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Introduction: An imbalance between reactive oxygen species (ROS) generation and the defence mechanisms underlying the activity
of antioxidant enzymes has been demonstrated as the leading pathology in diabetes mellitus (DM)-related microvascular
complications.
Purpose: This study aims to evaluate the association between polymorphisms in antioxidant enzyme-encoding genes: catalase (CAT);
manganese superoxide dismutase (Mn-SOD); glutathione S transferase M1 (GSTM1); and GSTT1 glutathione S transferase T1
(GSTT1), and the risk of type II diabetic nephropathy (DN) in the Saudi population.
Patients and Methods: The present study involved 64 type II DM patients with nephropathy and 64 type II diabetes patients without
nephropathy from the King Abdulaziz University (KAU) Hospital. They underwent real-time PCR genotyping for the Mn-SOD and
CAT genes. Multiplex PCR was used to detect GSTM1- and GSTT1-null polymorphisms.
Results: A statistically significant difference was observed between the case and control groups with regard to polymorphisms in the
CAT gene (P = 0.037), but not for polymorphisms in the Mn-SOD (P = 0.64) gene. In addition, a statistically significant association
was observed between null polymorphisms of the GSTT1 and GSTM1 genes and DN in the case and control groups (P = 0.046 and
P = 0.035, respectively).
Conclusion: Our results showed that the genetic ability to combat oxidative stress may play a major role in DN pathogenesis in Saudi
type II DM patients. These polymorphisms in antioxidant enzyme-encoding genes could be used as independent genetic markers for
the construction of risk prediction models for kidney-related complications in type II DM patients.
Keywords: diabetic nephropathy, gene polymorphism, oxidative stress

Introduction
Diabetes mellitus (DM) is a major multifactorial epidemic disease of this century, and it is affected by genetic and
environmental factors.1 The International Diabetes Federation reported approximately 536 million diabetic cases world-
wide in 2021. This number may reach approximately 783 million by 2045.2

In Saudi Arabia, a study conducted revealed that the prevalence of diabetes is about 25%, making it one of the most
frequently occurring diseases all over the world.3

Diabetic nephropathy (DN) is one of the most prevalent microvascular complications associated with DM.4 The
manifested symptoms include proteinuria, glomerular hypertrophy, reduction of glomerular filtration rate, and renal
fibrosis accompanied by renal dysfunction.5
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The initiation and progression of vascular complications of diabetes, such as nephropathy, is caused by oxidative stress,
where reactive oxygen species (ROS) production overrides the defensive antioxidant mechanisms.6 ROS are produced by
mitochondria, glucose oxidation, and cascade of enzymatic reactions, such as those involving (NAD[P]H) oxidase.7

ROS are removed by several enzymatic mechanisms. Superoxide dismutase (SOD) converts superoxidase •O2 to
H2O2, which is detoxified to H2O by catalase present inside the lysosomes or by glutathione peroxidase (GPX) present
inside the mitochondria.8 Glutathione S-transferase (GST) is one of the most vital Phase II detoxification enzymes that
protects cells against oxidative stress damage.9

Antioxidative enzymes are polymorphic. Genetic diversity in these genes causes individual variations in the genetic
expression of the enzymes they encode; this affects the defensive activity of these enzymes against ROS.10 Reduction of
antioxidative capacity results in the insufficient elimination of ROS, increases the risk of microvascular dysfunction, and
damage of cellular proteins, lipids, and nucleic acids.11

Catalase is a tetrameric haemoprotein that catalyses the breakdown of H2O2 into H2O and O2. The −262C/T single
nucleotide polymorphism (SNP) is the most investigated SNP in relation to different types of diabetes.12 The CT + TT
genotype of catalase has been shown to increase blood catalase activity in type II DM patients. SOD2 is a critical
defender against mitochondrial superoxide radicals. The C47T (Val16Ala) polymorphism is an important polymorphism
in the SOD2 gene. The Val/Val genotype is associated with an increased risk of DN in both type I DM and type II DM.13

GST represents a family of enzymes that are expressed as different isoforms encoded by a variety of genes.14 The GST
subtypes M1, T1, and P1 are involved in diabetes-related complications. Deletion polymorphisms of GSTM1 and GSTT1
have been widely investigated. The null variants of these genes have been associated with reduced GST activity, leading
to reduced antioxidant defences.15

Studies investigating the relationship between antioxidant enzyme gene polymorphisms and DN, in different ethnic
populations are inconsistent. This variation may be attributed to ethnic differences. Genetic associations are often
inconsistent across ethnic groups owing to several polymorphic allelic frequencies and gene–gene interactions.
Therefore, a genetic association may be consistent in a specific ethnic group and invalid for another ethnic group.16

Therefore, in this study, we aimed to explore the association of genetic polymorphisms in genes encoding the
following antioxidant enzymes: CAT (catalase); Mn-SOD (manganese superoxide dismutase); glutathione S transferase
M1 (GSTM1); and glutathione S transferase T1 (GSTT1), and the development of nephropathy in Saudi Arabian patients
with type II DM. This group of antioxidant enzymes is representative of different types of antioxidative enzymes. SOD
and CAT constitute the first line of defensive antioxidative enzymes.13 In contrast, the GST family is responsible for the
cytotoxic detoxification of ROS metabolites.17

Materials and Methods
Study Population
This study included 128 adult patients with type II DM recruited from King Abdulaziz University (KAU) Hospital in
Jeddah between March 2019 and September 2020. The Research Ethics Committee of KAU approved this study
(reference number 387–19).

The study population was divided into two groups: case group consisted of diabetes patients with nephropathy (n=64;
20 men and 44 women) and control group consisted of diabetes patients without nephropathy (n=64; 18 men and 46
women). Both groups were age- and sex matched.

Diagnosis of type II DM was based on the American Diabetes Association definition of diabetes and World Health
Organization (WHO).18

DN was detected by screening for microalbuminuria from a random urine sample with a dipstick. By measuring the
urine albumin-to-creatinine ratio in the second morning urine sample, if the result was positive with a value of more than
100 mg/g on two of three sample measurements, DN case was confirmed.19

Both, case and control group patients signed an informed consent form after understanding the purpose of the
research. The samples were not used for any other purpose, and individual patient results were kept confidential.
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Sample Collection
A 5-mL blood sample was collected into an EDTA-coated tube, and whole blood was used for DNA extraction. The
blood sample was incubated at 4–6°C till extraction. DNA extraction from whole blood was performed using
a mammalian genomic DNA extraction kit (Axygen Biosciences, California, USA), following the manufacturer’s
recommendations. The extracted DNA was stored at −80°C till the assay was performed.

All patients were subjected to real-time PCR genotyping for the Mn-SOD and CAT genes. Multiplex PCR was used
to detect GSTM1 and GSTT1 null polymorphisms.

Mn-SOD and CAT Genotyping
Real-time PCR genotyping was performed to identify the Mn-SOD, Val16Ala, and CAT C-262T promoter
polymorphisms.

Assay ID: C_8709053_10 was used to detect Val16Ala (Ref. SNP ID: rs4880), and assay ID: C_11468118_10 was
used to detect CAT C-262T (ref. SNP ID: rs1001179).

The reaction mixture (5 μL) contained 0.125 μL TaqMan SNP genotyping assay, 2.5 μL TaqMan Universal PCR
Master Mix, and 100 ng of extracted genomic DNA.

GSTM1 & GSTT1 Genotyping
GSTM1 and GSTT1 null polymorphisms were analysed using multiplex PCR, where multiple genes were co-amplified in
the same reaction tube. For GSTT1 polymorphism, the sequences of the forward and reverse primers were 5′-TTC CTT
ACT GGT CCT CAC ATC TC-3′ and 5′-TCA CCG GAT CAT GGC CAG CA-3′, respectively. For the GSTM1 null
polymorphism, the sequences were as follows: forward 5′-GAA CTC CCT GAAAAG CTA AAG C-3′ and reverse 5′-GTT
GGG CTC AAATATACG GTG G-3′.

The PCR was carried out in a reaction volume of 50 μL; the reaction mixture contained 6 μL DNA, 5 μL 10X buffer,
2.5 mM MgCl2, 0.5 mM dNTPs, 2.5 U Taq polymerase, and 0.3 μM of each primer.

PCR amplification was performed using the following thermal profile: initial denaturation at 94 °C for 5 min,
followed by 35 cycles of denaturation at 94 °C for 1 min each, annealing at 56 °C for 1 min, extension at 72 °C for 1 min,
and a final extension step at 72 °C for 10 min.

The human β-globin gene was used as the positive internal control. A third group of primers with the following
sequences: forward 5′-GAA GAG CCA AGG ACA GGT AC-3′ and reverse 5′-TGG TCT CCT TAA ACC TGT CTT
G-3′ were used for analysis of the β-globin gene. This was carried out in a separate reaction tube with the following
thermal profile: initial denaturation at 94 °C for 5 min, followed by 30 cycles of denaturation at 94 °C for 1 min each,
annealing at 48 °C for 1 min, extension at 72 °C for 1 min, and a final extension step at 72 °C for 10 min.

The PCR products were loaded onto a 2% agarose gel and analysed by horizontal electrophoresis.

Statistical Analysis
Descriptive statistics and cross-tabulations were used for the data analysis. Statistical Package for Social Studies software
(SPSS version 25.0) was used for the statistical analyses. Genotype frequencies were compared between the case and
control groups by chi-square (χ2) test and odds ratio (OR). Multiple regression analysis was used to examine the
relationship between the risk of DN development and polymorphisms of the 4 antioxidant enzyme-encoding genes.

All “P” values at 95% confidence intervals (CI) were calculated and p<0.05 was found to be statistically significant.

Results
The current study included 64 adult diabetes patients with nephropathy (63.9 ± 8.3 years), as the case group, and
a control group (n= 64; 60.9 ± 9.9 years). The age (P = 0.309) or sex (P = 0.827) of the patients from the case and control
groups did not show significant difference, as shown in Table 1.

For CAT gene polymorphisms, a statistically significant difference was detected between the case and control groups
(χ2 = 4.35, P = 0.037*) with respect to CAT genotypes (shown in Figure 1). Particularly, different allele and genotype
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frequencies of CAT gene polymorphisms were found between diabetes patients with, and those without, nephropathy, as
shown in Table 2.

Regarding Mn-SOD gene polymorphisms, no statistically significant difference was observed between the case and
control groups (χ2 = 0.21, P = 0.64), as shown in Figure 1. In addition, we did not find statistically significant differences
between the frequencies of Mn-SOD alleles in diabetes patients with nephropathy and those without it, as shown in
Table 3.

Furthermore, for GSTM1 null gene polymorphisms, a statistically significant difference was detected between the
case and control groups (χ2 = 3.99, P = 0.046*), as shown in Table 4.

In addition, a statistically significant difference was observed between the case and control groups (χ2 = 4.44,
P = 0.035*) with respect to the GSTT1 null polymorphism, as shown in Table 5.

The frequencies of the null GSTM1 and GSTT1 genotypes in the complicated DM group were 48/64 (75%) and 41/64
(64%), respectively (Figure 2).

Analysis of the PCR products of the GSTM1 and GSTT1 genes was performed using agarose gel electrophor-
esis. Multiplex-PCR analysis of GSTM1 and GSTT1 gene polymorphisms was performed; these results are shown
in Figure 3.

To predict the risk of nephropathy development, multiple logistic regression was performed using the results of the
polymorphisms in the four different antioxidant enzyme-encoding genes. These variables significantly predicted the risk
of nephropathy development among diabetes patients, F (4, 123) = 16.84, p < 0.0001. All four variables showed
significance for predicting the risk of DN (p < 0.05), as shown in Table 6.

Table 1 Demographic Features (Age & Sex) of the Studied Groups

Cases (n = 64) Control (n = 64) P-value

Age in Years (Mean/SD) 63.9± 8.3 60.9 ± 9.9 0.309

Sex (Male/Female) 20 (31.25%)/44 (68.75%) 18 (28.13%)/46 (71.87%) 0.827

Figure 1 CAT & MnSOD Genotype among studied groups.
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Discussion
To the best of our knowledge, this is the first study to explore the genetic variations in antioxidative enzyme-encoding
genes in Saudi patients with type II DM and DN. DM causes increased ROS production and the suppression of defensive
antioxidant mechanisms. Oxidative stress has been reported to be an important risk factor for the initiation and
progression of diabetic complications.20

Table 3 Comparison of Genotype Frequency of MnSOD Polymorphism in Cases and Control Groups

MnSOD Genotype Allele Frequency

Ala/Ala Val/Val Ala/Val Ala Val

Cases (n= 64) 14 (21.9%) 18 (28.1%) 32 (50%) 60 (46.9%) 68 (53.1%)

Control (n= 64) 30 (46.9%) 8 (12.5%) 26 (40.6%) 86 (67.2%) 42 (32.8%)

χ2 0.21 OR= 0.43
95% CI: 0.26 TO 0.72

P- value 0.64

Abbreviations: χ2, chi-square; OR, odds ratio; CI, confidence interval.

Table 4 Frequency of GSTM1 Null Gene Polymorphisms in the Studied Groups

GSTM1 Genotype Null (-) Non Null (+) χ2 P-value OR

Cases (n = 64) 48 (75%) 16 (25%) 3.99 0.046* 6.6

Control (n = 64) 20 (31.2%) 44 (68.8%) 95% CI: 3.04 to 14.32

Note: *Statistically significant.
Abbreviations: χ2, chi-square; OR, odds ratio; CI, confidence interval.

Table 5 Frequency of GSTT1 Null Gene Polymorphisms in the Represented Groups

GSTT1 Genotype Null (-) Non Null (+) χ2 P-value OR

Cases (n = 64) 41 (64%) 23 (36%) 4.44 0.035* 2.97

Control (n = 64) 24 (37.5%) 40 (62.5%) 95% CI: 1.45 to 6.09

Note: *Statistically significant.
Abbreviations: χ2, chi-square; OR, odds ratio; CI, confidence interval.

Table 2 Comparison of Genotype Frequency of CAT Polymorphism in Cases and Control Groups

CAT Genotype Allele Frequency

CC TT CT C T

Cases (n= 64) 40 (62.5%) 8 (12.5%) 16 (25%) 96 (75%) 32 (25%)

Control (n= 64) 18 (28.1%) 18 (28.1%) 28 (43.8%) 64 (50%) 64 (50%)

χ2 4.35 OR= 3.0
95% CI: 1.77 to 5.09

P- value 0.037*

Note: *Statistically significant.
Abbreviations: χ2, chi-square; OR, odds ratio; CI, confidence interval.
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CAT and SOD constitute an important line of defence against ROS; antioxidative protective mechanisms are mainly
affected by polymorphisms in these genes.21 CAT, which is present in peroxisomes, catalyses the decomposition of
hydrogen peroxide to the less reactive molecules oxygen and water. CAT is located on chromosome 11; the p13.
polymorphism of exon 9–262C/T in the CAT gene was studied in diabetes patients with complications such as
retinopathy, nephropathy, and cardiovascular disease.12

In the present study, we examined the relationship between polymorphisms in the CAT gene and the risk of DN in
Saudi population. A statistically significant difference was observed between the case and control groups in this regard.

This finding was in agreement with a study performed in 2015 among type II DM patients from Slovenia, which
reported a relationship between polymorphisms of the CAT gene and the progression of late-stage renal failure.21

In addition, the CAT −262C/T polymorphism promotes hypertriacylglycerolemia in Chinese patients.22 However,
another study reported the absence of a relationship between the CAT-262 C/T polymorphism and microvascular diabetic
complications in Caucasian patients with type II DM.23

Figure 2 Frequency of GSTM1 & GSTT1 null polymorphism in cases and control groups.

Figure 3 GSTM1 & GSTT1 gene polymorphism analysis in studied cases.(Electrophoresis of PCR products showed the presence of GSTM1 gene in lane 2, while GSTT1
gene was present in lane 1 and 5).
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Several studies have reported the absence of an association between the catalase −262C/T genotype and type I DM
risk.24 However, other studies have showed an association between catalase C allele and the risk of diabetic neuropathy
development.25

Genes from the SOD family catalyse the dismutation of •O2
− to H2O2 and oxygen. This family comprises intracellular the

enzymes SOD type 1 (Cu-Zn-SOD), mitochondrial SOD type 2 (Mn-SOD), and extracellular SOD type 3 (EC-SOD).26

Exon 2 of the SOD2 gene, A16V(C/T) (rs4880) functional polymorphism causes a structural change in the
mitochondrial targeting domain, lowering the antioxidative capacity and limiting post-transcriptional transport of the
protein. A valine to alanine substitution was shown to enhance the activity of Mn-SOD in the mitochondria, resulting in
reduced risk of coronary artery disease.27

In the current study, no statistically significant relationship was detected between the genetic polymorphism of Mn-
SOD and DN among the studied groups. This is in agreement with a study conducted by Klen et al, who did not report
any association between Mn-SOD polymorphisms and renal function and microvascular complications.21

In addition, there was no association found between Mn-SOD polymorphisms and renal complications in the
DIABHYCARGENE and DIABHYCAR cohort studies.28 Another study showed no association between the Val/Val
Mn-SOD polymorphism and non-smoking patients with DN; however, an association was present between this poly-
morphism and DN in diabetes patients who were smokers.29

However, a contradictory study showed a significant reduction in Mn-SOD activity in the presence of the Mn-SOD
Ala16Val polymorphism in diabetes patients with albuminuria.30 The Mn-SOD, Val16Ala polymorphism was also
reported to be associated with nephropathy in type II DM.31

Mollsten et al reported an association between the rs4880 T-allele and the risk of DN in Finnish, Swedish, and Danish
prospective studies on diabetes patients.32,33

Glutathione-S-transferases (GSTs) are located in the cytosol, where they play an important role in metabolising
xenobiotics, catalysing the active conjugation of xenobiotics with GSH, in addition to the detoxification of reactive
electrophiles.12

In humans, cytosolic and membrane-bound GSTs are divided into the alpha, mu, pi, kappa, sigma, theta, omega, and zeta
isoenzymes.34 Genes encoding GST enzymes have polymorphic traits that lead to modifications in enzymatic activity.35

In the present study, a statistically significant relationship was observed between null polymorphisms in the GSTT1
and GSTM1 genes and DN in the studied groups.

Many studies have been performed to identify the association between these polymorphisms and the risk of
developing DN among different ethnic groups.

The results of 25 meta-analysis studies showed that the null genotype of GSTT1 enhanced the risk of development of
complications in patients with type II DM, in contrast to the null genotype of the GSTM1 gene.36 Another study showed
that the GSTM1-null genotype increases the risk of DN.20

Table 6 Multiple Logistic Regression and Estimation of Significance of the Four Different
Antioxidant Enzyme Genes Polymorphism

Variables (Genes Polymorphism) P value 95% CI

CAT 0.0009 −0.23 to −0.06

MnSOD 0.0102 0.03 to 0.19

GSTM1 <0.0001 −0.50 to −0.21

GSTT1 <0.0001 −0.47 to −0.17

Analysis of Variance SS DF MS F (DFn, DFd) P value

Regression 11.32 4 2.831 F (4, 123) = 16.84 P<0.0001

Abbreviations: SS, sum of squares; DF, degree of freedom; MS, mean square; Dfn, degree of freedom for the numerator of
the F ratio; DFd, degree of freedom for the denominator of the F ratio; CI, confidence interval.
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In addition, Fujita et al reported the absence of a significant representation of GSTM1 null genotypes in patients with
DN, compared with the case in patients with diabetes only.37 Moreover, a study conducted in the Brazilian population did
not detect any association between the null polymorphism of the GSTM1 and GSTT1 genes and DN development.38

However, a study performed in an Iranian population showed that the GSTT1 and GSTM1 null genotypes increased the
risk of late-stage renal diseases.39

Many studies have investigated the effect of GST null polymorphisms on type II DM microvascular complications
and have shown contradictory results; these contradictions may be attributed to the heterogeneity of the populations
studied. Accordingly, further studies are required to evaluate the effects of these polymorphisms.

Conclusion
The present study detected a statistically significant relationship between CAT, GSTM1, and GSTT1 polymorphisms and
DN development. The synergistic effects of polymorphisms in different antioxidant enzyme-encoding genes significantly
predicted the risk of nephropathy in patients with type II DM. These results show that the genetic ability to combat
oxidative stress may play a major role in DN pathogenesis in Saudi patients with type II DM.

The polymorphisms of antioxidant enzyme-encoding genes in our study could be utilised as independent genetic
markers for the construction of a risk prediction model for kidney-related complications in type II DM patients. However,
further studies with a larger sample size are required to evaluate and validate these genetic markers objectively.

Statement of Ethics
Ethical approval of this study was obtained from the Biomedical Ethics Research Committee, KAU, Saudi Arabia
(Reference No 387-19).
The study complies with the Declaration of Helsinki.

Author Contributions
All authors made a significant contribution to the work reported, whether that is in the conception, study design,
execution, acquisition of data, analysis, and interpretation, or in all these areas; took part in drafting, revising, or
critically reviewing the article; gave final approval of the version to be published; have agreed on the journal to which the
article has been submitted; and agree to be accountable for all aspects of the work.

Funding
This project was funded by the Deanship of Scientific Research (DSR) at King Abdulaziz University, Jeddah (grant
number G:1303-828-1440). The authors acknowledge DSR for technical and financial support.

Disclosure
The authors declare no conflicts of interest with respect to the research, authorship, and/or publication of this article.

References
1. Gray SP, Jandeleit-Dahm K. The pathobiology of diabetic vascular complications—cardiovascular and kidney disease. J Mol Med. 2014;92
(5):441–452. doi:10.1007/s00109-014-1146-1

2. Ogurtsova K, Guariguata L, Barengo NC, et al. IDF diabetes Atlas: global estimates of undiagnosed diabetes in adults for 2021. Diabetes Res Clin
Pract. 2022;183:109118. doi:10.1016/j.diabres.2021.109118

3. Al Dawish MA, Robert AA. Diabetes Mellitus in Saudi Arabia: challenges and possible solutions. In: Handbook of Healthcare in the Arab World.
Springer; 2021:1083–1100.

4. Lim AK. Diabetic nephropathy–complications and treatment. Int J Nephrol Renovasc Dis. 2014;7:361. doi:10.2147/IJNRD.S40172
5. Gnudi L, Coward RJ, Long DA. Diabetic nephropathy: perspective on novel molecular mechanisms. Trends Endocrinol Metab. 2016;27
(11):820–830. doi:10.1016/j.tem.2016.07.002

6. Kashihara N, Haruna Y, K Kondeti V, S Kanwar Y. Oxidative stress in diabetic nephropathy. Curr Med Chem. 2010;17(34):4256–4269. doi:10.2174/
092986710793348581

7. Tan AL, Forbes JM, Cooper ME. AGE, RAGE, and ROS in diabetic nephropathy. Paper presented at: seminars in nephrology; 2007.
8. Tavafi M. Diabetic nephropathy and antioxidants. J Nephropathol. 2013;2(1):20. doi:10.5812/nephropathol.9093
9. Jancova P, Anzenbacher P, Anzenbacherova E. Phase II drug metabolizing enzymes. Biomed Pap. 2010:154;103–116

https://doi.org/10.2147/IJGM.S367673

DovePress

International Journal of General Medicine 2022:155926

Albeladi et al Dovepress

Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1007/s00109-014-1146-1
https://doi.org/10.1016/j.diabres.2021.109118
https://doi.org/10.2147/IJNRD.S40172
https://doi.org/10.1016/j.tem.2016.07.002
https://doi.org/10.2174/092986710793348581
https://doi.org/10.2174/092986710793348581
https://doi.org/10.5812/nephropathol.9093
https://www.dovepress.com
https://www.dovepress.com


10. Tang S-T, Wang C-J, Tang H-Q, Zhang Q, Wang Y. Evaluation of glutathione S-transferase genetic variants affecting type 2 diabetes susceptibility:
a meta-analysis. Gene. 2013;530(2):301–308. doi:10.1016/j.gene.2013.08.043

11. Johansen JS, Harris AK, Rychly DJ, Ergul A. Oxidative stress and the use of antioxidants in diabetes: linking basic science to clinical practice.
Cardiovasc Diabetol. 2005;4(1):1–11. doi:10.1186/1475-2840-4-5

12. Banerjee M, Vats P. Reactive metabolites and antioxidant gene polymorphisms in type 2 diabetes mellitus. Redox Biol. 2014;2:170–177.
doi:10.1016/j.redox.2013.12.001

13. Crawford A, Fassett RG, Geraghty DP, et al. Relationships between single nucleotide polymorphisms of antioxidant enzymes and disease. Gene.
2012;501(2):89–103. doi:10.1016/j.gene.2012.04.011

14. Cilenšek I, Mankoč S, Petrovič MG, Petrovič D. GSTT1 null genotype is a risk factor for diabetic retinopathy in Caucasians with type 2 diabetes,
whereas GSTM1 null genotype might confer protection against retinopathy. Dis Markers. 2012;32(2):93–99. doi:10.1155/2012/675628

15. Pinheiro DS, Rocha Filho CR, Mundim CA, et al. Evaluation of glutathione S-transferase GSTM1 and GSTT1 deletion polymorphisms on type-2
diabetes mellitus risk. PLoS One. 2013;8(10):e76262. doi:10.1371/journal.pone.0076262

16. Tempfer C, Simoni M, Destenaves B, Fauser B. Functional genetic polymorphisms and female reproductive disorders: part II—endometriosis. Hum
Reprod Update. 2009;15(1):97–118. doi:10.1093/humupd/dmn040

17. Moasser E, Kazemi-Nezhad SR, Saadat M, Azarpira N. Study of the association between glutathione S-transferase (GSTM1, GSTT1, GSTP1)
polymorphisms with type II diabetes mellitus in southern of Iran. Mol Biol Rep. 2012;39(12):10187–10192. doi:10.1007/s11033-012-1893-4

18. Association AD. 2. Classification and diagnosis of diabetes: standards of medical care in diabetes—2021. Diabetes Care. 2021;44(1):S15–S33.
19. Donaghue KC, Marcovecchio ML, Wadwa RP, et al. ISPAD clinical practice consensus guidelines 2018: microvascular and macrovascular

complications in children and adolescents. Pediatr Diabetes. 2018;19(Suppl 27):262. doi:10.1111/pedi.12742
20. Hashemi-Soteh MB, Amiri AA, Rezaee MRS, et al. Evaluation of glutathione S-transferase polymorphism in Iranian patients with type 2 diabetic

microangiopathy. Egypt J Med Hum Genet. 2020;21(1):1–8. doi:10.1186/s43042-020-00078-0
21. Klen J, Goričar K, Janež A, Dolžan V. Common polymorphisms in antioxidant genes are associated with diabetic nephropathy in Type 2 diabetes

patients. Per Med. 2015;12(3):187–198. doi:10.2217/pme.14.86
22. Chen H, Yu M, Li M, et al. Polymorphic variations in manganese superoxide dismutase (MnSOD), glutathione peroxidase-1 (GPX1), and catalase

(CAT) contribute to elevated plasma triglyceride levels in Chinese patients with type 2 diabetes or diabetic cardiovascular disease. Mol Cell
Biochem. 2012;363(1):85–91. doi:10.1007/s11010-011-1160-3

23. Dos Santos KG, Canani LH, Gross JL, Tschiedel B, Souto KE, Roisenberg I. The catalase–262C/T promoter polymorphism and diabetic
complications in Caucasians with type 2 diabetes. Dis Markers. 2006;22(5, 6):355–359. doi:10.1155/2006/983408

24. Pask R, Cooper JD, Walker NM, et al. No evidence for a major effect of two common polymorphisms of the catalase gene in type 1 diabetes
susceptibility. Diabetes Metab Res Rev. 2006;22(5):356–360. doi:10.1002/dmrr.628

25. Chistiakov D, Zotova E, Savost’anov K, et al. The 262T> C promoter polymorphism of the catalase gene is associated with diabetic neuropathy in
type 1 diabetic Russian patients. Diabetes Metab. 2006;32(1):63–68. doi:10.1016/S1262-3636(07)70248-3

26. Leopold JA, Loscalzo J. Oxidative risk for atherothrombotic cardiovascular disease. Free Radic Biol Med. 2009;47(12):1673–1706. doi:10.1016/j.
freeradbiomed.2009.09.009

27. Fujimoto H, Taguchi J-I, Imai Y, et al. Manganese superoxide dismutase polymorphism affects the oxidized low-density lipoprotein-induced
apoptosis of macrophages and coronary artery disease. Eur Heart J. 2008;29(10):1267–1274. doi:10.1093/eurheartj/ehm500

28. Neves AL, Mohammedi K, Emery N, et al. Allelic variations in superoxide dismutase-1 (SOD1) gene and renal and cardiovascular morbidity and
mortality in type 2 diabetic subjects. Mol Genet Metab. 2012;106(3):359–365. doi:10.1016/j.ymgme.2012.04.023

29. Hovnik T, Dolžan V, Bratina NU, Podkrajšek KT, Battelino T. Genetic polymorphisms in genes encoding antioxidant enzymes are associated with
diabetic retinopathy in type 1 diabetes. Diabetes Care. 2009;32(12):2258–2262. doi:10.2337/dc09-0852

30. Flekac M, Skrha J, Hilgertova J, Lacinova Z, Jarolimkova M. Gene polymorphisms of superoxide dismutases and catalase in diabetes mellitus.
BMC Med Genet. 2008;9(1):1–9. doi:10.1186/1471-2350-9-30

31. Nomiyama T, Tanaka Y, Piao L, et al. The polymorphism of manganese superoxide dismutase is associated with diabetic nephropathy in Japanese
type 2 diabetic patients. J Hum Genet. 2003;48(3):138–141. doi:10.1007/s100380300021

32. Möllsten A, Marklund SL, Wessman M, et al. A functional polymorphism in the manganese superoxide dismutase gene and diabetic nephropathy.
Diabetes. 2007;56(1):265–269. doi:10.2337/db06-0698

33. Möllsten A, Jorsal A, Lajer M, Vionnet N, Tarnow L. The V16A polymorphism in SOD2 is associated with increased risk of diabetic nephropathy
and cardiovascular disease in type 1 diabetes. Diabetologia. 2009;52(12):2590–2593. doi:10.1007/s00125-009-1550-1

34. Rinaldi R, Eliasson E, Swedmark S, Morgenstern R. Reactive intermediates and the dynamics of glutathione transferases. Drug Metab Dispos.
2002;30(10):1053–1058. doi:10.1124/dmd.30.10.1053

35. Garte S. Metabolic susceptibility genes as cancer risk factors: time for a reassessment? Cancer Epidemiol Biomarkers Prev. 2001;10
(12):1233–1237.

36. Nath S, Das S, Bhowmik A, Ghosh SK, Choudhury Y. The GSTM1 and GSTT1 null genotypes increase the risk for type 2 diabetes mellitus and the
subsequent development of diabetic complications: a meta-analysis. Curr Diabetes Rev. 2019;15(1):31–43. doi:10.2174/
1573399814666171215120228

37. Fujita H, Narita T, Meguro H, et al. No association of glutathione S-transferase M1 gene polymorphism with diabetic nephropathy in Japanese type
2 diabetic patients. Ren Fail. 2000;22(4):479–486. doi:10.1081/JDI-100100889

38. De lima RM, Dos Anjos LR, Alves TB, et al. Do GST polymorphisms influence in the pathogenesis of diabetic nephropathy? Mol Cell Endocrinol.
2018;478:10–16. doi:10.1016/j.mce.2018.07.001

39. Nomani H, Hagh-Nazari L, Aidy A, et al. Association between GSTM1, GSTT1, and GSTP1 variants and the risk of end stage renal disease. Ren
Fail. 2016;38(9):1455–1461. doi:10.1080/0886022X.2016.1214054

International Journal of General Medicine 2022:15 https://doi.org/10.2147/IJGM.S367673

DovePress
5927

Dovepress Albeladi et al

Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.gene.2013.08.043
https://doi.org/10.1186/1475-2840-4-5
https://doi.org/10.1016/j.redox.2013.12.001
https://doi.org/10.1016/j.gene.2012.04.011
https://doi.org/10.1155/2012/675628
https://doi.org/10.1371/journal.pone.0076262
https://doi.org/10.1093/humupd/dmn040
https://doi.org/10.1007/s11033-012-1893-4
https://doi.org/10.1111/pedi.12742
https://doi.org/10.1186/s43042-020-00078-0
https://doi.org/10.2217/pme.14.86
https://doi.org/10.1007/s11010-011-1160-3
https://doi.org/10.1155/2006/983408
https://doi.org/10.1002/dmrr.628
https://doi.org/10.1016/S1262-3636(07)70248-3
https://doi.org/10.1016/j.freeradbiomed.2009.09.009
https://doi.org/10.1016/j.freeradbiomed.2009.09.009
https://doi.org/10.1093/eurheartj/ehm500
https://doi.org/10.1016/j.ymgme.2012.04.023
https://doi.org/10.2337/dc09-0852
https://doi.org/10.1186/1471-2350-9-30
https://doi.org/10.1007/s100380300021
https://doi.org/10.2337/db06-0698
https://doi.org/10.1007/s00125-009-1550-1
https://doi.org/10.1124/dmd.30.10.1053
https://doi.org/10.2174/1573399814666171215120228
https://doi.org/10.2174/1573399814666171215120228
https://doi.org/10.1081/JDI-100100889
https://doi.org/10.1016/j.mce.2018.07.001
https://doi.org/10.1080/0886022X.2016.1214054
https://www.dovepress.com
https://www.dovepress.com


International Journal of General Medicine Dovepress

Publish your work in this journal
The International Journal of General Medicine is an international, peer-reviewed open-access journal that focuses on general and internal
medicine, pathogenesis, epidemiology, diagnosis, monitoring and treatment protocols. The journal is characterized by the rapid reporting of
reviews, original research and clinical studies across all disease areas. The manuscript management system is completely online and includes a
very quick and fair peer-review system, which is all easy to use. Visit http://www.dovepress.com/testimonials.php to read real quotes from
published authors.

Submit your manuscript here: https://www.dovepress.com/international-journal-of-general-medicine-journal

DovePress International Journal of General Medicine 2022:155928

Albeladi et al Dovepress

Powered by TCPDF (www.tcpdf.org)

https://www.dovepress.com
http://www.dovepress.com/testimonials.php
https://www.dovepress.com
https://www.facebook.com/DoveMedicalPress/
https://twitter.com/dovepress
https://www.linkedin.com/company/dove-medical-press
https://www.youtube.com/user/dovepress
https://www.dovepress.com

	Introduction
	Materials and Methods
	Study Population
	Sample Collection
	Mn-SOD and CAT Genotyping
	GSTM1 & GSTT1 Genotyping
	Statistical Analysis

	Results
	Discussion
	Conclusion
	Statement of Ethics
	Author Contributions
	Funding
	Disclosure
	References

