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ABSTRACT

Objective: COVID-19 is a serious respiratory and vascular dis-
ease that impairs the protective function of the endothelial barri-
er. Endothelial nitric oxide synthase (eNOS), the most important 
isoform for nitric oxide (NO) production, is mostly expressed in 
endothelial cells. Therefore, this study aims to evaluate whether 
eNOS G894T and variable tandem repeat number (VNTR) func-
tional variants show predisposition to developing COVID-19.

Materials and Methods: The study includes a total of 384 sub-
jects (284 COVID-19 patients and 100 healthy controls). Two 
eNOS gene variants (G894T and VNTR) were genotyped using 
the polymerase chain reaction (PCR) and restriction fragment 
length polymorphism (RFLP) methods, with the results being 
evaluated using statistical methods.

Results: A significant association has been identified between 
eNOS G894T and COVID-19. For the eNOS G894T variant, the 
T/T genotype (p=0.035) and T allele carriers (p=0.030) appear 
to have an increased risk of developing COVID-19. The eNOS 
G894T G/G genotype (p=0.030) was more common in the con-
trol group compared to the patient group. No significant dif-
ference was found between groups regarding the eNOS VNTR 
genotype and allele frequencies (p˃0.05). The genotypes of 

ÖZET

Amaç: Ciddi bir solunum ve damar hastalığı olan COVID-19 has-
talığında endotel bariyerinin koruyucu işlevi bozulmaktadır. Nit-
rik oksid (NO) üretimi için en önemli izoform olan endotelyal NO 
sentaz (eNOS), çoğunlukla endotel hücrelerinde eksprese edilir. 
Bu nedenle, bu çalışma, eNOS G894T ve değişken ardışık tekrar 
sayısı (VNTR) fonksiyonel varyantlarının COVID-19 hastalığının 
gelişimine yatkınlık oluşturup oluşturmadığını değerlendirmeyi 
amaçladı.

Gereç ve Yöntem: Bu çalışmaya toplam 384 birey (284 CO-
VID-19 hastası ve 100 sağlıklı kontrol) dahil edildi. İki eNOS gen 
varyantı (G894T ve VNTR), polimeraz zincir reaksiyonu (PCR) ve/
veya kısıtlama fragman uzunluğu polimorfizmi (RFLP) yöntem-
leri ile genotiplendi. Sonuçlar istatistiksel yöntemlerle değer-
lendirildi. 

Bulgular: eNOS G894T ile COVID-19 hastalığı arasında anlamlı 
bir ilişki tespit edildi. eNOS G894T varyantı için, T/T genotipi ve 
T aleli taşıyıcılarının COVID-19 hastalığı için artan riske sahip ol-
duğu görüldü (sırasıyla, p=0,035 ve p=0,030), eNOS G894T G/G 
genotipi, kontrol grubunda hasta grubuna göre daha yaygındı 
(p=0.030). eNOS VNTR genotipi ve allel frekansları açısından 
gruplar arasında anlamlı farklılık yoktu (p˃0.05). Bu varyantlar için 
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INTRODUCTION

COVID-19 is caused by the coronavirus 2 (SARS-CoV-2) 
and is a respiratory and vascular disease with severe 
symptoms (1). About 50% of COVID-19 patients are as-
ymptomatic or mildly symptomatic. However, 3-10% of 
patients require hospitalization, up to 20% of which may 
result in death (2).  A COVID-19 infection involves a cyto-
kine storm, in which large amounts of proinflammatory 
cytokines are released and an aggressive inflammatory 
response is observed. In this stage, proinflammatory cy-
tokines increase in the circulatory system (3). The clinical 
picture shows cell death and diffuse endotheliitis directly 
related to viral infection to occur in patients who even-
tually die as a result of rapid worsening and multi-organ 
failure (4). This indicates COVID-19 to impair the protec-
tive function of the endothelial barrier, which allows a sys-
temic viral invasion. Furthermore, altered vascular barrier 
integrity has been linked to pulmonary endothelial cell 
injury and the initiation and spread of acute respiratory 
distress syndrome (ARDS), which is the leading cause of 
death in COVID patients (4, 5). High levels of D-dimers, 
which are produced from the coagulation and fibrin 
degradation caused by endothelial cell death, indicate 
a poor prognosis in COVID-19 patients. Conversely, a 
COVID infection may end without thrombotic complica-
tions in patients with mild symptoms. This suggests the 
integrity of endothelial cells to be important in prevent-
ing the occurrence of COVID-19 (6).

Nitric oxide (NO) is produced from L-arginine through 
nitric oxide synthase (NOS) and has an important func-
tion in vascular tone and blood pressure control, and 
NOS has three different types: endothelial (eNOS), in-
ducible (iNOS), and neuronal (nNOS) (7), eNOS is mostly 
expressed in endothelial cells.  Systemic hypertension, 
platelet aggregation, and a number of vascular diseases 
including thrombosis and atherogenesis have been ob-
served in eNOS-/- mice (8). The vasodilatory and plate-
let aggregation-inhibiting properties of eNOS-derived 
NO appear to act as an antiviral defense mechanism. By 
inactivating viral replication proteins, NO either directly 
or indirectly inhibits viral replication and protein pro-
duction in host cells (9), SARS-CoV being one of these 
(10). The eNOS gene is localized on the human chromo-

some 7q36, which consists of 27 exons and encodes a 
protein of 1,203 amino acids. Many variants have been 
identified in the eNOS gene, with the most investigated 
variants being G894T in exon 7 (rs1799983) and variable 
tandem repeat number (VNTR) in intron 4  (rs61722009). 
These variants can alter the expression and activity of the 
eNOS enzyme (11). Therefore, this study aims to evaluate 
whether eNOS G894T and VNTR functional variants show 
predisposition to COVID-19 development.

MATERIALS AND METHODS

Study population
The study sample includes 234 unrelated PCR-confirmed 
patients with COVID-19 and 100 healthy controls. The 
patients with COVID-19 and the controls were recruited 
from the internal medicine department of a university re-
search hospital in Türkiye. The diagnosis was confirmed 
by a positive result obtained from the real-time reverse 
transcriptase polymerase chain reaction (RT-PCR) of oro-
pharyngeal and nasopharyngeal swab samples taken 
from patients with a suspected infection. The control 
group was composed of individuals who, alongside their 
families, have not been exposed to the virus and/or dis-
ease and have had a negative RT-qPCR test for over 7 
months. All subjects in this study are older than 18 years 
and are part of the Turkish population from Türkiye’s 
Marmara region. The university clinical research ethics 
committee approved the protocol of the study (Date: 
08.05.2020, no:09), and the study was carried out in ac-
cordance with the Declaration of Helsinki.

Genotyping
DNA isolation was performed from the blood taken from 
the groups in accordance with the manufacturer instruc-
tions using a commercial kit. eNOS G894T and  the  VNTR 
variants were genotyped using the polymerase chain reac-
tion (PCR) and/or restriction fragment length polymorphism 
(RFLP) methods, as previously described (12). The eNOS 
G894T variant was identified through PCR using the fol-
lowing primers: (F) 5’ CATGAGGCTCAGCCCCAGAAC-3’ 
and (R) 5’-AGTCAATCCCTTTGGTGCTCAC-3’. The PCR 
products were digested overnight by the MboI enzyme (In-
vitrogen, Carlsbad, CA, USA) at 37oC. Next, the fragments 
were separated on a 2% agarose gel electrophoresis and 
visualized using ultraviolet light. The 206 bp products had 

the patient and control groups for these variants were in Har-
dy-Weinburg equilibrium (HWE).

Conclusion: These results provide evidence supporting the hy-
pothesis that the eNOS G894T variant is associated with an in-
creased risk of developing COVID-19 in the Turkish population. 
These findings may lead to the emergence of new treatment op-
tions. Further research is required to understand the molecular 
mechanisms involved in the pathogenesis of the disease.

Keywords: COVID-19, nitric oxide synthase, variant, RFLP-PCR

hasta ve kontrol gruplarının genotipleri HWE’deydi.

Sonuç: Bu sonuçlar, eNOS G894T varyantının Türk popülasyo-
nunda artan COVID-19 riski ile ilişkili olduğu hipotezini destek-
leyen kanıtlar sağlamıştır. Bulgularımız yeni tedavi seçeneklerinin 
ortaya çıkmasına yol açabilir. Hastalığın patogenezinde yer alan 
moleküler mekanizmaları anlamak için daha fazla araştırmaya ih-
tiyaç vardır.

Anahtar Kelimeler: COVID-19, nitrik oksit sentaz, varyant, RF-
LP-PCR
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a consistent restriction site, resulting in a 119 bp and an 
87 bp fragment. The eNOS VNTR variant was evaluated 
through PCR amplification using the primers (F) 5’-AGG-
CCCTATGGTAGTGCCTTT-3’ and (R) 5’ TCTCTTAGTGCT-
GTGGTCAC-3’. The amplified products were separated by 
electrophoresis on a 2% agarose gel and visualized using 
ethidium bromide staining. The wild-type allele had five 
tandem repeats of 27 and 420 bp, while the mutant allele 
had four tandem repeats of 27 and 393 bp.

Statistical analysis
Statistical analysis was performed using the program 
SPSS (version 22.0) for Windows (SPSS Inc., Chicago, IL, 
USA). The differences between groups were analyzed us-
ing logistic regression analysis, with the odds ratio (OR) at 
a 95% confidence interval (CI) also being calculated. The 
eNOS genotype distribution of groups was compared 
using the chi-square test, with Fisher’s exact test being 
used as needed. The Hardy-Weinberg equilibrium (HWE) 
was then calculated, with a p-value less than 0.05 being 
considered statistically significant.

RESULTS

The 334 subjects (234 COVID-19 patients and 100 healthy 
controls) were evaluated for the eNOS G894T and VNTR 

variants. The distribution of the genotypes and alleles 
of the eNOS G894T and VNTR variants is presented in 
table 1. The eNOS G894T genotype and allele compari-
son between groups showed a significant difference. For 
eNOS G894T, a higher frequency was observed for the 
G/T (p=0.035; OR=9.469, 95% CI[1.170, 76.603]) and T/T 
genotypes (p=0.013; OR=8.313, 95% CI[1.106, 62.494]) 
in the patients compared to the controls. The eNOS 
G894T variant G/G genotype was more common in the 
control group compared to the patient group (p=0.030; 
OR=9.883, 95% CI[1.243, 78.578]).

The prevalence of the genotypes 4b/4b, 4a/4b, and 4a/4a 
profiles for the eNOS VNTR variant were 69%, 28.2%, and 
2.8% in patients, and 68%, 28%, and 4% in the control 
group, respectively. No significant difference was observed 
between groups regarding the eNOS VNTR genotype and 
allele distribution (p˃0.05). The genotypes of both groups 
regarding the eNOS G894T and VNTR were in HWE.

DISCUSSION

COVID-19 has a heterogeneous clinical phenotype, in 
which severe symptoms such as endothelial inflamma-
tion, thromboembolic complications, acute respiratory 
distress syndrome (ARDS), and multiple organ failure 

Table 1. Genotype and allele distribution of eNOS gene variants in patients and controls

eNOS G894T
Patients

n=284 (%)
Controls

n=100 (%)
OR  Exp (B) 95% CI p*

Genotypes n=100 (%)

G/G 146 (51.4) 63 (63) 9.883* 1.243-78.578* 0.030*

G/T 116 (40.8) 36 (36) 9.469* 1.170-76.603* 0.035*

T/T 22 (7.8) 1 (1) 8.313& 1.106-62.494& 0.013&

Alleles

G 408 (71.8) 164 (81.0)
1.672& 1.123-2.489& 0.011&

T 160 (28.2) 38 (19.0)

HWEp 0.875 0.089

eNOS VNTR
Patients

n=284 (%)
Controls

n=100 (%)
OR Exp (B) 95% CI p*

Genotypes

4b/4b 196 (69.0) 68 (68.0) 0.696& 0.205-23.62& 0.519&

4b/4a 80 (28.2) 28 (28.0) 1.179* 0.663-2.095* 0.576*

4a/4a 8 (2.8) 4 (4.0) 1.076* 0.293-3.953*   0.912*

Alleles

4b 472 (83.1) 164 (82.0)
0.927& 0.607-1.413& 0.744&

4a 96 (16.9) 36 (18.0)

HWEp 0.962 0.606

HWEp: Hardy-Weinberg Equilibrium *:OR (95%CI) adjusted for age and gender, &Fisher’s Exact Test. Statistically significant results are in bold.
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may occur, as well as asymptomatic or mild findings (13). 
The endothelial cell layer between the blood and tissues 
forms an anatomical barrier against viruses in the body. 
The endothelium is found in many organs in the human 
body and provides vascular homeostasis through the in-
teraction of the vessel walls and cells in the lumen. The 
endothelium also balances the production of NO, which 
is the most important compound in vasodilators, and 
thus regulates vascular tone (14). Permeable viruses such 
as viremic SARS-CoV-2 (80–100µnm in size) have the abili-
ty to invade the local tissue underneath the endothelium, 
and endothelial dysfunction is usually seen in infections 
caused by highly pathogenic coronaviruses (15). This fea-
ture of SARS-CoV-2 infections damages pulmonary and 
other vascular endothelia (7). In endothelial dysfunction, 
the bioavailability of NO generally decreases, while en-
dothelin-1 (ET1), angiotensin II (Ang II), and other similar 
vasoconstrictor substances increase (16).

NO plays a role in regulating immune responses against 
pathogens and also regulates the cellular function, 
growth, and death of various immune cells (17). Although 
NO has a protective role in viral infections, it may con-
tribute to the molecular mechanism of COVID-19. Patho-
physiological conditions that allow NO release to lead 
to the formation of reactive oxygen species (ROS) (18). 
Excess ROS produced by endothelial and epithelial cells 
and leukocytes is important in ARDS progression and 
lung injury. The majority of vascular NO production is me-
diated by eNOS. The eNOS gene is highly polymorphic 
and has several variants, such as single nucleotide poly-
morphisms (SNPs), insertions/deletions, VNTRs, and mi-
crosatellites (19). The eNOS G894T variant resulting from 
a substitution of thymine for guanine at position 894 in 
exon 7 of the eNOS gene causes a glutamine-aspartate 
exchange at position 298 of the protein (20). This func-
tional variant leads to posttranslational modifications. 
The presence of the allele-specific primers (ASP) in this 
variant reduces eNOS levels by reducing the binding of 
eNOS to caveolin-1 (21). This effect results in reduced 
eNOS activity and NO formation (21). In vitro studies have 
reported that carriers of the variant allele reduce plate-
let NO production compared to those carrying the wild 
allele. As another variant in the current study, the 4b/4a   
VNTR variant in intron 4 transcriptionally regulates eNOS 
by altering small interfering RNA (siRNA) formation (22). 
The most common alleles in this variant are those with 
five (4b variant) or four (4a variant) copies of the 27-bp 
DNA fragment (23). In vitro studies have indicated the 4b 
variant to show higher amounts of siRNA in endothelial 
cells, resulting in lower eNOS mRNA levels compared 
to the 4a variant (24). Various studies are found to have 
examined the associations these variants have with dif-
ferent diseases, such as essential hypertension, prostate 
cancer, colorectal cancer, and recurrent spontaneous 
abortion (25-28). Zhao et al. reported eNOS G894T to be 

related to Mycoplasma pneumoniae in Chinese children 
(29). A meta-analysis study found eNOS G894T genotype 
frequencies and the T allele to differ between high-alti-
tude pulmonary edema patients and controls in Asians 
(30). A study on enterovirus 71 (EV71) found the T allele 
of eNOS G894T to be related to EV71 infection (31). That 
same study found low NO levels for people infected with 
EV71 who have the T allele. The eNOS G894T and VNTR 
genotype and allele distribution have been reported to 
not differ between sepsis patients and controls in Turkish 
patients (32). Koskela et al. reported the eNOS G894T 
TT genotype to be associated with the severity of Puum-
ala hantavirus (PUUV) infection, with infected patients 
possessing the TT homozygous genotype to show more 
severe clinical presentations and longer hospital stays 
compared to other genotypes (33). A study comparing 
severe COVID-19 and mild COVID-19 patients found the 
distribution of the eNOS G894T genotype frequencies to 
not differ between the two groups (34). A previous study 
also found the genotype and allele distribution of eNOS 
G894T and VNTR to not different between PCR-negative 
COVID-19 patients and controls (35).

This study has investigated the association of eNOS G894T 
and intron 4 VNTR variants with the risk of COVID-19 and 
has found a significant difference to exist between pa-
tients and controls regarding eNOS G894T, with the eNOS 
G894T TT genotype and T allele being more common in 
patients compared to controls. The patients carrying the 
T allele were also found to be predisposed to develop-
ing COVID-19. The study has shown the G894T variant in 
exon 7 to cause a mature NOS protein that is sensitive to 
intracellular division, which may reduce functional eNOS 
activity in those possessing the T allele (36). The eNOS 
VNTR variant genotype and allele distribution revealed no 
difference between the patient and control groups.

This study has certain limitations. First, it was carried out 
only with patients living in a particular area of Türkiye. 
Different results may be obtained by studying people 
living in different regions of Türkiye. Second, the study 
only evaluated two variants in the eNOS gene. Other 
functional variants in the eNOS gene may also contribute 
to disease occurrence. In addition, gene-environment in-
teractions may also need to be evaluated.

In conclusion, having sufficient knowledge about the 
etiology and pathogenic processes associated with 
COVID-19 is just as important as knowing the factors that 
play a role in the disease. This information can contribute 
to estimating the risk of COVID-19 disease and taking 
more effective measures. Genetic variants play a role in 
the susceptibility to many diseases such as cancer, au-
toimmune diseases, and infections. Studies have shown 
various genetic variants and environmental factors to in-
fluence the course of COVID-19. The findings from this 
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study support the hypothesis that eNOS G894T is linked 
to the occurrence of COVID-19. Individuals who carry 
the eNOS G894T, T/T genotype, and T allele were found 
to be more likely to develop COVID-19, and this study’s 
findings may lead to the emergence of new treatment 
options. Further research is required to understand the 
molecular mechanisms involved in the pathogenesis of 
the disease.

Ethics Committee Approval: This study was approved by Is-
tanbul Faculty of Medicine Clinical Research Ethics Committee 
(Date: 21/05/2020, No: 61754).

Peer Review: Externally peer-reviewed.

Author Contributions: Conception/Design of Study- Ü.İ.A., 
N.S., H.K., T.C., A.M., M.K., Y.O.; Data Acquisition- G.B., G.Y.S., 
H.K.; Data Analysis/Interpretation- M.P., G.Y.S., H.K.; Drafting 
Manuscript- N.S., Y.O., A.M.; Critical Revision of Manuscript- 
S.P., N.S., M.Ö.; Final Approval and Accountability- N.S., T.T.; 
Material or Technical Support- T.T., M.P., M.O., Ü.İ.A.; Supervi-
sion- T.T., S.P.

Conflict of Interest: The authors have no conflict of interest to 
declare.

Financial Disclosure: The authors declared that this study has 
received no financial support.

REFERENCES

1. Wiersinga WJ, Rhodes A, Cheng AC, Peacock SJ, Prescott 
HC. Pathophysiology, transmission, diagnosis, and 
treatment of coronavirus disease 2019 (COVID-19): a review. 
JAMA 2020;324(8):782-93 [CrossRef]

2. Berlin DA, Gulick RM, Martinez  FJ. Severe Covid-19. N Engl 
J Med 2020; 383: 2451-2460. [CrossRef]

3. Mehta P, McAuley DF, Brown M, Sanchez E, Tattersall 
RS, Manson JJ and HLH Across Speciality Collaboration 
UK. COVID-19: consider cytokine storm syndromes and 
immunosuppression. Lancet 2020;395(10229):1033-4. 
[CrossRef]

4. Varga Z, Flammer AJ, Steiger P, Haberecker M, Andermatt 
R, Zinkernagel AS, et al. Endothelial cell infection and 
endotheliitis in COVID-19. Lancet 2020;395:1417-8. [CrossRef]

5. Wu Z, McGoogan JM. Characteristics of and important 
lessons from the coronavirus disease 2019 (COVID-19) 
outbreak in China: summary of a report of 72314 cases 
from the chinese center for disease control and prevention. 
JAMA 2020;323(13):1239-42. [CrossRef]

6. Teuwen LA, Geldhof V, Pasut A, Carmeliet P. COVID-19: the 
vasculature unleashed. Nat Rev Immunol 2020;20(7):389-91. 
[CrossRef]

7. Shankarishan P, Borah PK, Ahmed G, Mahanta J. Endothelial 
nitric oxide synthase gene polymorphisms and the risk of 
hypertension in an Indian population. Biomed Res Int 2014; 
2014:793040. [CrossRef]

8. Vecoli C. Endothelial nitric oxide synthase gene 
polymorphisms in cardiovascular disease. Vitam Horm 
2014;96:387-406. [CrossRef]

9. Abdul-Cader MS, Amarasinghe A, Abdul-Careem MF. 
Activation of toll-like receptor signaling pathways leading 
to nitric oxide-mediated antiviral responses. Arch Virol 
2016;161(8): 2075-86. [CrossRef]

10. Akerström S, Mousavi-Jazi M, Klingström J, Leijon M, 
Lundkvist A, Mirazimi A.  Nitric oxide inhibits the replication 
cycle of severe acute respiratory syndrome coronavirus. J 
Virol 2005;79(3):1966-9. [CrossRef]

11. Zammiti W, Mtiraoui N, Mahjoub T. Lack of consistent 
association between endothelial nitric oxide synthase 
gene polymorphisms, homocysteine levels and recurrent 
pregnancy loss in Tunisian women. Am J Reprod Immunol 
2008;59:139-45. [CrossRef]

12. Joshaghani HR, Salehi A, Samadian E, Gharei R, Ahmadi 
AR. Association between NOS3 G894T, T-786C and 4a/4b 
variants and coronary artery diseases in Iranian population. 
Iran J Public Health 2018;47(12);1891-8.

13. Gelzo M, Scialò F, Cacciapuoti S, Pinchera B, De Rosa A, 
Cernera G, et al. Inducible Nitric Oxide Synthase (iNOS): 
Why a Different. Viruses 2022;14(3):534. [CrossRef]

14. Xu S, Ilyas I, Little PJ, Li H, Kamato D, Zheng X, et al. Endothelial 
dysfunction in atherosclerotic cardiovascular diseases and 
beyond: from mechanism to pharmacotherapies. Pharmacol 
Rev 2021;73:924-67. [CrossRef]

15. Monteil V, Kwon H, Prado P, Hagelkrüys A, Wimmer RA, Stahl 
M, et al. Inhibition of SARS-CoV-2 infections in engineered 
human tissues using clinical-grade soluble human ACE2. 
Cell 2020;181(905-13):e907. [CrossRef]

16. Fodor A, Tiperciuc B, Login C, Orasan OH, Lazar AL, Buchman 
C, et al. Endothelial dysfunction, inflammation, and oxidative 
stress in COVID-19-mechanisms and therapeutic targets. 
Oxid Med Cell Longev 2021;2021:8671713. [CrossRef]

17. Coleman JW. Nitric oxide in immunity and inflammation. 
Int. Immunopharm 2001;1:1397-406. [CrossRef]

18. Kellner M, Noonepalle S, Lu Q, Srivastava A, Zemskov E, 
Black SM. ROS signaling in the pathogenesis of acute lung 
injury (ALI) and acute respiratory distress syndrome (ARDS). 
Adv Exp Med Biol 2017;967:105-37 [CrossRef]

19. Oliveira-Paula GH Lacchini R, Tanus-Santos JE. Clinical 
and pharmacogenetic impact of endothelial nitric oxide 
synthase polymorphisms on cardiovascular diseases. Nitric 
Oxide 2017;63:39-51. [CrossRef]

20. Marsden PA, Heng HH, Scherer SW, Stewart RJ, Hall AV, Shi 
XM, et al. Structure and chromosomal localization of the 
human constitutive endothelial nitric oxide synthase gene. 
J Biol Chem 1993;268 (23):17478-88. [CrossRef]

21. Joshi MS, Mineo C, Shaul PW, Bauer JA. Biochemical 
consequences of the NOS3 Glu298Asp variation in human 
endothelium: altered caveolar localization and impaired 
response to shear. FASEB J 2007;21(11):2655-63. [CrossRef]

22. Zhang MX, Zhang C, Shen YH, Wang J, Li XN, Zhang Y, et 
al. Biogenesis of short intronic repeat 27-nucleotide small 
RNA from endothelial nitricoxide synthase gene. J Biol 
Chem 2008;283(21):14685-93. [CrossRef]

23. Oliveira-Paula GH, Lacchini R, Tanus-Santos JE. Endothelial 
nitric oxide synthase: From biochemistry and gene structure 
to clinical implications of NOS3 polymorphisms. Gene 
2016;575 (2 Pt 3):584-99. [CrossRef]

24. Zhang MX, Zhang C, Shen YH, Wang J, Li XN, Chen L, et al. 
Effect of 27 nt small RNA on endothelial nitric-oxide synthase 
expression. Mol Biol Cell 2008;19:3997-4005. [CrossRef]

https://doi.org/10.1001/jama.2020.12839
https://doi.org/10.1056/NEJMcp2009575
https://doi.org/10.1016/S0140-6736(20)30628-0
https://doi.org/10.1016/S0140-6736(20)30937-5
https://doi.org/10.1001/jama.2020.2648
https://doi.org/10.1038/s41577-020-0343-0
https://doi.org/10.1155/2014/793040
https://doi.org/10.1016/B978-0-12-800254-4.00015-5
https://doi.org/10.1007/s00705-016-2904-x
https://doi.org/10.1128/JVI.79.3.1966-1969.2005
https://doi.org/10.1111/j.1600-0897.2007.00551.x
https://doi.org/10.3390/v14030534
https://doi.org/10.1124/pharmrev.120.000096
https://doi.org/10.1016/j.cell.2020.04.004
https://doi.org/10.1155/2021/8671713
https://doi.org/10.1016/S1567-5769(01)00086-8
https://doi.org/10.1007/978-3-319-63245-2_8
https://doi.org/10.1016/j.niox.2016.08.004
https://doi.org/10.1016/S0021-9258(19)85359-0
https://doi.org/10.1096/fj.06-7088com
https://doi.org/10.1074/jbc.M801933200
https://doi.org/10.1016/j.gene.2015.09.061
https://doi.org/10.1091/mbc.e07-11-1186


6

eNOS gene variants and COVID-19
İstanbul Tıp Fakültesi Dergisi • J Ist Faculty Med 2023;86(1):1-6

25. Miyamoto Y, Saito Y, Kajiyama N, Yoshimura M, Shimasaki 
Y, Nakayama M, et al. Endothelial nitric oxide synthase 
gene is positively associated with essential hypertension. 
Hypertension 1998;32(1):3-8. [CrossRef]

26. Diler SB, Öden A. The T -786C, G894T, and Intron 4 
VNTR (4a/b) Polymorphisms of the endothelial nitric 
oxide synthase gene in prostate cancer cases. Genetika 
2016;52(2):249-54. [CrossRef] 

27. Yeh CC, Santella RM, Hsieh LL, Sung FC, Tang R. An intron 4 
VNTR polymorphism of the endothelial nitric oxide synthase 
gene is associated with early-onset colorectal cancer. Int J 
Cancer 2009;124(7):1565-71. [CrossRef]

28. Zhao X, Li Q, Yu F, Lin L, Yin W, Li J, et al. Gene polymorphism 
associated with endothelial nitric oxide synthase (4VNTR, 
G894T, C786T) and unexplained recurrent spontaneous 
abortion risk. Medicine (Baltimore) 2019;98(4):e14175. 
[CrossRef]

29. Zhao J, Zhang W, Shen L, Yang X, Liu Y, Gai Z. Association of 
the ACE, GSTM1, IL-6, NOS3, and CYP1A1 polymorphisms 
with susceptibility of mycoplasma pneumoniae pneumonia 
in Chinese children. Medicine (Baltimore) 2017;96(15):e6642. 
[CrossRef]

30. Wang QQ, Yu L, Huang GR, Zhang L, Liu YQ, Wang TW, et 
al. Polymorphisms of angiotensin converting enzyme and 
nitric oxide synthase 3 genes as risk factors of high-altitude 
pulmonary edema: a case-control study and meta-analysis. 
Tohoku J Exp Med 2013;229(4):255-66. [CrossRef]

31. Li JA, Chen ZB, Lv TG, Han ZL, Liu PP. Impact of endothelial 
nitric oxide synthase gene polymorphism on severity of 
enterovirus 71-infection in Chinese children. Clin Biochem 
2013;46(18):1842-7. [CrossRef]

32. Özkan M, Günay N, Sener EF, Karcıoglu Ö, Tahtasakal R, Dal 
F, et al. Variants in TNF and NOS3 (eNOS) genes associated 
with sepsis in adult patients. J Gene Med 2021;23 (4):e3323. 
[CrossRef]

33. Koskela S, Laine O, Mäkelä S, Pessi T, Tuomisto S, 
Huhtala H, et al. Endothelial nitric oxide synthase G894T 
polymorphism associates with disease severity in puumala 
hantavirus infection. PLoS One 2015;10(11):e0142872. 
[CrossRef]

34. Lapić I, Radić Antolic M, Horvat I, Premužić V, Palić J, Rogić 
D, et al. Association of polymorphisms in genes encoding 
prothrombotic and cardiovascular risk factors with disease 
severity in COVID-19 patients: A pilot study. J Med Virol 
2022;94 (8):3669-75. [CrossRef]

35. Pehlivan S, Köse M, Mese S, Serin I, Senkal N, Oyacı Y, et al. 
Investigation of MBL2 and NOS3 functional gene variants in 
suspected COVID-19 PCR (-) patients. Pathog Glob Health 
2022;116 (3):178-84. [CrossRef]

36. Tesauro M, Thompson WC, Rogliani P, Qi L, Chaudhary PP, 
Moss J. Intracellular processing of endothelial nitric oxide 
synthase isoforms associated with differences in severity 
of cardiopulmonary diseases: cleavage of proteins with 
aspartate vs. glutamate at position 298. Proc Natl Acad Sci 
U S A 2000;97(6):2832. [CrossRef]

https://doi.org/10.1161/01.HYP.32.1.3
https://doi.org/10.7868/S0016675816020028
https://doi.org/10.1002/ijc.24114
https://doi.org/10.1097/MD.0000000000014175
https://doi.org/10.1097/MD.0000000000006642
https://doi.org/10.1620/tjem.229.255
https://doi.org/10.1016/j.clinbiochem.2013.10.009
https://doi.org/10.1002/jgm.3323
https://doi.org/10.1371/journal.pone.0142872
https://doi.org/10.1002/jmv.27774
https://doi.org/10.1080/20477724.2021.1984726
https://doi.org/10.1073/pnas.97.6.2832

