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MG-1402-003 
Chlamydia trachomatis Proteasome Protein as One of the Significant Pathogenicity Factors of 
Exciter  
D. Y. Davydova and N. A. Zigangirova 
Gamaleya Scientific Research Institute of Epidemiology and Microbiology, Ministry of Health of the Russian 
Federation, Moscow, Russia 
Sex-related infections are a global problem. Such infections may lead to acute or chronic diseases. 
Chlamydia trachomatis is a dangerous and widespread pathogenicity factor that is not sensitive to 
conventional drugs and has no obvious symptoms. Protein CPAF is leading factor of pathogenesis. This 
protein inhibits the signaling pathways of host cell and supports long survival of the pathogen in the host cell. 
The goal of this work was to review general properties of the proteosome chlamydia protein CPAF, its 
functions, and role in pathology. The role of protein CPAF in the anti-chlamydia immune reaction is 
discussed. The prospects of the development of promising anti-chlamydia vaccine, as well as new effective 
anti-chlamydia drugs are also discussed.  
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MG-1402-008 
Analysis of a GSTM1 Gene Deletion in the Context of the GSTM Genomic Cluster Diversity in Three 
Russian Populations  
I. N. Filippova, A. V. Khrunin, and S. A. Limborska  
Institute of Molecular Genetics, Russian Academy of Sciences, Moscow, Russia 
A total of 16 to 60% of individuals in human populations are homozygous with respect to a deletion of the 
Glutathione-S-transferase M1 gene. In this study, we evaluated the relationship between the GSTM1 gene 
deletion and genetic diversity of the GSTM cluster, which includes this gene, in three Russian populations. 
The study was based on the comparison of the haplotype distribution in two groups of individuals subdivided 
accordingly to the presence of the deletion. The first group included individuals with completely deleted 
GSTM1 gene, and the second group comprised individuals having at least one functional variant of GSTM1 
gene. The analysis of the haplotype frequencies in groups revealed no specificity in their distribution both 
within the populations and between them. 
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MG-1402-012 
Identification of Ubiquitous and Endemic Mycobacterium tuberculosis Genotypes in the Republic of 
Buryatia 
S. N. Zhdanova1, O. B. Ogarkov1,2, A. A. Laz1,2, A. N. Zarbuev3, M. V. Badleeva4, L. S. Untanova3, and E. D. 
Savilov1,2 

1Scientific Center for the Family Health and Human Reproduction Problems, Siberian Branch, Russian 
Academy of Medical Sciences, Irkutsk, Russia 
2Irkutsk State Medical Academy for Continuing Education, Irkutsk, Russia 
3Republican Clinical TB Dispensary, Ulan-Ude, Russia  

4Buryat State University, Ulan-Ude, Russia 
The MIRU-12 and MIRU-24 methods were used for genotyping and estimation of M. tuberculosis population 
structure in Buryatia. It was studied in 283 strains isolated from individuals from the regional TB dispensary 
and medical clinics of the penitentiary system of the republic. It was found that the prevalence of pandemic 
genotypes Beijing MIT17 and MIT16 and also subtype Beijing MIT642 (24.5% – 46/188) in the studied area 
were dominant. The isolates of the Beijing MIT642 were common among all groups of patients with 
pulmonary tuberculosis with the tendency to formation of MDR and chronic course of the disease.  
Key words: M. tuberculosis, endemic genotype, epidemic genotype, subtype of Beijing genotype, MIT17, 
MIT16, MIT642 
 
MG-1402-017 
Regulation of Yersinia pseudotuberculosis Major Porin Expression in Response to Antibiotic Stress 
E. P. Bystritskaya1, A. M. Stenkova1,2, O. Y. Portnyagina1,2, A. V. Rakin3, V. A. Rasskazov1, and M. P. 
Isaeva1,2 
1Pacific Institute of Bioorganic Chemistry, Far Eastern Branch, Russian Academy of Sciences, Vladivostok, 
Russia 
2Far Eastern Federal University, Vladivostok, Russia 
3Max von Pettenkofer Institute for Hygiene and Clinical Microbiology, Ludwig Maximilian University, Munich, 
Germany 



The OmpF porin gene expression in Yersinia pseudotuberculosis in response to antibiotics of two different 
classes (kanamycin and nalidixic acid) was analyzed using quantitative PCR and a fluorescence reporter 
system. Both antibiotics downregulated the expression of the ompF gene. The nalidixic acid significantly 
reduced ompF expression, while kanamycin, for which porins are considered to be an alternative transport 
route, only slightly reduced the ompF level. 
Key words: Yersinia pseudotuberculosis, ompF, gene expression, antibiotics, quantitative RT-PCR, 
fluorescent reporter system 
 
MG-1402-022 
Construction of Recombinant Adenoviral Vector Expressing Genes of the Conservative Influenza 
Proteins M2 and Nucleoprotein 
I. B. Esmagambetov, E. S. Sedova, D. N. Shcherbinin, A. A. Lysenko, M. N. Garas, M. M. Shmarov, and D. 
Y. Logunov 
Gamaleya Scientific Research Institute of Epidemiology and Microbiology, Ministry of Health of the Russian 
Federation, Moscow, Russia 
Influenza is a highly contagious and one of the most massive infection diseases. General epidemiological 
significance has a strain, which belongs to subtype A. A high degree of genetic variety leads to the 
permanent changes in the antigenic structure of the influenza virus. Therefore, the current influenza vaccines 
require periodic updating of the composition of strains. Presently, it is important to develop a universal 
vaccine that can protect against different strains of influenza A virus at the same time and is based on the 
conserved antigens of the influenza virus. The recombinant adenovirus vectors expressing genes of 
conserved viral antigenes may be a promising candidate vaccine against influenza A. Using the method of 
the homologous recombination, we developed in this study recombinant adenovirus of fifth serotype that 
expresses genes of the ion channel M2 and nucleoprotein NP of the influenza virus A. Genes of the 
consensus protein M2 and NP of human influenza A virus were included into the structure of the viral 
genome. The expression of the antigens M2 and NP using recombinant adenovirus vector was detected by a 
Western blot assay. The immunogenicity of the developed recombinant adenovirus vector was demonstrated 
by the intranasal immunization of laboratory mice. 
Key words: Recombinant adenovirus, influenza virus A, M2 ion channel, nucleoprotein NP, immunization 
 
MG-1402-029 
Retrospective Macrorestrictive Analysis of the Vibrio cholerae eltor Strains Isolated at Epidemic 
Complications in the Far East of Russia 
L. V. Mironova, M. V. Afanasev, E. A. Basov, L. Y. Urbanovich, and S. V. Balakhonov  
Irkutsk Antiplague Research Institute, Federal Service for Supervision of Consumer Rights Protection and 
Human Welfare, Irkutsk, Russia 
The retrospective study of the clonal structure of 24 Vibrio cholerae eltor strains isolated at epidemic 
complications in the Far East of Russia was carried out on the basis of the macrorestrictive analysis of the 
genome DNA using NotI and SfiI endonucleases. It was found that clonal (by amplification profiling data) 
toxigenic strains (n = 23) were characterized by variability of NotI/ SfiI-generated restriction profiles. The V. 
cholerae eltor isolated in Yuzhno-Sakhalinsk outbreak were differentiated to four pulse-types with one 
dominating type detected in 76% of the strains. Individual restrictive NotI/SfiI-profile was characteristic for the 
isolates from Primorye Territory. A non-toxigenic strain formed a separate dendrogram line from the 
toxigenic strains on the basis of PFGE-pattern structure. 
Efficiency of macrorestriction analysis application for the profound characteristic of the V. cholerae 
population structure and ascertainment of molecular-epidemiological regularities of territorial distribution of 
the separate V. cholerae clones was shown.  
Key words: Vibrio cholerae, macrorestrictive analysis, PFGE, NotI endonuclease, SfiI endonuclease, 
molecular-epidemiological analysis 
 
MG-1402-036 
Comparative Multilocus VNTR- and SNP-Analysis of Bacillus anthracis Vaccine Strains 
M. V. Afanasev, E. V. Kravets, Z. F. Dugarzhapova, V. E. Takaishvili, V. S. Polovinkina, and S. V. 
Balakhonov 
Irkutsk Anti-plague Research Institute, Federal Service for Supervision of Consumer Rights Protection and 
Human Welfare, Irkutsk 
Comparative VNTR- and SNP-genotype analysis of four Bacillus anthracis strains (three vaccinal strains and 
one virulent strain) was carried out using modern molecular-genetic typing methods. It was established that 
these strains formed four SNP patterns completely corresponding to the VNTR-profiles. It was demonstrated 
that all strains tested except vaccinal B. anthracis STI-1 could not belong by SNP-profile to three global 
genetic lines of the anthrax agent extended in the world.  
Key words: Bacillus anthracis, genotyping, VNTR-analysis, SNP-analysis, anthrax epidemiology, anthrax 
vaccine 
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