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The previous restriction fragment length polymorphism analysis of the complete genomes
of several VARV strains from the Russian collection identified regions carrying distinctions
between various VARV strains. Two of such regions from the left and right terminal genomic
regions were chosen for sequencing. We calculated primers for LPCR amplification of these
VARV DNA fragments with a length of 12.9 and 10.5 kbp as well as for amplification of DNA
subfragments of these genomic regions and for their sequencing.

As a result of work accomplished to date, we sequenced DNA fragments for 22 VARV
strains. The sequencing data was subjected to a comprehensive computer analysis. The

nucleotide sequences obtained were aligned and analyzed for their phylogenetic relationships.



