Background and Objectives: In recent years, the occurrence of swine influenza A virus (swiAV) infections has changed from epizootic lo enzootic patterns in many industrial European pig herds. These self-sustaining forms of swine influenza adversely affect animal welfare   and production economics, and imply increased risks for public health. Multiple factors influence the impact of the infection in a given herd. The aim of this study was to compare the within-herd viral dynamics and impact of swiAV in two typical herds in six European countries.  
Material and Methods: Herds with continuous swiAV circulations were identified in Denmark, France, Germany, Italy, Spain, and United Kingdom. In each country, longitudinal studies were completed in two such herds including two batches per herd according to a standard sampling frame. In addition, data an the herd management and biosecurity were collected.  
Results: SwiAVs were detected in the 24 batches. The incidence in each age group varied between herds, batches and countries. Prolonged shedding or re-infection was detected in some animals. The swiAV lineages detected included H1avN2 CHA-10 in six farms (four countries), H1avN1 CHA-1() in six farms (three countries), H1pdmNx CHA-1Al in three farms (three countries) and HhuN2 CHA-18) in two farms (two countries). Successive or mixed infections with different lineages were identified in six farms (three countries). The relationships between antibody levels in sows and proportions of seropositive piglets during the study were different in each batch.  
Discussion and Conclusion: This is the first coordinated longitudinal study an swiAV dynamics performed in parallel in several European countries, which facilitates comparisons. The results emphasized the complexity of the swiAV dynamics in the studied endemically affected farms in Europe. All data have been compiled to identify potential farm-specific intervention measures that could be implemented to control swiAV infection  
