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Abstract

Rabies is a fatal zoonotic disease caused by rabies virus, frequently characterized by acute
encephalitis in all warm-blooded animals including human. The transmission of rabies virus is
often through the saliva of an infected mammals. Georgia is one of the leading countries with
high post-exposure vaccination rate (1311,3 vaccinated per 1000000) (NCDC Epidemiology
Bulletin #5/Vol.21; 2017) and there are 96 suspected rabies cases during 1993-2002 and 1400
laboratory confirmed rabies cases during 2002-2016 respectively (Epidemiology Bulletin
2017/Vol.21 N5; NCDC).

The main goal of our research is to study the genetic diversity of rabies viruses spread in Georgia
and perform comparative sequence analysis with the rabies virus strains circulating in the

region.

In the survey we used 76 rabies virus spread across different animals in 8 regions of Georgia. 66
samples of the complete N gene were sequenced by the rabies department of the American
Disease Control Center (CDC Atlanta, Rabies and Pox virus Branch) and 10 fragments of N gene
were sequenced in the laboratory of Ministry of agriculture.The phylogenetic tree of Georgian
strains isolated in 2014-2016 determined two different groups. Group one was circumscribed

within the Kakheti region and the group two was widespread in 8 regions.

The phylogenetic analysis suggest that group one is mainly circumscribed within the Kakheti
region and had a common ancestor with RABV found in Europe(Estonia, Yougoslavia, Serbia)
and Asia (Tajikistan, Kazakhstan, China, Russia) including Azerbaijan.. group two is distributed
in all 8 regions of Georgia and has a common ancestor with RABV found in Russia, Iran and
Turkey. All currently circulating rabies groups in Georgia are related to the dog variant.. In
addition, research reveals that most of the rabies virus spread in Georgia is a viral strain of
cosmopolitan rabies associated with the dog. Four Sequences isolated in 2018 in Kakheti and

Samegrelo region formed independent clade and was not grouped with any other sequences.



