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RESUME
The aim of the research was to identify genetic specification of kazakh white- headed breed of

 Genotyping of animals
was carried out by PCR, separation and detection of amplified DNA was carried out on a genetic analyzer
3500 Genetic Analyzer (Applied Biosystems, USA). The graphical results were analyzed in the GeneMapper
program. By15 STR loci was determined parameteres, as expected and observed heterozigosity (He, Ho),
polymorphism level (Ae) and fixation index (Fis). Based on the genetic analysis results of the breed of two

polymorphism level (3.871) and expected heterozigosity (0.706). The maximum polymorphism rate showed
a different internal genetic structure of the population, which means that animal populations are reservoirs of
genetically diverse material. Using this method, the main characteristics of the DNA polymorphism of the
kazakh white-headed breed were identified and an inter-population analysis was carried out.
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