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associated with HIV-1 disease. associated with a delayed progression to disease. The aim of this study was to 
determine the frequency of chemokine receptor gene mutation CCR2-64I in people from Western region of 
Ukraine. Methods. DNA from the above samples was isolated using a modified salting out method. Ex-
tracted DNA was amplified by Polymerase chain reaction (PCR). The PCR products were subsequently di-
gested with the restriction enzyme Bse8 I and subjected to electrophoresis in a 2 % agarose gel.  
Results. A molecular genetic study of chemokine receptor gene mutation CCR2-64I performed in 147 people 
from Western region of Ukraine. The frequency of CCR2-64I heterozygote was 12.92 % and the frequency 
of CCR2-64I homozygous was 1.36 % n the studied group. CCR2-64I mutation were more frequently in 
group of women (16.9 %) than in group of men (8.6 %). Conclusions. The results show relatively high ge-
netic resistance to HIV infection in people from Western region of Ukraine. 
Key words: HIV infection, chemokine receptor, mutation. 
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SIMILARITY OF UKRAINIAN POPULATIONS FROM DIFFERENT REGIONS REVEALED BY 
Y-CHROMOSOMAL MARKERS 
Aims. To compare the genetic diversity of the Ukrainian regions by the Y-chromosome haplogroups, which 
are the high effective genetic markers for similar populations. Methods. The genotyping of Y-chromosome 
markers. Multivariate statistical analysis, correlation analysis. Results. The spectrum and frequency of Y 
chromosome haplogroups in the Ukrainian populations correspond to the genetic pattern of Eastern Europe. 
The frequency distribution of Y-chromosome haplogroups in different Ukrainian populations are similar. 
The genetic similarity of Ukrainian population or difference between them is not determined by the 
geographical distance. Conclusions. Ukrainian population belonging to different historical and territorial 
associations are homogeneous for Y-chromosome markers and have a higher genetic similarity to each other 
than to the neighboring ethnic groups. 
Key words: Y-chromosome, haplogroup, Ukrainians, population, gene pool. 
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