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Mastitis is an important health problem in dairy cattle in which affects their milk
quality and production. Environmental streptococci is the major group of bacteria that
causing both subclinical and clinical mastitis. There is not sufficient epidemiological data of
these bacteria in Thailand. This investigation aims to isolate, identify, and collect
environmental streptococci causing mastitis in dairy cattle in which majority of these
bacteria were subjected to sequence-based polymerase chain reaction (rep-PCR) for
subtyping. During 2002-2003, we investigated mastitis in six small dairy herds in
NakhonPathom Province. Veterinarian monthly regular visit was performed in order to
examine mastitis status for ten times in each farm. The averages of milking cows were 8.8
to 18.9. There was no difference of clinical mastitis prevalence among herds (0-14.3%).
However, prevalence of suclinical mastitis seems to be high in all herds (10.5-75.0%).
Environmental Streptococcus spp. and coagulase negative Staphylococcus spp. are major
responsible pathogens for mastitis in all herds. Streptococcus uberis is the majority of
environmental streptococci isolated from mastitis cows. Molecular epidemiological
investigation using repetitive sequence-based polyme}ase chain reaction (rep-PCR) with
ERIC1R and ERIC2 primers was able to distinguish 48 isolates of Strepfococci uberis into
28 rep-PCR electrophoretic patterns in which were differentiated into 13 rep-PCR subtypes
(Discriminatory index=0.87) There was a diversity of genotypic groups of Streptococcus
uberis causing mastitis. Effects of Streptococcus uberis on animal health, production, risk
factors associated with mastitis, and control measurements are importance to be further

studies.





