BACKGROUND Salmonella enterica serovar Napoli (S. Napoli) represents an emerging cause of human salmonellosis in Europe. Interestingly, no specific reservoirs of S. Napoli have been identified so far, environment has been suggested as an important source of infection. In Northern Italy, S. Napoli has been frequently isolated in wild-boar (Sus scrofa), while it was seldom isolated in livestock. Specifically, more than 8% of the S. enterica isolated in wild boar belong to this serovar. This suggests that wild-boar can act as a reservoir of S. Napoli by sustaining its enzootic cycle, thus contributing to human infections, either directly or indirectly through the environment. OBJECTIVES Identify S. Napoli lineages associated with wildlife and humans and assess the amount of cross-species transmission. METHODS We used a genomic approach, based on Bayesian phylodynamic, for inferring population dynamics and reconstructing transmission pathways of S. Napoli between wildlife and humans. The analysis was performed on a dataset composed of all S. Napoli isolates from humans and wild boars of the Province of Brescia (Lombardy, Northern Italy) in the 2009-2012 period. We used S. enterica serovar Typhimurium (S. Typhimurium) as a negative control, since it is a well-documented foodborne pathogen with negligible environmental transmission. RESULTS The topology of S. Napoli phylogeny, unlike S. Typhimurium, indicates a considerable amount of cross-species transmission over evolutionary time, with both species interspersed within lineages. Our results support the hypothesis that wild-boar represent a self-sustaining S. Napoli reservoir and a significant source of human infections 05 651  
