West Nile virus (WNV) represent an increasing health problem in Europe. In this work, we used available genomes of the lineage II WNV to characterize the expansion of this virus in Europa. Different introductions of lineage II WNV were recorded in Europe, one in particular seem to originate the largest part of lineage II WNV strains from this continent. The gradual expansion of these strains from the area of the first introduction implies the overwintering of the virus in Europe. We also used field sequences, obtained in the frame of the surveillance in Emilia-Romagna, to characterize on a smaller geographic scale the virus dynamic, confirming the ability of locally evolved strains to expand and replace existing strains in a certain area 
