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Purpose. To assess the association of gene polymorphisms with a risk of developing coronary artery restenosis
Methods Patients were questioned to identify risk factors for restenosis, gender and anthropometric characteristics (age, height, body mass index, waist circumference) were assessed, a detailed analysis of the patient's medical documentation was provided - discharge epicrisis (based on the written consent of patients). Genotyping of blood samples was carried out by PCR using highly specific TaqMan samples. ThermoFisher's cloud application was used to determine genotypes based on an automatic algorithm. 
Results Thus, 3 SNPs associated with stenting were identified: rs7543130 (p = 0.009), rs6785930 (p = 0.017), rs7819412 (p = 0.061) and 2 SNPs associated with the development of restenosis after stent placement: rs1061781 (p = 0.063), rs342293 = (p = 0.06). At the same time, when comparing 2 groups (patients with a stent without restenosis and patients with a stent with the development of restenosis) using 5 inheritance models, the following SNPs were revealed: with the co-dominant model of inheritance - rs1045642 (p = 0.043), with dominant inheritance models - rs12041331 (p = 0.036), rs13431554 (p = 0.025), rs1045642 (p = 0.013), with the overdominant inheritance model rs12041331 (p = 0.05), rs5918 (p = 0.056), rs13431554 (р = 0.036).
Conclusion (s). The analysis revealed a total of 4 different polymorphisms that are associated with the development of restenosis. Assuming a codominant inheritance model, 1 polymorphism was identified, with a dominant and superdominant inheritance model, 3 SNPs each. In the recessive and logarithmic model of inheritance, statistically significant polymorphisms associated with the development of restenosis were not obtained.


