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VV-1305-004 
The role of interferons in the socially important human viral diseases  
T. P. Ospelnikova  
Gamaleya Scientific Research Institute of Epidemiology and Microbiology, Ministry of Health of the Russian 
Federation, Moscow, Russia  
The role of interferon in influenza and herpes infections, general patterns of the interferon system in these 
diseases, the identification of interferon deficiency, the possibility of their correction with the immune active 
drugs, including interferon inducers combining antiviral immunomodulatory interferon effects with 
etiopathogenic corrective mode of action, are discussed. Clinical values of faster recovery confirm the 
suitability of their application in the immunocompromised patients.  
Keywords: innate immunity; interferon; interferon system deficiency; immune active drugs; corrective action. 
 
VV-1305-010 
The taxonomy of the issyk-kul virus (ISKV, Bunyaviridae, nairovirus), the etiologic agent of the issyk-
kul fever isolated from bats (Vespertilionidae) and ticks Argas (Carios) vespertilionis (latreille, 1796)  
S. V. Alkhovsky, D. K. Lvov, M. Yu. Shchelkanov, A. M. Shchetinin, P. G. Deryabin, E. I. Samokhvalov, A. K. 
Gitelman, A. G. Botikov  
D.I. Ivanovsky Institute of Virology, Ministry of Health of the Russian Federation, Moscow, Russia  
The issyk-kul virus (etiological agent of the issyk-kul fever) was originally isolated from bats (Nyctalus noctula 
schreber, 1774 (Chiroptera: Vespertilionidae)) and their parasites ticks (argas (Carios) vespertilionis latreille, 
1796 (Parasitiformes: Argasidae)) in kirghizia. sporadic cases and epidemics of the issyk-kul fever are 
observed in Central asia since 1979. The ISKV genome was de novo sequenced using the next-generation 
sequencing technology. according to the molecular-genetic and phylogenetic analysis, the ISKV is a member 
of a novel group in the genus Nairovirus (Bunyaviridae). Based on the data obtained, molecular-genetic 
methods can be used for ISKV detection (pCr) for the issyk-kul fever monitoring and diagnosis in the 
endemic areas.  
Keywords : bunyaviruses; nairoviruses; arboviruses; Issyk-Kul virus; Issyk-Kul fever; next generation 
sequencing; bats; argasidae ticks. 
 
VV-1305-015 
The taxonomy of the khasan Virus (KHAV), a new representative of Phlebovirus Genera 
(Bunyaviridae), isolated from the ticks Haemaphysalis longicornis (neumann, 1901) in the maritime 
territory (russia)  
S. V. Alkhovsky, D. K. Lvov, M. Yu. Shchelkanov, A. M. Shchetinin, P. G. Deryabin, E. I. Samokhvalov, A. K. 
Gitelman, A. G. Botikov  
D. I. Ivanovsky Institute of Virology, Ministry of Health of the Russian Federation, Moscow, Russia  
The khasan virus (KHAV) was originally isolated in khasansky District and maritime territory in 1971 from the 
ticks Haemophysalis longicornis (neumann, 1901) collected from the deers Cervus nippon (temmink, 1838). 
Based on the biological properties and virion morphology, KHAV was identified as an unclassified member of 
the Bunyaviridae family. in order to elucidate the KHAV taxonomy in more detail, viral genome was partially 
sequenced using the next-generation sequencing technology. according to the phylogenetic analysis 
conducted for partial sequences of the three genome segments, KHAV was attributed to the genus 
phlebovirus. KHAV is phylogenetically mostly related to the viruses of the Uukuniemi group and has up to 
62% identity with them. the maximum identity level is observed for sequences of the RNA-dependent-RNA-
polymerase (rdrp) gene. The KHAV homology level with the tick-borne Uukuniemi group viruses is 50 to 
62%; however, for the mosquito-borne phleboviruses it does not exceed 30%.  
Keywords: Khasan virus; bunyaviridae; phlebovirus; arbovirus; complete genome sequencing; ixodes ticks.  
 
VV-1305-019 
The аnti-viral activity of the complex glycyrrhizic acid–alpha-glutamyl-tryptophan against 
Experimental lethal influenza infection in white mice caused by oseltamivirresistant strain of the 
virus  
V. S. Smirnov1, A. V. Garshinina2, V. M. Guseva2, N. A. Kalinina2, A. A. Shtro2, S. V. Belyaevskaya2, V. B. 
Anikin2, V. V. Zarubaev2  
1 Cytomed, Ltd., St. Petersburg, Russia; 2 Federal State Research Institute of Influenza, Ministry of Health of 
the Russian Federation, St. Petersburg, Russia  
Influenza virus is a leading causing factor of infectious respiratory human pathology. The ability to implement 
the antigenic drift and development of drug resistance makes it important to develop novel anti-influenza 



drugs of wide spectrum of activity. in this work, we present the results of the study of the activity of a 
combination of glycyrrhizic acid with dipeptide alpha-glutamyl-tryptophan against oseltamivir-reistant strain of 
the virus a/ Vladivostok/2/09 (H1H1) on the model of lethal influenza infection in white mice. application of 
orvilax was shown to decrease the specific mortality of animals (index of protection 39-67% depending on 
the dose of the virus and drugs combination), to increase the mean day of death to 3.7-5.0 days and 
decrease the infectious titer of the virus in lung tissue to 1.3 lg EiD50/20 mg. the corresponding figures for 
the reference compound tamiflu were 8-11%, 0.5-1.5 days, and 0.6 lg EiD50/20 mg. the use of orvilax also 
led to reliable increase of the titers of interferon in the blood from 30.4 to 56.5 mE/ml. the results obtained 
allow the drug to be considered as a promising anti-influenza remedy that is active against the drug-resistant 
virus strains.  
Keywords : influenza; chemotherapy; glycyrrhizic acid; glutamyl-tryptophan; drug resistance. 
 
VV-1305-026 
Peculiarity of reassortment of current wild type influenza viruses with master donor viruses for live 
influenza vaccine  
I. V. Kiseleva, E. A. Bazhenova, N. V. Larionova, E. A. Fedorova, I. A. Dubrovina, I. N. Isakova-Sivak, L. G. 
Rudenko  
Institute of Experimental Medicine, Northwest Branch, Russian Academy of Medical Sciences, St. 
Petersburg, Russia  
The live attenuated influenza vaccine (LAIV) currently licensed in Russia consists of the reassortant viruses 
with hemagglutinin (Ha) and neuraminidase (na) gene segments from the circulating wild-type viruses and 
the six internal protein-encoding gene segments from cold-adapted master donor viruses (MDV) 
a/leningrad/134/17/57 (H2n2) or B/Ussr/60/69. presently, only classical reassortment technique is approved 
for the generation of russian laiV strains. In this work, we describe the obstacles to the development of LAIV 
6:2 vaccine strains depending on the phenotypic properties of the wild-type viruses used for reassortment. it 
was demonstrated that the highest percentage of 6:2 vaccine reassortants could be achieved when wild-type 
parental viruses were resistant to non-specific gamma-inhibitors. It was shown that it was impossible to 
generate 6:2 vaccine reassortants possessing six internal genes of the a/leningrad/134/17/57 (H2N2) master 
donor virus and avian Ha and na genes from H5N1-pr8 viruses using classical reassortment technique. it 
was suggested that strong constellation effects between the gene segments of the parental viruses could 
affect the virus gene reassortment. a strong interaction between the genome segments encoding 
neuraminidase of avian origin and pB2 gene of pr8 virus was observed. When the pB2 gene was inherited 
from cold-adapted master donor virus, the neuraminidase was also found to be of mDV origin.  
Keywords: live influenza vaccine; reassortment; gene constellation; gene compatibility.  
 
VV-1305-032 
Universal diagnostic oligonucleotide microarray for subtyping of human and animal influenza a 
viruses  
A. V. Vasin1, N. T. Sandybaev2, M. A. Plotnikova1, S. A. Klotchenko1, O. V. Chervyakova2, V. M. 
Strochkov2, E. T. Taylakova2, O. A. Temkina1, A. V. Brodskaya1, Y. A. Zabrodskaya1, K. P. Nikulenkov1, V. 
V. Egorov1, J. K. Koshemetov2, A. R. Sansyzbay2, O. I. Kiselev1  
1 Federal State Research Institute of Influenza, Ministry of Health of the Russian Federation, St. Petersburg, 
Russia 2 Research Institute for Biological Safety Problems, Gvardeiskiy, Republic of Kazakhstan  
The diagnostic oligonucleotide microarray for subtyping of human and animal influenza a viruses (IAVS) was 
developed. We proposed a simple method of the fluorescent labeling of genomic segments of all known 
IAVS subtypes, the composition of the hybridization buffer, as well as the software of the data processing. 48 
IAVS strains of different subtypes were analyzed using our microarray. All of them were identified, while 45 of 
48 strains were unambiguously subtyped.  
Keywords: influenza A virus; hemagglutinin; neuraminidase; microarray; molecular diagnosis. 
 
VV-1305-038 
Production of the monoclonal antibodies to the rabies virus nucleoprotein  
S. V. Gribencha, A. Yu. Kozlov, L. V. Kostina, A. L. Elakov, M. A. Losich, V. V. Tsibezov, A. D. Zaberezhny, T. 
I. Aliper  
D.I.Ivanovsky Institute of Virology, Ministry of Health of the Russian Federation, Moscow, Russia  
Five hybridomas secreting monoclonal antibodies (mabs) for the nucleocapsid protein of the rabies virus 
were obtained through the fusion of the sp2/0 murine myeloma cells with splenocytes of BalB/c mice 
immunized with fixed rabies virus (CVs strain). all hybridomas secret mabs of the IgG class that display 
different specificity to the nucleocapsids of rabies and rabies-related viruses. mabs 2e11 showed the 
specificity for the prevalent in russia rabies viruses that are similar to commercially available anti-rabies 
conjugate.  
Keywords: rabies virus; nucleoprotein; monoclonal antibodies; fluorescent antibody test. 



VV-1305-044 
Estimation of the сommercial ELISA test-systems of different formats to detect specific IgM and IgG 
in the measles patients sera  
Т. А. Mamaeva., М. А. Nаumova., N. V. Zheleznova2, G. Y. Lipskaya., М. Mulders4, D. A. Featherstone4  
Gabrichevsky Research Institute for Epidemiology and Microbiology, Federal Service on Customers’ Rights 
Protection and Human Well-being Surveillance, Moscow, Russia; . Pasteur Research Institute for 
Epidemiology and Microbiology, Federal Service on Customers’ Rights Protection and Human Well-being 
Surveillance, St. Petersburg, Russia; . Belozersky Institute of Physico-Chemical Biology, Lomonosov State 
University, Moscow, Russia ; 4 WHO, Geneva, Switzerland  
Nine commercial kits of "captured" and "indirect" format Elisa assay for the detection of specific IgM and IgG 
in sera of patients with measles were compared to each other. 72 sera specimens from typical medium-
severity cases from a measles outbreak (2010) were collected on the 5-6th day after the rash onset. IgM was 
detected with "capture" tests (Vecto-measles IgM, Vector Best, measles IgM capture Eia, microimmune ltd) 
close to 100% of cases, irrespectively to the age and the initial vaccination status of the patients. the igm 
result was negative in 23.6% by average while investigating using "indirect" format tests (Enzygnost® anti-
measles Virus/igm, siemens; anti-measles Viruses Elisa (IgM), Eurominimum, Virion-serion igm (GmbH). 
these cases were in adults, the majority of which had 1-2 vaccinations in the past. the analysis of the 
presented data shows high correlation connection between the tests used and high confidence level for oD 
IgM and IgG of the sera of the patients with the primary and secondary immune response.  
Keywords: measles; specific antibodies; immunity; test-systems; ELISA method. 
 


