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Coagulase-negative staphylococci (CNS) are a very prevalent group of bacteria 
isolated from mammary glands and have been widely studied over the past 10 
years. Although there is a significant amount of research on CNS, their ecology 
and reported effects on udder health have not been completely characterized. 
The objective of this study was to determine the distribution of CNS species from 
milk and extramammary sites, and to characterize the effects of these species on 
milk production and udder health. 

Ten farms from Saskatchewan were selected for the study. Each herd was 
sampled 3 times at 3-week intervals. Quarter milk samples were collected 
aseptically at each sampling for milk culture. At the third sampling period, body 
site samples were taken from enrolled cows, and environmental samples were 
taken from the parlour and housing areas. Samples were cultured for 
identification of staphylococci. Isolated CNS were speciated by partial cpn60 gene 
sequencing. 

A total of 923 cows were enrolled in the study. Of these, 158 cows had a CNS 
intramammary infection, with 198 milk and 154 body site samples processed. An 
additional 25 environmental samples had CNS isolated. The most common 
species recovered from milk and body site samples were S. chromogenes (54%) 
and S. equorum (47%), respectively. Equal proportions of S. xylosus were 
recovered from both milk and body site samples (19 and 21%, respectively). Ten 
cows shared similar species between milk and extramammary isolates, 9 of which 
were S. xylosus. The most common species isolated from environmental samples 
was S. equorum (52%). Analysis of health and production data to compare the 
effects of each species is ongoing.   

Implications: Some CNS species are more detrimental to udder health than 
others, and it is important to recognize the source of infection. By targeting which 
species may have a more negative impact on udder health, we can begin to 
implement control strategies to try and eliminate these infections. 


