Introduction-As a major cause of economic losses, BRD affects the lower (pneumonia) or upper respiratory tract (rhinitis, tracheitis, bronchitis). BRD results from a complex, multifactorial interaction of stressors, animal susceptibility and respiratory pathogens. Bacterial pathogens apparently cause the acute syndrome by invading the bovine respiratory tract that has been compromised by viral infections, environmental conditions and/or other stressors-Methods-From 2017 to 2019, 121 respiratory outbreaks were investigated by the diagnostic service of IZSLER (laboratory of Parma). Samples (110 nasal swabs and 11 lungs) were tested for Bovine Respiratory Syncytial Virus - BRSV, Parainfluenza 3 - P13, Bovine Viral Diarrhea Virus - BVDV, Infectious Bovine Rhinotracheitis (IBR) - BHV1, Bovine Coronavirus — BCV, Influenza D Virus (IDV) and Mycoplasma bovis using several real-time PCR. In order to detect major bacterial respiratory pathogens (Pasteurella multocida, Mannheimia haemolytica, Histophilus somni) the samples were tested by microbiological exam.-Results-P. multocida was the most common pathogen identified (51,23%), followed by M. haemolytica (33,88%). T. pyo genes was identified in 15,7% of the outbreaks and M. bovis was identified in 12,39% of them. H. somni was detected only 6,61% of the times. Among BRD outbreaks VRS was the most frequently identified viral pathogen (30,57%), while BCV was detected in 19% of cases. BHV1 was detected in 6,61% and IDV was detected in 4.13% of the outbreaks. Finally, BVDV was the least common viral pathogen (0,08%).-Conclusions-Most outbreaks of BRD in cattle farms involve multiple pathogens, and among them P. multocida was the most frequently observed. Co-infections of both viral and bacterial pathogens were frequently detected. Diagnosis may be based on clinical signs and epidemiology, but laboratory examinations are always needed to confirm it. Even if the sampling procedure was not truly representative of Parma cattle population, this study offers an idea of BRD pathogens prevalence among the study area
