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[Abstract] Objective

were applied to the microbial diversity examination of oral cavity. Methods

Polymerase chain reaction and denaturing gradient gel electrophoresis (PCR-DGGE)
Total DNAs were extracted from the
plaques of 8 healthy people, 16SrDNA of the bacteria was amplified and DGGE was also used to assess changes in
bacterial composition from saliva microcosms from these 8 individual saliva samples. Results DGGE fingerprint pat-

terns of saliva from 8 different donors displayed greater variability (65% concordance). PCR-DGGE method was a vi-

able approach to examine the microbial diversity of oral cavity. Conclusion

These results suggest that PCR-DGGE

method is a sensitive and effective approach to examine the microbial diversity of oral cavity.
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