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Study on Bacteria Diversity in Chicken Intestinal Tract by Molecular Approach

Abstract

The study on bacterial diversity in the chicken intestinal tract was identified and
compared the community structure in different regions of the intestinal tracts of chickens. The
16S rDNA sequences were analyzed from the five parts of the duodenum, jejunum, ileum, large
intestine and caecum. The DNA fragments (RFLP) from 212 clones were analyzed by using
species specific PCR, enzyme Haelll and Rsal. There were identified as eight different bands
which were compared to the GenBank Data Base. The results indicate that there are eight groups
of bacterial community from the five parts of chickens’ intestines. They are Uncultured bacterium
clone SJITU(EF403242.1), Uncultured bacterium clone cc 99(GQ175432.1), Uncultured
bacterium clone cc 99(GQ175432.1), Lactobacillus avarius strain:LAV7(AB175732.1),
Lactobacillus avarius strain:LAV4(AB175729.1), Uncultured bacterium clone E1(AMS500763.1),
Uncultured bacterium clone S1-25(GQ898117.1) and Uncultured bacteriodes bacterium clone
MO015(EF071148.1) which are 99%, 95%, 95%, 95%, 99%, 98%, 99% and 99% identical to the

GenBank Data Base, respectively.
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