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Advance in application of 16S rRNA gene in bacteriology
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Abstract: The sequence of 16S rRNA gene is highly conserved and universally distributed. Thus,as an
excellent molecule Marker,16S rRNA is becoming a good tool for detecting organismsms and their classifi-
cation. In this paper,the character of this gene, methods for studying and detecting and clinic application,
were reviewed in details and the existing problems were inquired.
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