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Figure 1. Analysis of PCR products using different primers by agarose
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Figure 2. The distribution of identities of gh48 gene sequences from different species/stains of Firmicutes. The species and their gh48 GI
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Figure 4. The phylogenetic tree of the gh48 gene sequences retrieved from our four clone libraries. The gh48 gene sequences
from different organism were also shown in the tree anda ghS gene sequencefrom R. albus was chosen as outgroup. The
respectively.

numbers in parentheses were the clone numbers from DNA and ¢cDNA libraries of sample CS9007 and MP9015
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Gene diversity of the bacterial 48 family glycoside
hydrolase( GH48) in rumen environment
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Abstract Objective The gene diversity of the bacterial 48 family glycoside hydrolase( GH48) in rumen environment
was studied and new gene resources for efficient cellulose degradation were provided. —Methods A pair of gh48
degenerate primers was designed through sequences alignment of the gh48 gene sequences from ruminal Ruminococcus.
The total DNA and RNA were extracted from two rumen samples and ¢cDNA was synthetized through reverse transcription
from total RNA. Four gh48 gene clone libraries were constructed and analyzed. Results In total 455 gh48 gene
sequences were obtained from the 4clone libraries. Sequence similarity among the 455 gene sequences varies between
58.65% and 100% . They fell into 66 species with the sequence similarity =89% and divided into 5 different clusters.
OTU6S in cluster Crepresents an abundant gh48 gene which in both DNA and ¢DNA clones libraries accounting for
36.4% and 19.5% respectively. Our studyrevealsrich gene diversity of the 48 family glycoside hydrolase and provided
new gene resources for cellulose degradation.
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