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ABSTRACT. Chemokines are low-molecular weight proteins that 
play a key role in inflammatory processes. Genomic variations in 
chemokine receptors are associated with the susceptibility to various 
diseases. Polymorphisms in chemokine receptor type 5 (CCR5)-D32 
and CCR2-V64I are related to human immunodeficiency virus infection 
resistance, which has led to genetic association studies for several other 
diseases. Given the heterogeneous distribution of these polymorphisms 
in different global populations and within Brazilian populations, we 
analyzed the prevalence of CCR5-D32 and CCR2-V64I polymorphisms 
in a mixed population from northeastern Brazil. The study included 223 
individuals from the general population of the city of Parnaíba, Piauí, 
who had a mean age of 73 years. Of these individuals, 37.2% were men 
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and 62.8% were women. Polymorphisms were analyzed using DNA 
extracted from peripheral blood leukocytes by using polymerase chain 
reaction alone (CCR5-D32) or accompanied by restriction endonuclease 
digestion (CCR2-V64I). In both cases, the genotypes were determined 
using 8% polyacrylamide gel electrophoresis and silver nitrate staining. 
The population conformed to Hardy-Weinberg equilibrium for both 
the loci studied. No individuals were homozygous for allele-D32, 
which was present in 1.8% of the population, whereas allele-64I was 
present in 13.9% of the participants studied; 74.9% were homozygous 
for the wild-type allele, while 22.4 and 2.7% were heterozygous and 
homozygous for the mutant allele, respectively. Additional studies are 
needed to investigate the relationship between these polymorphisms 
and disease etiopathogenesis in reference populations.

Key words: Chemokine receptor type 5-Δ32; Northeastern Brazil;
Chemokine receptor type 2-V64I; Genetic polymorphisms;
Mixed population


