Despite a remarkable increase in diagnostic and se​quencing activity, the current knowledge of the mo​lecular epidemiology of several animal infectious diseases is still sparse. The aforementioned scenario is especially true for Infectious bronchitis virus (IBV) because of the spatiotempora I bias in sequence avail​ability. Additionally, most of the data originate from studies focused on specific issues rather than routine and properly designed monitoring activities. Such inconsistency has led to a puzzling series of "snapshots" that, albeit useful to understand local viral epidemiology, cannot be effectively used to explain the overall infection dynamics, sometimes leading to misleading deductions and potentially serious consequences on disease control. Nevertheless, the recent progress in computational biology and phylodynamics have provided a new set of mathematical and statistical tools to model infectious disease epidemics, especially those caused by rapidly evolving viruses like IBV.  In the present study, a wide dataset including several hundreds of both freely available and specifically obtained partial S1-IBV sequences was used to recon​struct the evolution, population dynamics and phylo​geogra phy of two worldwide relevant IBV genotypes:  the OX (GI-19) and Q1 (GI-16) ones. The obtained results provided a comprehensive and objective de​piction of their population history and spreading patterns over time, evidencing a complex and some​times unexpected network of intercontinental and among-countries contacts. A consistent linkage between viral migration and its population size was also demonstrated. The understanding of the overall determinants of IBV genotype epidemiology could furnish an unprecedented amount of knowledge with an immediate application on viral circulation and economic impact control
