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Slizen V. V. 

State of the problem of carbapenemases prevalence among  
microorganisms. Detection of a carbapenems resistance genetic marker  

of Bacteroides spp. – cfiA gene 
Current tendency in upsurge of the resistance to carbapenems requires 

study of genetic determinants and mechanisms of carbapenemases expression. 
Resistance of Bacteroides spp. to carbapenems is associated with the production 
of metallo- -lactamase with two ions Zn2+ in the active site, encoded by cfiA 
gene that can be down regulated and thus silent. The objective of the study was 
to determine cfiA gene prevalence among Bacteroides spp. Forty isolates of 
Bacteroides spp. were screened for the presence of cfiA gene by PCR. Studied 
isolates of B. fragilis, B. thetaiotaomicron, B. ovatus showed neither phenotypic 
resistance to imipenem in the disk diffusion method nor cfiA gene presence. 
Thus, investigated isolates of Bacteroides spp. did not harbor silent cfiA gene. 
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Slizen V. V. 

Genetic geography of Mycobacterium tuberculosis Beijing genotype 
The objective was to identify the genotypes of multi-drug resistant strains 

of M. tuberculosis, isolated from patients in Belarus. Sixty nine isolates of  
M. tuberculosis, exhibited phenotypic resistance to ofloxacin (MIC  2 mkg/ml), 
were under study, their genotypes were detected by MIRU-VNTR typing  
method basing on detection of the difference in 15 VNTR-loci. It was shown  
the genotype Beijing to be the dominant, comprising 58 % (n = 40) of all MDR-
MTB. Haarlem and TUR genotypes were detected in 23 and 16 % of isolates 
correspondingly. In Belarus, as in former USSR countries, the epidemic process 
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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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