Apis mellifera plays an important role in pollination and the recent decline of honey bee colonies worldwide could lead to environmental and economic consequences. It is known that the microbiota is fundamental in metabolism, development and immunity of these insects and variations in its composition could make them more sensitive to stress or pathogens. Using an NGS approach, we aimed to acquire data about the symbionts and pathogens of honey bees from 19 apiaries located in different Italian regions. The analysis highlighted the presence of several known and emerging pathogens (N. ceranae, L. passim, C. mellificae, M. plutonius, ABPV, CBPV, DWV-A/ B, SBV, BQCV) and characterized the microbial communities of honey bees, composed of a few predominant bacterial genera and several viral species both already identified and never described in Italy (ARV, BBV, BMLV, DBV and LSV), updating the current epidemiological data and helping for their further identification  
