Atypical porcine pestivirus (APPV), currently classified as Pestivirus K, belongs to the genus Pestivirus of the family Flaviviridae. APPV has been detected in piglets with congenital tremor (CT) type A-II, while adult pigs may become persistent carriers and shedders. The virus was first identified in 2015, in the United States, but, now it appears to be distributed worldwide. The aim of this study is to establish the genetic characteristics of APPV strains in Northern Italy, through the sequence analysis of NS5B encoding region. RT-PCR of 27 APPV positive samples (swines or wild boars), followed by genetic typing showed that NS5B genes were highly variable among Italian APPV strains. Therefore, the proposed strategy in this study provides a solid and improved basis for molecular phylogenetics to understand APPV genetic diversity, trace the origins and control the spread of new disease outbreaks  
