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of tuberculosis is mainly maintained by genotype Beijing. Continuous  
circulation of genotype Beijing MTB results in accumulation of mutations and 
increases the proportion of MDR and XDR.  
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Surveillance of S. enterica serovar Enteritidis out breaks  
by molecular genetic typing methods 

During an outbreak of salmonellosis in Korelichi, Grodno region nine cul-
tures of S. enterica serovar Enteritidis were processed originated from patients 
(7 isolates) and from surfaces of refrigerator and cutting board for a cooked food 
(2  isolates).  Methods  of  RAPD-PCR,  ERIC-PCR,  and  MLVA  were  applied  to  
detect similarities and differences of S. enterica serovar Enteritidis, isolated 
from different sources. All tested salmonella isolated from different sources in 
Korelichi were identical. Molecular genetic typing methods were shown to be 
highly informative in surveillance of salmonellosis outbreaks.  

 
 

. ., . ., . . 
  
 

, .  
 

 (Rana esculenta)  
 ( ) -1b   

46 .   
 [1].  

 [2, 3],   
, -

.  
-1b , -

 28  47 -
 (  M28L).  (Esc-C)  

 
 495  (LysK), -

 
 S. aureus [4]. -

  
 E. coli [1].  

-
 Esc-CLysKHis  E. coli BL21-CodonPlus(DE3)-


