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[Abstract)

In order to identify bacteria involved in bovine endocarditis, vegetations from endocarditis in Holstein cows
were analyzed using molecular biology techniques. A combination of broad-range PCR and sequence analysis for
the 16S rRNA gene, as well as aerobic and anaerobic bacterial cultures, were used to detect and identify bacteria in
vegetations obtained from 22 cases of endocarditis confirmed at autopsy. Streptococcus spp. was the most
frequently isolated bacteria from cultures, followed by Pseudomonas spp., Truperella pyogenes (T. pyogenes),
Staphylococcus spp., Corynebacterium spp, and Acinetobacter spp. Helcococcus ovis (H. ovis), which was not
isolated from cultures, was detected in 6 cases (27.3%) by broad-range PCR and sequence analysis. Fusobacterium
necrophorum (F. necrophorum), Peptoniphilus indolicus (P. indolicus), and Pseudomonas spp. were also detected
by broad-range PCR and sequence analysis. Species- or genus-specific PCR revealed that 15 cases (68.1%) were
positive for H. ovis, 13 cases (59.1%) for T. pyogenes, 4 cases (18.2%) for Streptococcus spp., and 3 cases (13.6%)
for F. necrophorum. Our findings suggest that, in addition to previously reported bacteria, H. ovis, F. necrophorum,
and P, indolicus may be involved in the formation of endocarditis lesions in cattle.

Keywords: endocarditis, etiology, PCR, sequence





