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Relevance of the Study

Chronic heart failure (CHF) is one of the severe complications of ischemic heart
disease (IHD), in the development of which myocardial contractile function and
structural changes in the cardiac muscle play an important role [1-2]. The MYH7
gene, which encodes the B-myosin heavy chain, one of the major proteins of
myocardial sarcomeres, plays an important role in these processes [3-4].
Investigating the G1816A polymorphism of the MYH7 gene is relevant for
identifying genetic factors associated with CHF development in patients with IHD,
determining risk groups, and predicting the disease's clinical course [5-6].
Identifying the association between this genetic polymorphism and CHF
development may help improve early diagnosis and optimize individualized
preventive and therapeutic approaches.

Aim of the Study

To determine the role of the MYH7 gene polymorphism in the development of
chronic heart failure and to assess its prognostic significance.
Materials and Methods

The study followed standard diagnostic criteria for chronic heart failure. We
used instrumental, biochemical, molecular genetic and statistical research methods.
Results

Results for the G1816A polymorphism of the MYH7 gene showed a high
prevalence of the G allele and G/G genotype at this locus. In the main patient group,
the G allele accounted for 99.0%, while the G/G genotype was observed in 97.3%
of cases. The A allele and G/A genotype were detected at very low frequencies. In
the control group, the G allele and G/G genotype were detected in 100% of
participants, indicating that the G variant predominates in the studied population.
Therefore, the overall distribution of the polymorphism did not differ significantly
between the patient and control groups.

Analysis by left ventricular ejection fraction (LVEF) also showed a high
frequency of the G/G genotype. The A allele was not detected in groups with LVEF
>50% and LVEF 40-49%, whereas the presence of the A allele and the G/A
genotype among patients with LVEF <40% was noteworthy. In particular, the G/A
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genotype was detected in 9.4% of patients in this group, suggesting that the rare A
allele was more frequently represented among patients with more pronounced
systolic impairment.

Conclusion
The G allele predominates in the MYH7 G1816A polymorphism, whereas the A

allele is rare. The absence of the A/A genotype indicates a low frequency of this

variant in the studied population. The presence of the A allele in patients with

LVEF <40% may indicate a possible association with impaired myocardial systolic

function. However, given the low frequency of the A allele and its absence in the

control group, further studies involving larger populations are required to establish
its significance as an independent risk factor.
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