macherey-Nagel) and tested for different pathogens (Borrelia spp., Rickettsia spp., Francisella tularensis, Coxiella burnetii and Tickborne encephalitis). In particular, Borrelia spp was detected by Real-Time PCR (5) and the positive samples were then tested for B. miyamotoi by PCR Real-Time targeting the glpQ gene (6). Amplification (~900bp) (7) and sequencing of the glpQ gene were performed for the phylogenetic analyses.  
RESULTS A total of 650 ticks were morphologically identified as nymph (76,6%), adult female (16,92%), larvae (4,61%) and adult male (0,76%). The ticks were taxonomically assigned to 4 species: 641 to Ixodes ricinus (98,61%), 4 to the genus Dermacentor (0,61%), 1 to Rhipicephalus (0,15%) and 4 to the species Ixodes hexagonus (0,61%). Six samples (0,92%), all belonging to the species I. ricinus, collected from the province of Sondrio, resulted positive for B. miyamotoi, and the sequences obtained showed a percentage of identity between 95 and 99% with B. miyamotoi. The phylogenetic analyses revealed that the sequences obtained cluster with European clade.  
CONCLUSIONS Despite the low rate of B. miyamotoi positive samples, the detection of this pathogen is important as it is spreading to the area. It is also of interest for physicians when considering diagnosis of potential tick-borne disease. Indeed, B. miyamotoi infection can lead to relapsing fever or meningoencephalitis, but is not yet well-known among physicians. Monitoring studies are needed to define the distribution and the prevalence of this pathogen. Furthermore, a collaboration between veterinarians and physicians is important to collect more clinical data for a correct diagnosis and follow the patients in the evolution of the disease  
