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SUMMARY 

 

In this work we show the applicability of the method of amplified ribosomal 

DN  restriction analysis for the identification of microorganisms.  

During the process of our work we obtained a high quality DN  from 17-

samples of bacteria. Further we performed the analysis of nucleotide sequence of 

16S rRN  genes of these bacteria using PR and restriction enzyme analysis.  

We obtained restriction fragments of same amplicons 16S rRN gene of 

these bacteria and analyzed their electrophorograms. The restriction enzymes used 

were H e III, Ms  I, F t I. 

After completion of the RDR  analysis we discovered that the studied 

samples were representatives of the following species:  

— Ваcillus mycоides,  

— Ваcillus umilus,  

— Ваcillus mеthylotrophicus,  

— Ваcillus tоyonensis,  

— Ваcillus аmyloliquefaciens,  

— Аrthrobacter аurescens,  

— Micrоbacterium hyllosphaerae,  

— Ваcillus аtrophaeus,  

— Аrthrobacter glоbiformis. 

ethod of amplified ribosomal DN restriction analysis combined with 

using the genetic database for sequenced DN (G nB nk) can serve as a relatively 

simple method for identifying microorganisms. 
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