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Analysis of rumen bacteria to improve cattle feed efficiency
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ABSTRACT

Molecular diversity of rumen bacteria was analyzed by PCR ampiification and
sequencing of 165 rDNA clone libraries prepared from the rumen content of Holstein
cows. A total of 69 clones, containing almost full size 165 rDNA sequences (about 1.5
kb long), were completely sequenced and subjected to an on line similarity search.
Three sequences from the 69 clones closely resembled that of Fibrobacter
succinogenes, Eubacterium ruminantium and Butyrivibric fibrisolvens at 97%, 90% and
98% similarity, respectively, Of 69 such clones, 22 showed more than 97% sequence
similarity with known sequences, 42 clones had 90-57% similarity and for the remaining
5 clones, the simitarity was less than 90%. The majority of clones fell into the low G+C
Gram-positive bacteria (LGCGPB) and the Cytophyga-Flavobacter-Bacteroides (CFB) at
38.4% and 12%, respectively. Unknown sequences were found to form three unique
clusters, uncultured group I, uncultured group |l and uncultured group 1l (14.4%, 4.3%

and 21.7%, respectively).



