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Abstract: Bacteiral diversity in the rumen of sika deer feeding tannin-rich plants (oak leaves) was investigated.
The extrated genomic DNA was used to amplify bacteria 16S rRNA gene. Bacterial communities in the rumen of sika
deer were determined based on the 16S rRNA gene library. The results showed as follows: 1) a total of 107 non-
chimeric 16S rRNA gene sequences were obtained. These sequences were assinged to 22 operational taxonomic
units (OTUs) based on 97% sequence similarity. Ninety-one sequences (10 OTUs, 85% of total clones) showed =
97% sequence similarity to known species, thirteen sequences (10 OTUs, 12.2% of total clones) had sequence
similarity to known species in the range of 90% to 97%, and the remaining sequences displayed similarity less than
90%. Eighty-seven point nine percent sequences were similar to Prevotella spp.. 2) Phylogenetic analysis indicated
that bacteria in the rumen of sika deer belonged to phyla Bacteriodetes and Firmicutes. It is concluded that

Prevotella spp. is the dominant bacteria in rumen of sika deer feeding oak leaves containing high content of tannins.

While, the lack of fibrolytic bactria in the rumen of sika deer may be the result of hight content of tannins in diets.
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