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Introduction: Polymorphisms in the Angiotensin-converting enzyme (ACE) gene have been associated with development of Diabetic nephropathy (DN), a major
microvascular complication of the Type 2 Diabetes mellitus (T2DM). Since the genetic predisposition plays an important role in development of DN in patients
with T2DM, genetic testing might largely contribute to better assessment of the risk of DN in such patients. The aim of this study is to investigate the association

of the ACE gene’s I/D polymorphism with DN in T2DM patients.

Materials and methods: The study is designed as a case-control, prospective, observational, genetic association study. The samples from 88 patients
with T2DM were analyzed, including 57 patients with DN and 31 without DN. The duration of T2DM was similar in both subgroups. The study
includes also 26 healthy controls. The demographic, clinical and laboratory data are analyzed in addition to the genetic profiling of the patients for
the ACE gene. The determination of polymorphisms in the ACE gene was with the TagMan probes containing a nucleotide sequence specific to the
amplified region of the gene. The resulted curves were analyzed with an integral software of the system, the StepOne (Applied Biosystems) by the
method of allelic discrimination leading to determination of the genotype of each patient: DD (homozygous for deletion), ID (heterozygous carrying
both alleles) or Il (homozygous for insertion).
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Table 1. Applicability of the polymorphism ACE I/D as a potential predictive
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