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Cellulose, a polysaccharids composed of B-l,4-link glucose units, is the most abundant
fiber in plants. Cellulases which are involved in hydrolysis of cellulose have been found in
several microorganisms. They arc important for several industries, especially in animal feeds.
Although ruminal bacteria exhibited multiple cellulase activities for digesting forage,
supplementation of cellulases in the animal feeds will accelerate ruminant growih and production.
This study aimed to isolate genes encoding novel cellulase enzymes from the ruminant bacteria.
The bacteria from cattle rumen were isolated and screened for cellulolytic activities using
Carboxymethyl cellulose agar (CMC agar) and filter paper as substrates. Both bacterial group and
single isolates that exhibited cellulolytic activities were selected for amplification of cellulase
genes by PCR-based cloning technique. The primers used in this study were designed from the
conserved amino acid sequences of known cellulase enzymes. The resulting PCR products were
cloned into pGEMw-T Easy vector and the DNA inserts in the obtained recombinant plasmids
were subjected for nucleotide sequencing. Two clones, No.10.4 and 11.3 with 800 bp PCR
fragment were shown to contained partial cellulase genes. Both had 81% identities to the endB
gene from Ruminococcus flavefaciens. These results suggested the possibility to obtain novel
cellulase enzymes from isolated ruminal bacteria. Further identification of full length cellulase
genes from these bacteria can be done by Genome walking. Cloning of this full length gene will

be uscful for enzyme improvement and applications.





