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基于16SrRNA基因序列分析梅花鹿瘤胃细菌多样性
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摘要 本试验旨在对以柞树叶为主要粗饲料来源的梅花鹿瘤胃细菌多样性进行分析。提取瘤胃微生物基因组DNA,扩增细菌16S rRNA基
因,构建16S rRNA基因克隆文库,分析梅花鹿瘤胃细菌区系组成。结果表明:1)试验共得到107个非嵌合体16S rRNA基因序列。按照

97%序列相似性,划分为22个分类操作单元(OTUs)。其中91个序列(10个OTUs,85%总克隆序列)与已培养菌序列相似性≥97%,13个
序列(10个OTUs,12.2%总克隆序列)与已培养菌序列相似性为90%~97%,其余序列相似性<90%。87.9%序列与普雷沃氏菌属

(Prevotella spp.)相似。2)系统发育分析表明,梅花鹿瘤胃细菌由厚壁菌门和拟杆菌门组成。由结果可知,以富含单宁的柞树叶为主要粗

饲料来源的梅花鹿的瘤胃中,普雷沃氏菌属是优势细菌,而牛、羊瘤胃中常见的纤维素降解菌未检测到,这可能与饲料中单宁含量高有关。
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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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