The Porcine Reproductive and Respiratory Syndrome (PRRS) is one of the main disease that leads to large economic losses in swine production worldwide. The high mutation rate of PRRS virus makes its control challenging, and the use of modified live vaccines has been shown to be only partially effective. Understanding PRRSV genetic mechanisms of diffusion could be a worthwhile strategy to prevent the occurrence of severe outbreaks, especially in piglets. The phylogeographic analysis performed on sequences retrieved over a 3-year span for this study showed that the most recent common ancestor of an outbreak could be originated several years before the outbreak itself, questioning the effectiveness of current management practices  
