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Abstract 

Background: Cardiovascular disease is one of the most common causes of morbidity and mortality 

worldwide. The Proline and Serine Rich Coiled-Coil 1 gene in 1p13.3 locus has been reported to be 

associated with low density lipoprotein cholesterol (LDL-C) and coronary artery disease (CAD). The 

objective of this study was to investigate the association between the rs599839 polymorphism of the Proline 

and Serine Rich Coiled-Coil 1 (PSRC1) gene with CVD outcomes in a population sample recruited as part 

of the Mashhad-Stroke and Heart-Atherosclerotic-Disorders (MASHAD) cohort. 

Methods: Five hundred and nine individuals who had an average follow-up period of 10 years were enrolled 

as part of the MASHAD cohort. DNA was extracted and genotyped using the TaqMan-real-time-PCR based 

method. 

Results: The study found individuals with GA/GG genotypes were at a higher risk of CVDs (OR= 4.7; 95% 

CI, 2.5-8.7; p< 0.001) in comparison to those with AA genotype; however, the result was not significant for 

GG genotype data. 

Conclusions: The results suggest that the GA/GG genotypes of the PSRC1gene locus were at increased 

risk of CVD in a representative population-based cohort, demonstrating further functional analysis to 

discover the value of emerging marker as a risk stratification biomarker to recognize high risk cases. 
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Introduction 
The usual tool for explaining the genetic 

architecture of polygenic traits is the genome-

wide association (GWA) study. Commonly, 

GWA studies assess whether there is a link 

between individuals were phenotyped for the 

trait of interest and genotyped at a section of 

common genetic variants (1). It has provided 

a unique opportunity to observe, on a large 

 

 

scale, the correlation of common genetic SNP 

with complex diseases like, cardiovascular 

disease in the past decade. Furthermore, the 

GWAS-identified new pathways can predict a 

new age of novel drug development and 

classification of patients (2, 3).  

Cardiovascular diseases (CVDs) are most 

common non communicable enduring disease, 

 [
 D

O
I:

 1
0.

52
54

7/
rb

m
b.

10
.4

.6
53

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 r

bm
b.

ne
t o

n 
20

23
-0

7-
10

 ]
 

                             1 / 11

mailto:ghayourm@mums.ac.ir
mailto:avana@mums.ac.ir
http://dx.doi.org/10.52547/rbmb.10.4.653
http://rbmb.net/article-1-759-en.html


Khorrami MS et al 

           Rep. Biochem. Mol. Biol, Vol.10, No.4, Jan 2022 654 

which is the chief cause of death globally, 

accounted for 17.8 million deaths worldwide 

in 2017, of which more than 75% occurred in 

low and middle-income regions. It accounted 

for 31.8% of all deaths, approximately twice 

which triggered by cancer (17.1%) (4). Iran as 

developing country has affected main 

demographic variations in recent years. In 

future decades there will be an increasing and 

aging population. In fact, because of these 

epidemiological and demographic shifts, 

patterns of morbidity and mortality have 

altered in Iran (5), supporting the necessity for 

recognition of new biomarkers as risk factors 

(6). Also, CVD is the major public health 

burden in Iran, accounting for 50% of overall 

mortality and 79% of deaths due to prolonged 

diseases (7). It is forecasted that death from 

CVDs will increase to more than 23.6 million 

in 2030 (8).  

It has been found that rs599839 

polymorphism is associated with low levels of 

cholesterol and reduced coronary heart disease 

(CHD) (9). Latest genome-wide association 

studies (GWAS) have 

acknowledged CELSR2-PSRC1 SORT1 

variants on chromosome 1p13.3 related with 

CAD and plasma lipoproteins according to 

populations of eastern Asia, southern Asia, 

Middle-Eastern Asia, Africa Americans and 

European (10). 

To the best of our knowledge there is no 

similar study to assess the relationship 

between this SNP and CVDs in Iranian 

population. In the current study, we aimed to 

investigate the association between rs599839 

polymorphism of Proline and Serine Rich 

Coiled-Coil 1 gene and the clinical CVD 

outcome in a population enlisted from 

Mashhad-Stroke and Heart-Atherosclerotic-

Disorders (MASHAD) cohort from northeast 

of Iran.  

  

Materials and Methods 
Study population 

This case- control study consisted of a total of 

291 individuals with CVD as well as 218 

healthy control subjects who were participants 

of cohort study in MASHAD. The healthy 

controls were chosen randomly from 

individuals of the same sex and age without 

clinical symptoms of CVD, such as stroke and 

peripheral arterial disease.  

A 10-year cohort research, MASHAD study 

explores the effect of a wide range of 

environmental, genetic, psychosocial, and 

nutritional risk factors on the incidence of 

cardiovascular disease in an urban population 

in northeastern Iran. It studied a cohort of 9704 

people in the age range of 35 to 65 years and 

regular follow-ups (11). The eligible patients 

were determined based on medical interviews 

and a cardiologist’s examination. In the 

follow-up examinations, individuals with 

CVD were detected based on their symptoms 

and multiple diagnostic modalities, such as CT 

angiography, angiography and ETT were 

carried out by two interventional cardiologists 

and an electrophysiologist. The main 

endpoints included cardiovascular events such 

as stable/unstable, myocardial infarction, 

angina and coronary revascularization. Other 

evaluations included demographic data, 

anthropometric components and diverse CVD 

risk factors including fasting blood sugar, 

blood lipid profile, pressure measurements, 

and history of hypertension and diabetes. Also, 

in first population, CAD cases were selected 

from among patients undergoing coronary 

angiography at the Ghaem hospital, Mashhad 

who displayed symptoms of cardiac diseases 

(ECG changes, chest pain, unstable angina and 

angina of effort) (12).  

The demographic and anthropometric data 

of individuals in the intervention and control 

groups are listed in Table 1. The local Ethics 

and Human Rights Committee confirmed the 

study design (IR.MUMS.fm.REC.1394.296). 

Informed consent was obtained from 

participant. All guidelines of the Helsinki 

Declaration were observed in this study. 

Additionally, an informed consent was 

acquired from all participants prior to the 

study. 
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Table 1. Patient and control group information in cohort. 

Variables CVD Control p-value 

Anthropometrics 

Sex 

Women (%) 142(48.8) 175(80.3) p<0.001 

Age(year) 60.29±9.41 55.70±7.54 p<0.001 

Smoking  60(20.6) 45(20.6) 0.95 

Height (meter) 1.60±0.09 1.59±0.08 p<0.001 

Weight(kg) 71.27±12.96 64.89±12.71 p<0.001 

BMI 27.61±4.64 25.40±3.99 0.196 

Waistcir (cm) 94.53±12.69 90.35±10.81 p<0.001 

Lipid profile 

TC (mg/dl) 183.33±47.17 178.16±30.96 p<0.001 

TG (mg/dl) 155.15±87.30 94.06±46.46 p<0.001 

HDL (mg/dl) 39.74±12.29 46.06±10.26 0.324 

LDL (mg/dl) 19.77±45.56 110.24±28.44 p<0.001 

Vitamins 

vit.D (mg/dl) 2.018±2.94 1.25±1.08 0.438 

vit.E (mg/dl) 19.47±11.744 22.87±10.62 P<0.001 

Blood pressure 

SBP (mmHg) 122.80±19.73 113.11±13.40 0.103 

DBP (mmHg) 76.86±10.56 73.75±9.39 0.058 

Hypertension 107(36.8) 14(6.4) p<0.001 

Blood glucose 

Diabetes (%) 83(28.7) 4(1.9) p<0.001 

FBS (mg/dl) 118.45±63.27 80.02±13.65 p<0.001 

*Values are presented as mean±SD. Abbreviation: BMI body mass index, SBP systolic blood pressure, DBP diastolic 

blood pressure, FBG fasting blood glucose, TC total cholesterol, LDL-C low-density lipoprotein cholesterol, HDL-C 

high-density lipoprotein cholesterol, TG triglycerides, vit.D vitamin D, vit.E Vitamin E, Waist cir Waist circumference. 

 

DNA extraction and genotyping 

Peripheral blood samples were collected from all 

participants in tubes that contained 

ethylenediamine tetra acetic acid (EDTA). The 

genomic DNA extraction was then performed 

for blood samples by Pistaz teb (Tehran Iran) in 

keeping with the manufacturer's instructions. 

The quality and concentration of DNA samples 

were evaluated by a NanoDrop®-1000-Detector 

device (NanoDrop-Technologies, Wilmington, 

DE, USA) and 1% agarose gel electrophoresis, 

respectively. The DNA samples obtained were 

then maintained at− 20 °C. The TaqMan®  
probe-based real-time PCR assay was used to 

conduct genotype analysis of rs599839 

polymorphism in Proline and Serine Rich 

Coiled-Coil 1 gene. Briefly, the real-time PCR 

reactions were carried out in 12.5 μl volume. To 

do so, 20 ng of genomic DNA was used in 

TaqMan® Universal Master Mix with specific 

probes and primers (Applied Biosystems, Foster 

City, CA, USA), as explained in a previous study 

of authors (13). For the assessment of allelic 

discrimination in the samples, an ABIPRISM-

7500 real-time PCR instrument was used. It was 

equipped with the SDS version-2.0 software that 

specified the allelic content (14). 

Statistical analysis 

In this study, the data with normal and abnormal 

distribution are displayed as mean±SD or 

median and interquartile range, respectively. The 

normal distribution of data in subgroups was 

evaluated by Kolmogorov-Smirnov tests. To 

compare the baseline characteristics of 

participants with/without CVD, we used Mann-

Whitney U test for non-parametric, student's t-

test for parametric data, and Pearson's χ2 tests for 

categorical ones. In addition, Pearson's χ2 tests 

were used to compare biochemical and 

demographic variables across the 

polymorphism. For the assessment of the 

observed genotype frequencies of the variant of 

rs599839 in Proline and Serine Rich Coiled-Coil 

1 gene and the Hardy–Weinberg equilibrium, χ2 

tests were utilized. To evaluate the relationship 

 [
 D

O
I:

 1
0.

52
54

7/
rb

m
b.

10
.4

.6
53

 ]
 

 [
 D

ow
nl

oa
de

d 
fr

om
 r

bm
b.

ne
t o

n 
20

23
-0

7-
10

 ]
 

                             3 / 11

http://dx.doi.org/10.52547/rbmb.10.4.653
http://rbmb.net/article-1-759-en.html


Khorrami MS et al 

           Rep. Biochem. Mol. Biol, Vol.10, No.4, Jan 2022 656 

between rs599839 polymorphisms and CVD 

risk, logistic regression model was employed 

after adjusting possible confounders, such as sex, 

age, BMI, cholesterol, and hypertension. 

Moreover, a Cox regression analyses was used 

to examine the impact of rs599839 

polymorphism upon the incidence of CVD 

event. P value< 0.05 was considered significant. 

All analyses were conducted by IBM SPSS 

Statistics 25 (SPSS, Chicago, IL, USA). 

Results 
Allele and genotype frequencies in 

individuals with/without CVDs 

This study was designed to examine the 

relationship between rs599839 polymorphism 

in PSRC1 gene and the risk of CVD 

incidence. For this purpose, TaqMan 

genotyping was utilized in duplicate for each 

extracted genomic DNA sample. In all 

genomic DNA samples, genotyping was 

effectively accomplished without observing 

any differences in the duplicates of samples. 

The findings revealed that the rs599839 

polymorphism was not in Hardy-Weinberg 

equilibrium (HWE) (p= 0.02). 

Genotype frequencies of rs599839 

polymorphism are listed in Table 2. The 

frequencies of AA, GA and GG genotypes 

were 300(58.9%), 129(25.3%) and 80(15.7%) 

for rs599839 in the total population, 

respectively. 
 

Table 2. Patient and control group information. 

Variables CVD# Control* p-value 

Anthropometrics 

Sex, Women (%) 52(50.5) 173(80.1) p<0.001 

Height (meter) 1.61±0.09 1.59±0.08 0.19 

Weight (kg) 70.79±13.62 64.91±12.77 p<0.001 

BMI 27.26±4.64 25.40±4.01 p<0.001 

Waistcir (cm) 92.65±12.89 90.31±10.85 p<0.001 

Smoking (%) 23(22.3) 45(20.8) 0.76 

Lipid profile 

TC (mg/dl) 172.70±45.18 177.76±30.79 0.324 

TG (mg/dl) 142.24±78.67 94.38±46.52 p<0.001 

HDL (mg/dl) 39.21±13.38 46.02±10.30 p<0.001 

LDL (mg/dl) 101.16±46.33 109.88±28.32 0.438 

Vitamins 

vit.D (mg/dl) 2.35±3.43 1.25±1.08 0.10 

vit.E (mg/dl) 19.28±11.07 22.87±10.62 0.058 

Glucose 

FBS (mg/dl) 117.78±60.25 80.03±13.70 p<0.001 

Diabetes (%) (3635) 4(1.9) p<0.001 

Blood pressure 

SBP (mmHg) 118.13±17.11 113.05±13.41 p<0.001 

DBP (mmHg) 73.76±9.01 73.68±9.40 p<0.001 

Hypertension 40(38.8) 14(6.5) p<0.001 

*Values are presented as mean±SD. Abbreviation: BMI body mass index, SBP systolic blood pressure, DBP diastolic blood 

pressure, FBG fasting blood glucose, TC total cholesterol, LDL-C low-density lipoprotein cholesterol, HDL-C high-density 

lipoprotein cholesterol, TG triglycerides, vit.D vitamin D, vit.E Vitamin E, Waist cir Waist circumference. 

*: healthy at both baseline/follow-up. 

#: healthy in baseline, but CVD in follow-up. 
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The association of rs599839 polymorphism 

genotypes with the clinical traits of CVD 

patients 

In this study, the link between genotype 

distribution of rs599839 polymorphism and the 

clinical traits of CVD patients was investigated 

either in cohort population or in total 

population. In Tables 3 and 4, baseline clinical 

characteristics of participants based on 

presence/absence of CVD across genotypes are 

shown in the recessive genetic model. As 

indicated by the data, the waist circumference 

was significantly higher than in cohort 

population than in CVD patients with GG 

genotype (103.23±9.31cm), in comparison to 

the patients with AA or GA genotypes 

(94.69±11. 64) (p< 0.001). Weight was 

significantly higher in the CVD patients with GG 

genotype (75.74±10.65) than in patients with 

AA or GA genotypes (69.85±11.68) (p< 0.001). 

Also, a significant spike was observed in BMI of 

CVD patients with GG genotype (30.27±4.54) in 

comparison to patients with AA or GA 

genotypes (27.02±4.20) (p< 0.001). This 

underscores the fact that people with GG 

genotype, are at a greater risk of CVD incidence. 

Additionally, there were no significant 

difference in blood glucose, lipid profile, systolic 

blood pressure (SBP), vitamins and diastolic 

blood pressure (DBP) across the groups. 

Hypertension was documented in a larger 

portion of the CVD patients with the GG 

genotype, as opposed to CVD patients without 

this genotype (54.1% vs. 30.3%, p= 0.01) (Table 4). 

 
Table 3. Allele and genotype frequencies of rs599839 polymorphisms. 

Gene SNP 
Major.minor 

allele 

Major allele 

homozygote 

(%) 

Heterozygot

e (%) 

Minor allele 

homozygote 

(%) 

MAF 
HWE 

p value 

 rs599839 A/G 300(58.9%) 129(25.3%) 80 (15.7%) 0.29 0.44 

Total 

population 

 Control*(n= 218) CVD#(n= 291) 
Total (n= 

509) 
Genetic model p value 

AA 133(61.0%) 167(57.4%) 300(58.9%) Additive <0.001 

GA 72(33.0%) 57(19.6%) 129(25.3%) Recessive  <0.001 

GG 13(6.0%) 67(23.0%) 80(15.7%) Dominant 0.41 

Cohort 

population 

  178(55.7%) 91(28.8%) 50 (15.6%) 0.23 0.46 

Control 

(n=216) 
CVD (n= 103) Total (n= 319) 

Genetic 

model 
p value  

AA 131(60.6) 47(45) 
178(55.7%) 

Additive 0.00 

GA 72(33.3) 19(18.4) 91(28.8%) Recessive  <0.001 

GG 13(6.0) 37(35.9) 50 (15.6%) Dominant 0.01 

Abbreviation: SNP, Single nucleotide polymorphism; MAF, Minor Allele Frequency; HWE, Hardy Wienberg Equilibrium; 

CVD, Cardiovascular Disease.  

*: healthy at both baseline/follow-ups. 

#: healthy in baseline, but CVD in follow-up. 
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Table 4. Genotype distribution of rs599838 polymorphism with respect to population features of CVD patients under 

Recessive genetic model. 

 Without CVD CVD 

Variants GG AG+AA p value GG AG+AA p value 

Anthropometrics 

Age (year) 55.07±8.20 55.74±7.52 0.66 62.67±9.63 59.56±9.24 0.01 

Sex, Women (%) 165(80) 10(76.9) 0.72 109(48.7) 33(49.3) 1.00 

Height(meter) 1.59±0.08 1.59±0.08 0.96 1.59±0.09 1.611±0.09 0.23 

Weight(kg) 64.66±17.4

2 

64.91±12.41 0.67 73.68±13.15 70.55±12.85 0.08 

BMI 25.12±4.36 25.42±3.98 0.73 29.00±4.71 27.19±4.55 0.00 

Waistcir (cm) 89.92±13.3

8 

90.38±10.67 0.79 98.93±12.46 93.16±12.47 0.00 

Smoking (%) 42(20.5) 3(23.1) 0.73 40(17.9) 20(29.9) 0.03 

Lipid profile 

TC (mg/dl) 173.38±26.

33 

178.46±31.26 0.56 193.44±52.96 180.27±44.95 0.02 

TG (mg/dl) 90.07±20.2

0 

94.31±47.66 0.70 162.35±88.23 152.96±87.10 0.37 

HDL (mg/dl) 43.14±7.79 46.24±10.39 0.28 40.01±11.55 39.66±12.54 0.22 

LDL (mg/dl) 102.51±31.

48 

110.73±28.25 0.30 118.41±44.67 107.15±45.60 0.03 

Blood glucose 

FBS (mg/dl) 76.92±11.9

4 

80.22±13.75 0.37 118.32±62.81 118.48±63.55 0.99 

Diabetes (%) 4(0.2) 0 0.60 60(27) 23(34) 0.24 

Vitamins 

vit.D (mg/dl) 2.06±2.10 1.20±0.97 0.21 1.44±1.63 2.17±3.19 0.32 

vit.E (mg/dl) 29.92±9.46 22.49±10.66 0.25 18.07±11.05 19.87±11.94 0.31 

Blood pressure 

SBP (mmHg) 111.25±15.

65 

113.23±13.28 0.37 126.89±22.00 121.59±18.89 0.11 

DBP (mmHg) 72.48±10.1

0 

73.83±9.37 0.32 79.39±10.12 76.11±10.59 0.02 

Hypertension 1(7.7) 13(6.3) 0.58 28(41.8) 79(35.3) 0.38 

Values are presented as mean±SD. Abbreviation: BMI body mass index, SBP systolic blood pressure, DBP diastolic blood pressure, 

FBG fasting blood glucose, TC total cholesterol, LDL-C low-density lipoprotein cholesterol, HDL-C high-density lipoprotein 

cholesterol, TG triglycerides, vit. D vitamin D, vit. E Vitamin E, Waist cir Waist circumference. 

 

Association of rs599839 with the risk of CVD 

occurrence 

The statistical analysis based on Pearson’s χ2 

test showed that in the total population, CVD 

participants and healthy group were not 

significantly different in the distribution of 

minor G allele (p< 044 in dominant model) 

(Table 2). 

 

  

According to the logistic regression analysis, 

individuals with GA/GG genotypes were at a 

higher risk of CVDs (OR= 4.7; 95% CI, 2.5-8.7; 

p< 0.001) in comparison to those with AA 

genotype; however, the result was not 

significant for GG genotype data (Table 5). 
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 Additionally, the relationship between the 

alleles of the rs599839 polymorphism and the 

risk for CVD was examined in patients 

scheduled for coronary angiography with 

obstructive coronary artery disease using 

various genetic models (Table 5). The 

coronary angiography’s indications included 

MI, stable or unstable angina, and relapse of 

symptoms following revascularization. The 

result of multivariate logistic regression 

analyses adjusted for age, sex and BMI 

showed a higher risk of CVD incidence in the 

cohort population (OR= 1.83 in the 

unadjusted dominant model (p= 0.01) vs. 1.77 

in the adjusted dominant model (p= 0.03)) 

(Table 5). 

 
Table 5. genotype distribution of rs599839 polymorphism with respect to population features of CVD patients under 

Recessive genetic model in cohort study. 

 Without CVD* 
p-value 

CVD# 
p-value 

Variants AA+GG GG AA+AG GG 

Anthropometrics 

Age (year) 55.67±7.50 55.07±8.20 0.68 64.68±6.92 65.40±7.00 0.66 

Sex, Women (%) 163(80) 10(76) 0.72 31(47) 21(56) 0.41 

Height (meter) 1.59±0.08 1.59±0.084 0.94 1.60±0.09 1.58±0.09 0.16 

Weight (kg) 64.92±12.47 64.66±17.42 0.66 69.85±11.68 75.74±10.65 0.00 

BMI 25.42±4.00 25.12±4.36 0.73 27.02±4.20 30.27±4.54 0.00 

Waistcir (cm) 90.33±10.71 89.92±13.38 0.80 94.69±11.64 103.23±9.31 0.00 

Lipid profile 

TC (mg/dl) 178.04±31.09 173.38±26.33 0.59 199.07±43.18 211.02±45.72 0.06 

TG (mg/dl) 94.66±47.73 90.07±20.20 0.73 176.45±100.70 177.21±93.88 0.86 

HDL (mg/dl) 46.21±10.43 43.14±7.79 0.29 40.60±9.81 41.45±10.32 0.32 

LDL (mg/dl) 110.35±28.12 102.51±31.48 0.32 122.90±38.18 131.99±41.28 0.19 

Blood glucose 

FBS (mg/dl) 80.23±13.81 76.92±11.94 0.37 120.89±75.18 115.37±54.90 0.42 

Vitamins 

vit.D (mg/dl) 1.20±0.97 2.06±2.10 0.20 1.33±0.77 1.13±0.90 0.13 

vit.E (mg/dl) 22.49±10.66 29.92±9.46 0.25 20.55±14.21 19.57±13.95 0.89 

Blood pressure 

SBP (mmHg) 113.16±13.29 111.25±15.65 0.38 128.43±19.90 136.37±22.88 0.17 

DBP (mmHg) 73.76±9.38 72.48±10.10 0.34 81.56±11.33 84.45±9.49 0.19 

Hypertension (%) 13(6.4) 1(7.7) 0.02 20(30.3) 20(54.1) 0.01 

Values are presented as mean±SD. Abbreviation: BMI body mass index, SBP systolic blood pressure, DBP diastolic 

blood pressure, FBG fasting blood glucose, TC total cholesterol, LDL-C low-density lipoprotein cholesterol, HDL-C 

high-density lipoprotein cholesterol, TG triglycerides, vit.D vitamin D, vit.E Vitamin E, Waist cir Waist 

circumference.*: healthy at both baseline/follow-ups. #: healthy at baseline, but CVD in follow-up. 

 
Table 6. Multivariable logistic regression analysis of rs599839 polymorphism and CVD under different genetic 

models.   
Genetic models 

Risk allele 

 
Additive model OR 

(95%CI) 

Recessive model OR 

(95%CI) 

Dominant model OR 

(95%CI) 

Total population 

Unadjusted 

model 

0.4 (0.3-0.7)  

p= 0.001 

4.7 (2.5-8.7)  

p< 0.001 

1.1(0.8-1.6)  

p= 0.41 

Adjusted 

*model 

0.5 (0.2-0.8)  

p= 0.01 

4.2 (2.1-8.7)  

p< 0.001 

1.1(0.7-1.8)  

p= 0.45 

Cohort population 

Unadjusted 

model 

0.45 (0.25-0.80)  

p= 0.00 

8.75 (4.39-17.45)  

p< 0.001 

1.83(1.14-2.95)  

p= 0.01 

Adjusted 

*model 

0.50 (0.27-0.95)  

p= 0.03 

1.0 (0.99-1.00)  

2.0 p= 0.24 

1.77(1.03-3.03)  

p= 0.03 

*Adjusted for age, sex, and BMI. 
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Discussion 
Our finding showed that CAD patients with 

GA/GG genotypes for PSRC1gene had a high 

risk of developing CVD in a representative 

Iranian population-based cohort. In line with 

our observations, several GWAS studies have 

been conducted to determine the genetic basis 

of genes that put people at high risk for 

cardiovascular disease. Among several loci in 

human genome studies identified SNPs at 

1p13.3, which have been shown to be linked to 

CAD and plasma LDL. This locus consist of the 

genes SORT1, PSRC1, and CELSR2 (15).The 

Proline-Serine Rich Coiled Coil (PSRC1) gene 

is accounted for microtubule destabilization 

(16). The PSRC1 and CELSR2 locus on 

chromosome 1p13.3 and SNP rs599839 

indicated a strong relationship with total 

cholesterol (17). In particular they showed that 

the presence of intergenic rs599839 A>G 

variant was related with reduced the risk of 

CAD (17). Also, Meroni et al. investigated that 

the rs599839 A>G variant is associated with 

protection against dyslipidemia and CVD in 

NAFLD patients (18). In Musunuru et al. and 

Zhou et al. study, the more common A allele in 

1p13 loci has been related to augmented risk of 

ischemic stroke, heart failure, and elevated 

plasma cholesterol, afterwards modulating 

lipoprotein metabolism (19, 20). Ellis et al. have 

reported that in patients with cardiovascular 

disease or people not carrying one or more 

rs599839 G allele of polymorphisms at 1p13.3, 

there was a lower prevalence of dyslipidemia or 

lower levels of LDL-C and total cholesterol as 

well as a lower chance of MI compared to AA 

participants (21). It has been found that the 

minor G allele of rs599839 and rs646776, and 

the minor T allele of rs12740374 are protective 

factors against atherosclerosis and 

cardiovascular disease risk (22). The study of 

Zhou et al. shows that the minor G allele of 

rs599839 and rs464218 SNPs is associated with 

high HDL-C concentrations in CAD and IS 

patients (10). In agreement with this data, our 

patients had a high level of TG and low level of 

HDL, compared to the control group. Arvind et 

al. showed the minor G allele in the CELSR2–

 

PSRC1–SORT1 gene cluster has been related to 

a protection against cardiovascular 

complications and to a reduction of cholesterol 

level in CAD patients (23). Rizk et al. suggested 

that there is a significant association between 

two polymorphisms of locus 1p13.3 (rs646776 

and rs599839) with LDL-C and other lipid 

profiles. Furthermore, individuals with the G-

allele of variant rs599839 had a significant 

protection against the atherosclerosis (24). 

Previous studies have demonstrated that 

rs599839 of PSRC1 is significantly associated 

with serum LDL-cholesterol levels, wherein the 

minor G allele is associated with decreased 

serum LDL-cholesterol (31–35). In Teker et al. 

study the SORT1 gene encoding Sortilin-1 

rs599839 polymorphism does not associate 

directly to the occurrence of CHD. Though, 

presence of minor G allele may lead to lower 

total-cholesterol and LDL-C levels and higher 

HDL-cholesterol levels. Therefore, in this way, 

the presence of the minor G allele can improve 

the lipid profile and protect it against CHD 

disease (25). Munoz-Torrero et al. also, 

investigated that the frequency of the protective 

G-allele of the rs599839 polymorphism was 

reduced in heterozygous familial 

hypercholesterolemia (HeFH) patients with 

CHD paralleled with those HeFH patients 

without CHD. Though, this conclusion in 

heterozygous familial hypercholesterolemia 

patient may be disguised by very high levels of 

cholesterol in these patients (9).  

On the contrary, The GWAS of 

cardiovascular traits in the Framingham Heart 

Study, Roslin et al. reported the relationship 

between rs599839 of the 1p13 and LDL (26). In 

Sandhu et al. study they found that rs599839 was 

associated with LDL levels by using GAWS data 

from 11,685 European individuals (27). The 

results of Abe et al. study indicated that 

rs4845625 of IL6R, rs46522 of UBE2Z and 

rs964184 of ZPR1 were predisposition loci for 

hypertriglyceridemia, and that rs2075650 

of TOMM40 and rs599839 of PSRC1 were such 

loci that caused hyper-LDL-cholesterolemia in 

Japanese subjects (28). Han et al. have 
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discovered a relationship between the sortilin 

gene polymorphisms rs599839 and rs464218 

and vulnerability to CHD (29). Furthermore, 

Kleber et al. investigations also confirmed that 

the genetic variant rs599839 is highly linked 

with CHD risk and that the genetic variants of 

chromosome 1p13 raise the risk of CHD by 

increasing total cholesterol and LDL-cholesterol 

levels and decreasing HDL-cholesterol levels. 

They also found that rs599839 polymorphism 

A/G in the area of the sortilin 1 gene has been 

described to be linked with low density 

lipoprotein cholesterol (LDL-C) and coronary 

artery disease (CAD) (30). According to our 

findings, based on the waist circumference, 

weight, BMI and hypertension individuals with 

GG genotype are at a higher risk of CVD 

incidence. After analyzing results of our study 

indicates that individuals with GA/GG 

genotypes were at a higher risk of CVDs (OR= 

4.7; 95% CI, 2.5-8.7; p< 0.001) in comparison to 

those with AA genotype; however, the result was 

not significant for GG genotype data. 

As far as we know, there is no study on the 

relationship between rs599839 polymorphism 

in PSRC1 gene and the risk of CVD occurrence. 

In the present study, the frequencies of AA, GA 

and GG genotypes were respectively, 

300(58.9%), 129(25.3%) and 80(15.7%) for 

rs599839 in total population.  

The main limitation of present study is to 

perform functional analysis to explore the 

potential role of this variant in PSRC1gene with 

risk of developing and progression of CVDs. 

Moreover, we performed the value of marker in 

1 province, suggesting that other populations 

are warranted to validate this data.  

In conclusion, the results offered in the 

present study add novel information to the 

limited body of literature on the significant 

relationship between rs599839 of PSRC1 gene 

and cardiovascular events in a population from 

northeast Iran. The data from the present study 

indicate that rs599839 polymorphism may be a 

susceptible SNP for CVDs, although the 

underlying molecular mechanisms have not 

been determined definitively. This result is 

parallel with similar studies, which have been 

done in other populations and on another locus. 

Further studies in larger cohorts, may be 

required to approve the role of this 

polymorphism and other genes and genetic 

variants in the development of CVDs events.  
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