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Abstract ; With the development of molecular biology, the genes of 16S,23S and 16S~23S rRNA have been used
in strain identification.The gene intergenic spacer( ISR) of16S~23S rRNA has a higher variability than the former
two , which remedies the defects of the strong conservative and the lack of differentiations of 16S and 23S rRNA. In
this study,we amplified the ISR of 7 Aerococus viridian strains and 2 Enterococcus faecium strains. We analysed the
DNA of Aerococus viridian strains and evaluated the clone correlations and resistances of different strains by
randomly amplified polymorphic DNA(RAPD).
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Fig 1 PCR electrophoresis of 16S~23S rRNA ISR gene sequence
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Fig 2 Phylogenetic tree of 16S~23S rRNA ISR of Aerococcus viridians and Enterococcus faecium
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M:DL2 000 DNA Marker; Ae—1-— Ae—7: Aerococus viridians
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Fig 3 PCR electrophoresis of 16S~23S rRNA ISR gene sequence
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Tab 2 The drugs resistance of Aerococcus viridians
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