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Classification of Chicken Intestinal Microflora Species Using RAPD Analysis
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Abstract: In this study, a molecular approach based on random amplified polymorphilic DNA has been used for

the detection and identification of Peptostreptococcus, Bacteroides, Eubacteri, Bifidobacterium, Bacillus, E.

coli and Clostridium , the seven major constituents of chicken intestinal microflora. Some RAPD markers are se-

lected to distinguish among seven intestinal microflora species and shows promise for use in rapid diagnostic

Lesls.
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