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Objective: As the physical activator of natriuretic peptides, corin has been 
associated with stroke, but the underlying mechanism is not very clear. Here, 
we  examined whether the CORIN promoter’s methylation, an epigenetic DNA 
modification, was associated with the risk of stroke in two independent samples.

Methods: A total of 1771 participants including 853 stroke cases and 918 healthy 
controls were included as a discovery sample and 2,498 community members 
with 10 years of follow-up were included as a replication sample. DNA methylation 
of the CORIN promoter was quantified by target bisulfite sequencing in both 
samples. We first examined the single CpG association, followed by a gene-based 
analysis of the joint association between multiple CpG methylation and stroke, 
adjusting for conventional risk factors.

Results: The single CpG association analysis found that hypermethylation at 
all of the 9 CpG sites assayed was significantly associated with lower odds of 
prevalent stroke in the discovery sample (all p < 0.05), and three of them located 
at Chr4:47840038 (HR = 0.74, p = 0.015), Chr4:47839941 (HR = 0.80, p = 0.047), 
and Chr4:47839933 (HR = 0.82, p = 0.050) were also significantly associated with 
incident stroke in the replication sample. The gene-based association analysis 
found that DNA methylation of the 9 CpG sites at the CORIN promoter was jointly 
associated with stroke in both samples (all p < 0.05).

Conclusion: DNA methylation levels of the CORIN gene promoter were lower in 
stroke patients and predicted a higher risk of incident stroke in Chinese adults. 
The underlying causality warranted further investigation.
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Introduction

Cardiac natriuretic peptides (NPs) including atrial natriuretic 
peptide (ANP) and B-type natriuretic peptide (BNP) play a critical role 
in the regulation of blood pressure and salt-water balance through 
natriuresis, diuresis, and vasodilatation (1). Their circulating levels have 
been associated with the risk of stroke which is the leading cause of long-
term disability and mortality all over the world (2), China in particular 
(3), in various prospective studies (4–6). Corin, a trypsin-like protease 
highly expressed in the heart (7, 8), is the physiological activator of ANP 
(9) and could also activate BNP (10). It may be a switching regulator of 
the NP system and thereby contributing to the development of stroke. 
Indeed, the cardiovascular effect of corin has been suggested by basic and 
population studies. For example, the expression of corin was upregulated 
in atherosclerotic aorta intima and vascular endothelial cells stimulated 
by oxidative stress (11). Blood pressure was elevated in mice with corin 
gene knockout (12). In humans, single nucleotide variations (SNVs) in 
CORIN, the coding gene of corin protein, were associated with 
susceptibility to heart failure (13), cardiac hypertrophy (14), and 
hypertension (15). Circulating levels of corin have been associated with 
various cardiovascular disorders such as heart failure (16), atrial 
fibrillation (17), and myocardial infarction (18). Furthermore, our group 
previously found that decreased serum corin was significantly associated 
with prevalent stroke (19) and unfavorable poststroke outcomes (20). 
These findings suggest that corin could be a risk factor or drug candidate 
for the prevention and control of stroke. However, no inhibitor of corin 
function has been found in human plasma (21), which may increase the 
unsafety of its clinical translation. Therefore, a better understanding of 
the molecular mechanisms underlying the association between corin and 
stroke is urgent for clinical translation. As a mediator between the 
dynamic environment and fixed genome, DNA methylation may affect 
gene expression and function and thereby representing one of the 
candidate molecular mechanisms that we are seeking. To date, many 
DNA methylation markers of stroke have been identified by epigenome-
wide association studies (22). DNA methylation levels of the global 
genome (23, 24) and some candidate genes, such as ATP-binding cassette 
G1 (25), matrix metalloproteinase-2 (26), estrogen receptor alpha (27), 
thrombomodulin (28), and tumor protein p53 (29) have been associated 
with stroke. As suggested above, we hypothesized that DNA methylation 
of the CORIN gene may also play a considerable role in stroke 
development, but lacking epidemiological evidence. Therefore, we aimed 
to examine the association between CORIN gene promoter methylation 
and the risk of stroke in two independent samples of Chinese adults. The 
identified methylation markers might be useful targets for the prevention 
and treatment of stroke because DNA methylation is a modifiable 
molecular modification.

Methods

Methods of selection of study participants and data collection 
were described in the Supplementary material (eMethods) in detail. 
Following we briefly introduced the methods of the current study.

Study participants

The protocols of the present study were approved by the Soochow 
University Ethics Committee. The current study included 1,771 

participants as the discovery sample and 2,498 participants as the 
replication sample. Figure  1 illustrates the selection of study 
participants. In brief, 1,000 patients were randomly selected as cases 
of ischemic stroke from the 3,013 patients with available DNA samples 
in the China Antihypertensive Trial in Acute Ischemic Stroke (CATIS) 
(30). By frequency matching, 1,000 age-and sex-matched controls 
were selected from the 3,999 community individuals free of 
cardiovascular diseases (CVD) and with available DNA samples in the 
Prevention of Metabolic syndrome and Multi-metabolic disorders 
Study (PMMS) (31). After excluding 229 (147 cases and 82 controls) 
participants whose samples failed in methylation quantification, 1,771 
participants including 853 cases and 918 controls were finally included 
as the discovery sample. A total of 2,498 community members with 
10 years of follow-up in the Gusu cohort were included as the 
replication sample. Written informed consent was obtained from all 
study participants.

Quantification of CORIN promoter 
methylation

Genomic DNA was isolated from peripheral blood mononuclear 
cells in both samples. Levels of DNA methylation in the promoter 
region of the CORIN gene were quantified by targeted bisulfite 
sequencing (32). In brief, as illustrated in Figure  2, after bisulfite 
treatment, amplification by polymerase chain reaction (PCR), 
paired-end sequencing, and quality control, a total of 9 CpG loci in 
the CORIN promoter were assayed.

Assessment of risk factors

In both samples, demographic data (age, sex, and education level), 
lifestyles (cigarette smoking and alcohol consumption), and metabolic 
factors (obesity, fasting glucose, blood lipids, and, blood pressure) 
were obtained by trained staff. Diabetes was defined as fasting glucose 
≥7.0 mmol/L or self-reported history of diabetes (33). Hypertension 
was defined as SBP ≥140 mmHg and/or DBP ≥90 mmHg or under 
antihypertensive treatment in the last 2 weeks (34).

Statistical analysis

The clinical characteristics of study participants were presented 
according to the status of stroke. Log2-transformation was applied to 
maximize the normality of data distribution for methylation levels at 
single CpG sites. The transformed data were used in downstream 
analyses. Both single CpG and joint associations between CORIN 
promoter methylation and stroke were repeatedly examined in both 
samples. All statistical analyses were performed using R Studio.

Analysis of the discovery sample

The median levels of DNA methylation at single CpG sites were 
compared between patients with ischemic stroke and their healthy 
controls using the Wilcoxon rank-sum test. To examine the association 
between DNA methylation at a single CpG and stroke, we constructed 
a logistic regression model in which ischemic stroke (y/n) was the 
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dependent variable and DNA methylation at each CpG site (after log2-
transformation) was the independent variable, adjusting for potential 
confounding factors including age, sex, education level, hypertension, 
diabetes. Cigarette smoking, alcohol consumption, body mass index 
(BMI), low-density lipoprotein cholesterol (LDL-C), and high-density 
lipoprotein cholesterol (HDL-C). The false discovery rate (FDR) 

approach was applied to control multiple testing. To test the joint 
association between DNA methylation at multiple CpG sites and 
ischemic stroke, we  first substituted the mean level of DNA 
methylation at multiple CpG sites for the methylation level of the 
targeted region and examined its association with ischemic stroke. 
Then, the weighted truncated product method (wTPM) was also 

FIGURE 1

A flowchart illustrating the selection of study participants. CATIS, China Antihypertensive Trial in Acute Ischemic Stroke; CVD, cardiovascular disease; 
PMMS, Prevention of Metabolic syndrome and Multi-metabolic disorders Study.

A B

FIGURE 2

A schematic illustration of the methods (A) and the targeted sequence and primers (B) for targeted bisulfite sequencing. Red represents the CpG loci 
assayed in the CORIN gene promoter (+27 ~ +190 bp from TSS). TSS: transcriptional start site.
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applied by combining the raw p-values of single CpG associations, 
weighted on the regression coefficient (35).

Analysis of the replication sample

To replicate and further examine whether CORIN promoter 
methylation at baseline predicted the risk of stroke incidence, 
we similarly examined the single CpG and gene-based associations 
between CORIN promoter methylation and stroke by constructing 
a competing-risks survival regression model. In this model, time 
(in years) to incident stroke was the dependent variable, baseline 
DNA methylation levels at each CpG site (after log2-
transformation) was the independent variable, and death from 
causes other than stroke was the competing event, adjusting for the 
covariates listed above.

Sensitivity analysis

To test whether the CpG sites identified can improve the predictive 
performance of the risk of stroke over traditional risk factors, 
we established and evaluated the predicting models fitted by the CpG 
methylation plus conventional risk factors versus conventional risk 
factors only. The net reclassification improvement (NRI) and 
integrated discrimination improvement (IDI) were calculated using 
the R packages “PredictABEL” and “nricens” in the discovery sample 
and “survIDINRI” in the replication sample.

Results

Clinical characteristics of participants

This study included 853 patients with ischemic stroke (mean aged 
62 years, 53% men) and 918 healthy controls (mean aged 61 years, 55% 
men) as in the discovery sample and 2,498 participants (mean aged 
53 years, 39% men) as the replication sample. Their clinical 
characteristics were presented in Table 1. In the discovery sample, 
cases of ischemic stroke as expected were more likely to be older and 
have more metabolic risk factors, such as hypertension, diabetes, 
lipids, and obesity than their healthy controls (all p < 0.05). In the 
replication sample, 88 participants developed stroke during follow-up. 
At baseline, they also had more risk factors listed above than those 
who remained free of stroke by the end of follow-up (all p < 0.05).

Association between CORIN promoter 
methylation and stroke in the discovery 
sample

As shown in Figure 3, DNA methylation levels at the 9 CpG sites 
assayed were all significantly lower in participants with ischemic 
stroke than in their healthy controls (all p < 0.05). After adjusting for 
confounding factors, DNA methylation levels at these CpG sites were 
also negatively associated with prevalent ischemic stroke (all p < 0.05, 
Table 2). These single CpG associations persisted after correction for 
multiple testing (all q < 0.05).

We further examined whether hypermethylation at multiple CpG 
sites could be  jointly associated with ischemic stroke. The mean 
methylation level of the 9 CpG sites was significantly lower in cases of 
ischemic stroke than in their healthy controls (median: 13.61% vs. 
15.48%, p < 0.001, Figure  3). After multivariate adjustment for 
conventional risk factors, it was also significantly associated with a 
lower risk of prevalent ischemic stroke (OR = 0.50, p < 0.001 for log2-
transformed methylation levels, Table 2). Similarly, the wTPM also 
found that DNA methylation of the 9 CpG sites in the CORIN 
promoter as a whole was significantly associated with ischemic stroke 
(p < 0.001).

Association between CORIN promoter 
methylation and stroke in the replication 
sample

We further examined whether CORIN promoter methylation 
assayed in the discovery sample predicted the future risk of stroke in 
a prospective cohort study – the Gusu cohort as an independent 
replication sample. Participants who developed stroke during 
follow-up had lower median levels of DNA methylation at CpG3 
(8.01% vs. 9.10%, p = 0.020), CpG8 (12.64% vs. 14.49%, p = 0.039), and 
CpG9 (12.03% vs. 13.50, p = 0.048) at baseline, compared to those who 
remained free of stroke by the end of follow-up (Figure  4). After 
adjusting for the same risk factors as the discovery sample, 
hypermethylation of these CpG sites seemed to be associated with a 
decreased risk of incident stroke during follow-up (Table 3). They 
were CpG3 located at Chr4:47840038 (HR = 0.74, p = 0.015), CpG8 
located at Chr4:47839941 (HR = 0.80, p = 0.047), and CpG9 located at 
Chr4:47839933 (HR = 0.82, p = 0.050). Nevertheless, none of them 
survived multiple testing corrections (all q > 0.05).

Although we did not find a significant association between the 
mean methylation level of the 9 CpG sites assayed and the risk of 
stroke (HR = 0.77, p = 0.116, Table 3), the wTPM found that DNA 
methylation at the 9 CpG sites was still jointly associated with the risk 
of future stroke in the replication sample (p = 0.027).

Results of sensitivity analysis

The results from the discovery and replication samples consistently 
showed that DNA methylation levels at 3 CpG sites (CpG3, CpG8, 
CpG9) may be  associated with stroke. Further, DNA methylation 
levels at these 3 CpG sites in the discovery sample, whereas only two 
of them (CpG3 and CpG9) in the replication sample could significantly 
improve the prediction performance over conventional risk factors as 
suggested by either NRI or IDI (Table 4).

Discussion

In Chinese adults participating in two independent samples, 
we  examined for the first time the association between DNA 
methylation at the CORIN gene promoter and stroke. We found that 
hypermethylation at three CpG sites (located at Chr4:47840038, 
Chr4:47839941, and Chr4:47839933) was not only associated with 
lower odds of prevalent ischemic stroke but also predicted a lower 
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future risk of stroke. DNA methylation levels at these CpG loci, the 
CpG located at Chr4:47840038  in particular, could increase the 
prediction power for the risk of stroke over conventional risk factors 

including behavioral and metabolic factors. Our results suggest that 
CORIN promoter methylation may play a potential role in the 
development of stroke through mechanisms beyond metabolic factors. 

TABLE 1 Clinical characteristics of participants in the discovery and replication samples.

Characteristics Discovery sample Replication sample*

Healthy 
control

Ischemic 
stroke

p-value Free of stroke Incident 
stroke

p-value

No. of participants 918 853 – 2,410 88

Age, years 61.2 ± 12.2 62.5 ± 12.1 0.026 52.4 ± 9.4 61.6 ± 8.9 <0.001

Sex, male (%) 503 (54.79) 453 (53.11) 0.507 926 (38.42) 36 (40.91) 0.719

Education level, high school or 

above (%)
580 (63.18) 732 (85.81) <0.001 494 (20.50) 13 (14.77) 0.239

Current smoking, n (%) 348 (37.91) 294 (34.47) 0.145 558 (23.15) 24 (27.27) 0.442

Current drinking, n (%) 253 (27.56) 222 (26.03) 0.500 443 (18.38) 22 (25.00) 0.153

Hypertension, n (%) 325 (35.40) 670 (78.55) <0.001 1,050 (43.57) 59 (67.05) <0.001

Diabetes, n (%) 27 (2.94) 165 (19.34) <0.001 203 (8.42) 14 (15.91) 0.024

Body mass index, kg/m2 22.36 ± 3.37 25.09 ± 3.39 <0.001 24.75 ± 3.59 25.67 ± 4.60 0.068

Systolic blood pressure, mmHg 134.6 ± 20.7 168.1 ± 16.8 <0.001 129.8 ± 17.0 138.2 ± 17.3 <0.001

Diastolic blood pressure, 

mmHg
80.0 ± 10.8 97.0 ± 10.7 <0.001 84.8 ± 9.3 86.2 ± 9.0 0.161

Fasting glucose, mmol/L 5.04 ± 1.18 6.78 ± 2.82 <0.001 5.38 ± 1.29 5.86 ± 2.32 0.057

Total cholesterol, mmol/L 4.66 ± 0.96 5.12 ± 1.16 <0.001 5.21 ± 1.77 5.38 ± 0.92 0.113

Triglycerides, mmol/L 1.56 ± 1.15 1.89 ± 4.96 0.054 1.46 ± 1.59 1.50 ± 1.40 0.798

LDL-cholesterol, mmol/L 3.01 ± 0.82 2.94 ± 0.98 0.115 2.99 ± 0.76 3.16 ± 0.77 0.048

HDL-cholesterol, mmol/L 1.34 ± 0.33 1.30 ± 0.41 0.032 1.51 ± 0.45 1.49 ± 0.38 0.686

All results were expressed with mean ± SD unless otherwise noted. LDL, low-density lipoprotein; HDL, high-density lipoprotein. *The baseline characteristics of study participants in the 
replication sample were presented in participants who developed stroke or not during follow-up.

FIGURE 3

A box plot showing the individual and average DNA methylation levels of CpG sites in the CORIN promoter region according to the status of ischemic 
stroke in the discovery sample. ***p < 0.001.
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Because DNA methylation is modifiable, CORIN promoter 
methylation may serve as a potential predictor or even probably a 
therapeutic target for stroke.

In line with our study, the potential role of corin in stroke has also 
been studied in previous studies. For example, a cell-based study 

found that the corin level was increased in cultured vascular 
endothelial cells stimulated by oxidized low-density lipoprotein, 
which is a major risk factor for atherosclerosis and stroke (11). In 
humans, CORIN gene polymorphisms have been associated with 
susceptibility to heart failure (13), cardiac hypertrophy (14), and 

TABLE 2 The cross-sectional association between CORIN promoter methylation and ischemic stroke in the discovery sample.

CpG loci Genomic 
position, 
GRCh37

Relative to 
TSS, bp

Methylation level,  
% Median (IQR)

OR (95%CI)* p q†

Ischemic 
stroke

Healthy 
controls

Single CpG association

CpG1 Chr4:47840096 27 34.60 (30.13–40.16) 37.00 (32.55–42.86) 0.37 (0.26–0.52) 1.68E-08 3.35E-08

CpG2 Chr4:47840051 72 11.61 (8.77–16.31) 13.91 (10.45–18.90) 0.56 (0.46–0.67) 1.66E-09 7.45E-09

CpG3 Chr4:47840038 85 7.94 (5.86–11.12) 8.67 (6.52–12.82) 0.69 (0.58–0.81) 6.44E-06 7.89E-06

CpG4 Chr4:47840029 94 8.63 (6.37–12.50) 10.40 (7.36–14.98) 0.66 (0.56–0.78) 7.59E-07 1.14E-06

CpG5 Chr4:47840012 111 11.56 (9.15–15.76) 13.13 (10.27–17.78) 0.65 (0.53–0.78) 7.01E-06 7.89E-06

CpG6 Chr4:47839981 142 13.63 (10.24–18.52) 16.48 (12.99–22.13) 0.49 (0.40–0.60) 1.12E-12 1.01E-11

CpG7 Chr4:47839946 177 9.62 (6.95–15.00) 11.66 (8.27–18.06) 0.64 (0.55–0.75) 1.86E-08 3.35E-08

CpG8 Chr4:47839941 182 11.83 (8.11–18.67) 13.96 (9.71–22.42) 0.63 (0.54–0.73) 3.21E-09 9.62E-09

CpG9 Chr4:47839933 190 11.36 (7.36–19.81) 12.50 (8.43–22.77) 0.75 (0.65–0.86) 4.22E-05 4.22E-05

Gene-based association

Average 13.61 (10.71–18.42) 15.48 (12.19–20.98) 0.50 (0.41–0.62) 3.38E-10

wTPM 2.00E-04

*Odds ratios indicate the risks of having ischemic stroke associated with a twofold increase in DNA methylation levels, adjusting for age, sex, education level, cigarette smoking, alcohol 
consumption, body mass index, low-and high-density lipoprotein cholesterol, hypertension, and diabetes. †q values indicate the significance level after correction for multiple testing by the 
false discovery rate approach. GRCh37: Genome Reference Consortium Human Build 37; TSS, transcription start site; OR, odds ratio; CI, confidence interval; wTPM, weighted truncated 
product method; IQR, inter-quartile range.

FIGURE 4

A box plot showing the individual and average DNA methylation levels of CpG sites in the CORIN promoter region according to the status of incident 
stroke in the replication sample. *p < 0.05; ns: p > 0.05.
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hypertension (15). Clinical studies have found that circulating levels 
of corin were associated with heart failure (16), atrial fibrillation (17), 
and myocardial infarction (18), as well as major adverse cardiovascular 
events after the onset of heart failure (36) and acute myocardial 
infarction (37), all of which shared many pathological mechanisms 
with stroke. Our previous case–control study including 597 stroke 
patients and 2,498 community-based healthy controls provided the 
first evidence for the association between serum corin levels and 
stroke (19). Recently, we further revealed a significant prospective 
association between serum corin at baseline and 10-year risk of stroke 
in the Gusu cohort (38). These findings consistently suggested a 
potential role of corin protein in stroke, but the molecular mechanisms 
through which corin contributes to stroke are not very clear.

DNA methylation is a modifiable chemical modification of the 
genome without changing the gene sequence and could repress 
gene expression by recruiting proteins associated with gene 

suppression or by preventing transcription factors from binding to 
DNA (39). Indeed, many risk factors of stroke have been associated 
with the level of DNA methylation, such as smoking (40), obesity 
(41), and hypertension (42). Compared with questionnaires, DNA 
methylation may better capture the influence of environmental 
factors and individual behavioral habits (which are difficult to 
quantify accurately) on the risk of stroke, therefore, DNA 
methylation may provide a more accurate prediction of stroke risk 
(43). It has been suggested to be involved in the pathogenesis of 
stroke in some small case–control studies. For example, 
epigenome-wide association studies (EWAS) have identified 
multiple epigenetic markers for stroke (44–46). Clinical studies 
found that DNA promoter methylation at some candidate genes, 
such as tumor necrosis factor (47), estrogen receptor alpha (27), 
and matrix metalloproteinase-2 (26) were associated with stroke. 
In a study including a discovery sample of 511 patients with 

TABLE 3 The prospective association between CORIN promoter methylation and stroke in the replication sample.

CpG loci Genomic 
position, 
GRCh37

Relative 
to TSS, bp

Methylation level,  
% Median (IQR)

HR (95%CI)* p q†

Developed 
stroke

Free of stroke

Single CpG association

CpG1 Chr4:47840096 27 35.98 (29.87–43.77) 36.88 (30.76–44.59) 0.86 (0.50–1.47) 5.77E-01 6.49E-01

CpG2 Chr4:47840051 72 13.54 (9.53–18.16) 13.83 (9.85–19.35) 0.80 (0.60–1.07) 1.33E-01 2.94E-01

CpG3 Chr4:47840038 85 8.01 (5.85–10.55) 9.10 (6.16–13.21) 0.74 (0.58–0.94) 1.53E-02 1.38E-01

CpG4 Chr4:47840029 94 10.10 (7.03–13.18) 10.54 (7.24–15.53) 0.86 (0.67–1.10) 2.28E-01 2.94E-01

CpG5 Chr4:47840012 111 14.05 (9.50–18.65) 13.39 (9.75–18.72) 0.95 (0.69–1.31) 7.45E-01 7.45E-01

CpG6 Chr4:47839981 142 15.16 (11.00–20.12) 16.24 (11.87–22.40) 0.83 (0.63–1.08) 1.68E-01 2.94E-01

CpG7 Chr4:47839946 177 10.76 (7.62–15.79) 12.06 (8.03–17.90) 0.87 (0.70–1.08) 2.09E-01 2.94E-01

CpG8 Chr4:47839941 182 12.64 (9.00–16.84) 14.49 (9.52–21.74) 0.80 (0.64–0.99) 4.65E-02 1.51E-01

CpG9 Chr4:47839933 190 12.03 (8.30–16.43) 13.50 (8.61–21.08) 0.82 (0.68–1.00) 5.04E-02 1.51E-01

Gene-based association

Average 14.65 (11.42–19.14) 15.84 (11.98–21.37) 0.77 (0.56–1.06) 1.16E-01

wTPM 2.67E-02

*Risks of incident stroke associated with a twofold increase in DNA methylation levels at baseline, after adjusting for age, sex, education level, cigarette smoking, alcohol consumption, body 
mass index, and low-and high-density lipoprotein cholesterol, hypertension, and diabetes. †q values indicate the significance level after correction for multiple testing by the false discovery rate 
approach. GRCh37, Genome Reference Consortium Human Build 37; TSS, transcription start site; HR, Hazard ratio; CI, confidence interval; wTPM, weighted truncated product method; 
IQR, inter-quartile range.

TABLE 4 Discrimination for stroke risk prediction by CORIN promoter methylation over conventional risk factors.

Prediction models Discovery sample Replication sample

NRI IDI p for IDI NRI IDI p for IDI

Conventional factors reference reference reference reference

Conventional factors + 

CpG3

0.252 (0.160–0.343) 0.014 (0.008–0.019) <0.001 0.172 (−0.031–0.446) 0.006 (0.001–0.017) 0.020

Conventional factors + 

CpG8

0.214 (0.123–0.306) 0.018 (0.011–0.024) <0.001 0.204 (−0.055–0.415) 0.004 (0.000–0.013) 0.119

Conventional factors + 

CpG9

0.119 (0.027–0.211) 0.011 (0.006–0.016) <0.001 0.313 (0.101–0.511) 0.004 (−0.001–0.014) 0.139

Conventional factors included age, sex, education level, cigarette smoking, alcohol consumption, body mass index, low- and high-density lipoprotein cholesterol, hypertension, and diabetes. 
NRI, net reclassification improvement; IDI, integrated discrimination index.
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first-ever acute ischemic stroke and a replication sample of 85 
patients with the same disease, biological age has been estimated 
based on DNA methylation at 71 CpG sites, and was found to be an 
independent predictor of 3-month ischemic stroke outcome 
evaluated by 3-month modified Rankin Scale (48), another study 
reported that biological age calculated by DNA methylation was 
associated with death within 3 months after ischemic stroke (49). 
Therefore, DNA methylation of the CORIN gene may exist as a 
potential molecular mechanism that regulates the expression or 
excretion of corin protein and thereby participates in the 
pathogenesis of stroke. Indeed, a case–control study including 731 
hypertension patients and 731 controls has demonstrated that 
CORIN gene methylation mediated the effect of CORIN SNVs on 
corin protein level (31). To the best of our knowledge, no study 
examined the association between DNA methylation at the CORIN 
gene and the risk of stroke. Leveraging two independent samples, 
our study provided initial evidence that CORIN promoter 
methylation may play an important role in the development 
of stroke.

Previous studies introduced that the contribution of methylation 
at single CpG sites to a complex phenotype was relatively small (50, 
51). This phenomenon was also observed in our study. DNA 
methylation levels of individual CpG sites at baseline could only 
explain 0.04–2.46% of the risk of stroke during follow-up. Although 
DNA methylation levels at the 9 CpG sites assayed were strongly 
correlated, only three CpG sites were associated with stroke, and none 
of them survived correction for multiple testing. Although a small 
effect size is not easy to be identified, the joint effect of multiple CpG 
sites may be stronger and more suitable for stroke risk prediction. 
Therefore, we examined the joint association between methylation of 
multiple CpG sites in the CORIN promoter with incident stroke and 
found a significant joint association. Our results indicated the 
importance of detecting the combined effect of methylation at 
multiple CpG sites on complex disorders.

The strengths of our study include independent replication, 
comprehensive measurement and adjustment for confounding 
factors, and application of weighted truncated product methods to 
test the joint association between CORIN promoter methylation 
and stroke. Some limitations need to be acknowledged. First, as an 
observational study, unknown confounders may influence the 
association that we found. The causality between CORIN promoter 
methylation and stroke is still unclear. Second, our participants 
only included Chinese adults. The generalizability of our results to 
other populations with different ethnic backgrounds is uncertain. 
Third, the methylation we detected came from peripheral blood 
genomic DNA. It is not clear whether it can reflect the effect of 
methylation in the target organs of stroke, such as the brain and 
arteries. However, there is increasing evidence that epimutations 
may not be limited to affected tissues, but can also be detected in 
peripheral blood (52). Fourth, whether CORIN promoter 
methylation affects gene expression and protein synthesis is still 
unknown and needs further investigation. Fifth, natriuretic 
peptide, the final activation hormone of the natriuretic peptide 
system to exert cardiovascular protection, may be affected by the 
methylation level of the CORIN gene, however, we did not have 
data on natriuretic peptides and could not include the levels of 
natriuretic peptide in this study.

Conclusion

In summary, hypermethylation of the CORIN gene promoter was 
not only associated with prevalent ischemic stroke but also predicted 
a lower future risk of incident stroke in Chinese adults. DNA 
methylation level of the CORIN promoter, the CpG located at 
Chr4:47840038 in particular, could be a predictor of incident stroke. 
Because DNA methylation is a modifiable molecular modification, 
CORIN promoter methylation could be a candidate therapeutic target 
for the prevention and management of stroke, although the underlying 
causality is still unclear.

Data availability statement

The original contributions presented in the study are publicly 
available. This data can be found at: https://doi.org/10.5061/dryad.
k3j9kd5bx.

Ethics statement

The studies involving human participants were reviewed and 
approved by the Soochow University Ethics Committee. The patients/
participants provided their written informed consent to participate in 
this study.

Author contributions

LC and JJ performed the data analysis and drafted the manuscript. 
HP and QZ developed the concept of the study design and revised the 
manuscript. JY, YL, and XZ obtained the clinical data and critically 
reviewed the manuscript. JJ, QZ, and HP contributed to the interpretation 
of the results. All authors read and approved the final manuscript.

Funding

This study was supported by the National Natural Science 
Foundation of China (nos. 82173596, 81903384, and 81872690), the 
Youth Program of Science and Technology for Invigorating Health 
through Science and Education in Suzhou (no. GSWS2019091), 
Suzhou Key Technologies of Prevention and Control of Major 
Diseases and Infectious Diseases (no. GWZX202001), and a Project 
of the Priority Academic Program Development of Jiangsu Higher 
Education Institutions.

Acknowledgments

We gratefully acknowledge the cooperation and participation of 
the members of the Gusu cohort. We especially thank the clinical staff 
at all participating hospitals for their support and contribution to this 
project. Without their contribution, this research would not have been 
possible. Targeted bisulfite sequencing was performed by 
Genesky Biotechnologies.

https://doi.org/10.3389/fneur.2023.1103374
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://doi.org/10.5061/dryad.k3j9kd5bx
https://doi.org/10.5061/dryad.k3j9kd5bx


Chen et al. 10.3389/fneur.2023.1103374

Frontiers in Neurology 09 frontiersin.org

Conflict of interest

The authors declare that the research was conducted in the 
absence of any commercial or financial relationships that could 
be construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the 
authors and do not necessarily represent those of their affiliated 

organizations, or those of the publisher, the editors and the 
reviewers. Any product that may be evaluated in this article, or 
claim that may be made by its manufacturer, is not guaranteed or 
endorsed by the publisher.

Supplementary material

The Supplementary material for this article can be found online 
at: https://www.frontiersin.org/articles/10.3389/fneur.2023.1103374/
full#supplementary-material

References
 1. Rubattu S, Forte M, Marchitti S, Volpe M. Molecular implications of natriuretic 

peptides in the protection from hypertension and target organ damage development. Int 
J Mol Sci. (2019) 20:798. doi: 10.3390/ijms20040798

 2. Feigin VL, Stark BA, Johnson CO, Roth GA, Bisignano C, Abady GG, et al. Global, 
regional, and national burden of stroke and its risk factors, 1990–2019: a systematic 
analysis for the global burden of disease study 2019. Lancet Neurol. (2021) 20:795–820. 
doi: 10.1016/S1474-4422(21)00252-0

 3. Ma Q, Li R, Wang L, Yin P, Wang Y, Yan C, et al. Temporal trend and attributable 
risk factors of stroke burden in China, 1990–2019: an analysis for the global burden of 
disease study 2019. Lancet Public Health. (2021) 6:e897–906. doi: 10.1016/
S2468-2667(21)00228-0

 4. Di Castelnuovo A, Veronesi G, Costanzo S, Zeller T, Schnabel RB, de Curtis A, et al. 
NT-pro BNP (N-terminal pro-B-type natriuretic peptide) and the risk of stroke. Stroke. 
(2019) 50:610–7. doi: 10.1161/STROKEAHA.118.023218

 5. Wang TJ, Larson MG, Levy D, Benjamin EJ, Leip EP, Omland T, et al. Plasma 
natriuretic peptide levels and the risk of cardiovascular events and death. N Engl J Med. 
(2004) 350:655–63. doi: 10.1056/NEJMoa031994

 6. Katan M, Fluri F, Schuetz P, Morgenthaler NG, Zweifel C, Bingisser R, et al. 
Midregional pro-atrial natriuretic peptide and outcome in patients with acute ischemic 
stroke. J Am Coll Cardiol. (2010) 56:1045–53. doi: 10.1016/j.jacc.2010.02.071

 7. Yan W, Sheng N, Seto M, Morser J, Wu Q. Corin, a mosaic transmembrane serine 
protease encoded by a novel cDNA from human heart. J Biol Chem. (1999) 
274:14926–35. doi: 10.1074/jbc.274.21.14926

 8. Hooper JD, Scarman AL, Clarke BE, Normyle JF, Antalis TM. Localization of the 
mosaic transmembrane serine protease corin to heart myocytes. Eur J Biochem. (2000) 
267:6931–7. doi: 10.1046/j.1432-1033.2000.01806.x

 9. Wu F, Yan W, Pan J, Morser J, Wu Q. Processing of pro-atrial natriuretic peptide by 
corin in cardiac myocytes. J Biol Chem. (2002) 277:16900–5. doi: 10.1074/jbc.
M201503200

 10. Ichiki T, Huntley BK, Burnett JC. BNP molecular forms and processing by the 
cardiac serine protease corin. Adv Clin Chem. (2013) 61:4. doi: 10.1016/
B978-0-12-407680-8.00001-4

 11. Jiang J, Zhou Q, Sun M, Zuo F, Jiang J. Corin is highly expressed in atherosclerosis 
models. Biochem Biophys Res Commun. (2018) 504:440–6. doi: 10.1016/j.
bbrc.2018.08.173

 12. Chan JCY, Knudson O, Wu F, Morser J, Dole WP, Wu Q. Hypertension in mice 
lacking the proatrial natriuretic peptide convertase corin. Proc Natl Acad Sci U S A. 
(2005) 102:785–90. doi: 10.1073/pnas.0407234102

 13. Rame JE, Tam SW, McNamara D, Worcel M, Sabolinski ML, Wu AH, et al. 
Dysfunctional corin i555 (p568) allele is associated with impaired brain natriuretic 
peptide processing and adverse outcomes in blacks with systolic heart failure: results 
from the genetic risk assessment in heart failure substudy. Circ Heart Fail. (2009) 
2:541–8. doi: 10.1161/CIRCHEARTFAILURE.109.866822

 14. Rame JE, Drazner MH, Post W, Peshock R, Lima J, Cooper RS, et al. Corin 
I555(P568) allele is associated with enhanced cardiac hypertrophic response to increased 
systemic afterload. Hypertension. (2007) 49:857–64. doi: 10.1161/01.
HYP.0000258566.95867.9e

 15. Chen YL, Li TJ, Hao Y, Wu BG, Li H, Geng N, et al. Association of rs2271037 and 
rs3749585 polymorphisms in CORIN with susceptibility to hypertension in a Chinese 
Han population: a case-control study. Gene. (2018) 651:79–85. doi: 10.1016/j.
gene.2018.01.080

 16. Yu Z, Lu X, Xu W, Jin M, Tao Y, Zhou X. Serum corin is associated with the risk of 
chronic heart failure. Oncotarget. (2017) 8:100353–7. doi: 10.18632/oncotarget.22227

 17. Chen F, Xia Y, Liu Y, Zhang Y, Song W, Zhong Y, et al. Increased plasma corin 
levels in patients with atrial fibrillation. Clin Chim Acta. (2015) 447:79–85. doi: 10.1016/j.
cca.2015.05.017

 18. Zhang SM, Shen JX, Li H, Zhao P, Xu G, Chen JC. Association between serum 
corin levels and risk of acute myocardial infarction. Clin Chim Acta. (2016) 452:134–7. 
doi: 10.1016/j.cca.2015.11.012

 19. Peng H, Zhu F, Shi J, Han X, Zhou D, Liu Y, et al. Serum soluble Corin is decreased 
in stroke. Stroke. (2015) 46:1758–63. doi: 10.1161/STROKEAHA.114.008368

 20. Hu W, Chen S, Song Y, Zhu F, Shi J, Han X, et al. Serum soluble Corin deficiency 
predicts major disability within 3 months after acute stroke. PLoS One. (2016) 
11:e0163731. doi: 10.1371/journal.pone.0163731

 21. Knappe S, Wu F, Masikat MR, Morser J, Wu Q. Functional analysis of the 
transmembrane domain and activation cleavage of human corin: design and 
characterization of a soluble corin. J Biol Chem. (2003) 278:52363–70. doi: 10.1074/jbc.
M309991200

 22. Wang C, Ni W, Yao Y, Just A, Heiss J, Wei Y, et al. DNA methylation-based 
biomarkers of age acceleration and all-cause death, myocardial infarction, stroke, and 
cancer in two cohorts: the NAS, and KORA F4. EBioMedicine. (2021) 63:103151. doi: 
10.1016/j.ebiom.2020.103151

 23. Lin R-T, Hsi E, Lin H-F, Liao Y-C, Wang Y-S, Juo S-HH. LINE-1 methylation is 
associated with an increased risk of ischemic stroke in men. Curr Neurovasc Res. (2014) 
11:4–9. doi: 10.2174/1567202610666131202145530

 24. Baccarelli A, Wright R, Bollati V, Litonjua A, Zanobetti A, Tarantini L, et al. 
Ischemic heart disease and stroke in relation to blood DNA methylation. Epidemiology. 
(2010) 21:819–28. doi: 10.1097/EDE.0b013e3181f20457

 25. Qin X, Li J, Wu T, Wu Y, Tang X, Gao P, et al. Overall and sex-specific associations 
between methylation of the ABCG1 and APOE genes and ischemic stroke or other 
atherosclerosis-related traits in a sibling study of Chinese population. Clin Epigenetics. 
(2019) 11:189. doi: 10.1186/s13148-019-0784-0

 26. Lin HF, Hsi E, Huang LC, Liao YC, Juo SH, Lin RT. Methylation in the matrix 
metalloproteinase-2 gene is associated with cerebral ischemic stroke. J Investig Med. 
(2017) 65:794–9. doi: 10.1136/jim-2016-000277

 27. Lin HF, Hsi E, Liao YC, Chhor B, Hung J, Juo SHH, et al. Demethylation of 
circulating estrogen receptor alpha gene in cerebral ischemic stroke. PLoS One. (2015) 
10:e0139608. doi: 10.1371/journal.pone.0139608

 28. Patsouras MD, Vlachoyiannopoulos PG. Evidence of epigenetic alterations in 
thrombosis and coagulation: a systematic review. J Autoimmun. (2019) 104:102347. doi: 
10.1016/j.jaut.2019.102347

 29. Wei Y, Sun Z, Wang Y, Xie Z, Xu S, Xu Y, et al. Methylation in the TP53 promoter 
is associated with ischemic stroke. Mol Med Rep. (2019) 20:1404–10. doi: 10.3892/
mmr.2019.10348

 30. He J, Zhang Y, Xu T, Zhao Q, Wang D, Chen CS, et al. Effects of immediate blood 
pressure reduction on death and major disability in patients with acute ischemic stroke: 
the CATIS randomized clinical trial. JAMA. (2014) 311:479–89. doi: 10.1001/
jama.2013.282543

 31. Zhang H, Mo X, Qian Q, Zhou Z, Zhu Z, HuangFu X, et al. Associations between 
potentially functional CORIN SNPs and serum corin levels in the Chinese Han 
population. BMC Genet. (2019) 20:99. doi: 10.1186/s12863-019-0802-4

 32. Pu W, Wang C, Chen S, Zhao D, Zhou Y, Ma Y, et al. Targeted bisulfite 
sequencing identified a panel of DNA methylation-based biomarkers for esophageal 
squamous cell carcinoma (ESCC). Clin Epigenetics. (2017) 9:129. doi: 10.1186/
s13148-017-0430-7

 33. American DA. 2. Classification and diagnosis of diabetes: standards of medical 
Care in Diabetes-2019. Diabetes Care. (2019) 42:S13–28. doi: 10.2337/dc19-S002

 34. Liu L-S. 2010 Chinese guidelines for the management of hypertension. Zhonghua 
Xin Xue Guan Bing Za Zhi. (2011) 39:579–615.

 35. Zaykin DV, Zhivotovsky LA, Westfall PH, Weir BS. Truncated product method for 
combining P-values. Genet Epidemiol. (2002) 22:170–85. doi: 10.1002/gepi.0042

https://doi.org/10.3389/fneur.2023.1103374
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://www.frontiersin.org/articles/10.3389/fneur.2023.1103374/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fneur.2023.1103374/full#supplementary-material
https://doi.org/10.3390/ijms20040798
https://doi.org/10.1016/S1474-4422(21)00252-0
https://doi.org/10.1016/S2468-2667(21)00228-0
https://doi.org/10.1016/S2468-2667(21)00228-0
https://doi.org/10.1161/STROKEAHA.118.023218
https://doi.org/10.1056/NEJMoa031994
https://doi.org/10.1016/j.jacc.2010.02.071
https://doi.org/10.1074/jbc.274.21.14926
https://doi.org/10.1046/j.1432-1033.2000.01806.x
https://doi.org/10.1074/jbc.M201503200
https://doi.org/10.1074/jbc.M201503200
https://doi.org/10.1016/B978-0-12-407680-8.00001-4
https://doi.org/10.1016/B978-0-12-407680-8.00001-4
https://doi.org/10.1016/j.bbrc.2018.08.173
https://doi.org/10.1016/j.bbrc.2018.08.173
https://doi.org/10.1073/pnas.0407234102
https://doi.org/10.1161/CIRCHEARTFAILURE.109.866822
https://doi.org/10.1161/01.HYP.0000258566.95867.9e
https://doi.org/10.1161/01.HYP.0000258566.95867.9e
https://doi.org/10.1016/j.gene.2018.01.080
https://doi.org/10.1016/j.gene.2018.01.080
https://doi.org/10.18632/oncotarget.22227
https://doi.org/10.1016/j.cca.2015.05.017
https://doi.org/10.1016/j.cca.2015.05.017
https://doi.org/10.1016/j.cca.2015.11.012
https://doi.org/10.1161/STROKEAHA.114.008368
https://doi.org/10.1371/journal.pone.0163731
https://doi.org/10.1074/jbc.M309991200
https://doi.org/10.1074/jbc.M309991200
https://doi.org/10.1016/j.ebiom.2020.103151
https://doi.org/10.2174/1567202610666131202145530
https://doi.org/10.1097/EDE.0b013e3181f20457
https://doi.org/10.1186/s13148-019-0784-0
https://doi.org/10.1136/jim-2016-000277
https://doi.org/10.1371/journal.pone.0139608
https://doi.org/10.1016/j.jaut.2019.102347
https://doi.org/10.3892/mmr.2019.10348
https://doi.org/10.3892/mmr.2019.10348
https://doi.org/10.1001/jama.2013.282543
https://doi.org/10.1001/jama.2013.282543
https://doi.org/10.1186/s12863-019-0802-4
https://doi.org/10.1186/s13148-017-0430-7
https://doi.org/10.1186/s13148-017-0430-7
https://doi.org/10.2337/dc19-S002
https://doi.org/10.1002/gepi.0042


Chen et al. 10.3389/fneur.2023.1103374

Frontiers in Neurology 10 frontiersin.org

 36. Zhou X, Chen JC, Liu Y, Yang H, du K, Kong Y, et al. Plasma Corin as a predictor 
of cardiovascular events in patients with chronic heart failure. JACC Heart Fail. (2016) 
4:664–9. doi: 10.1016/j.jchf.2016.03.006

 37. Zhou X, Chen J, Zhang Q, Shao J, du K, Xu X, et al. Prognostic value of plasma 
soluble Corin in patients with acute myocardial infarction. J Am Coll Cardiol. (2016) 
67:2008–14. doi: 10.1016/j.jacc.2016.02.035

 38. Chen L, Zhang Q, Zhang M, Yu J, Ren L, Li J, et al. Soluble Corin predicts the risk 
of cardiovascular disease: a 10-year follow-up study. JACC. (2022) 2:490–501. doi: 
10.1016/j.jacasi.2022.01.004

 39. Moore LD, Le T, Fan G. DNA methylation and its basic function. 
Neuropsychopharmacology. (2013) 38:23–38. doi: 10.1038/npp.2012.112

 40. Fragou D, Pakkidi E, Aschner M, Samanidou V, Kovatsi L. Smoking and DNA 
methylation: correlation of methylation with smoking behavior and association with 
diseases and fetus development following prenatal exposure. Food Chem Toxicol. (2019) 
129:312–27. doi: 10.1016/j.fct.2019.04.059

 41. Strazzullo P, D'Elia L, Cairella G, Garbagnati F, Cappuccio FP, Scalfi L. Excess body 
weight and incidence of stroke: meta-analysis of prospective studies with 2 million 
participants. Stroke. (2010) 41:e418–26. doi: 10.1161/STROKEAHA.109.576967

 42. Stoll S, Wang C, Qiu H. DNA methylation and histone modification in 
hypertension. Int J Mol Sci. (2018) 19:1174. doi: 10.3390/ijms19041174

 43. Wang L, Paré G, Rundek T. DNA methylation predicts stroke outcome better: the 
epigenetic clock is ticking. Neurology. (2017) 89:758–9. doi: 10.1212/WNL.0000000000004278

 44. Shen Y, Peng C, Bai Q, Ding Y, Yi X, Du H, et al. Epigenome-wide association study 
indicates Hypomethylation of MTRNR2L8 in large-artery atherosclerosis stroke. Stroke. 
(2019) 50:1330–8. doi: 10.1161/STROKEAHA.118.023436

 45. Soriano-Tarraga C, Lazcano U, Giralt-Steinhauer E, Avellaneda-Gómez C, Ois Á, 
Rodríguez-Campello A, et al. Identification of 20 novel loci associated with ischaemic 

stroke. Epigenome-wide association study. Epigenetics. (2020) 15:988–97. doi: 
10.1080/15592294.2020.1746507

 46. Rask-Andersen M, Martinsson D, Ahsan M, Enroth S, Ek WE, Gyllensten U, et al. 
Epigenome-wide association study reveals differential DNA methylation in individuals 
with a history of myocardial infarction. Hum Mol Genet. (2016) 25:4739–48. doi: 
10.1093/hmg/ddw302

 47. Gomez-Uriz AM, Goyenechea E, Campion J, Javier F, De-Arce A, Martínez MT, 
et al. Epigenetic patterns of two gene promoters (TNF-alpha and PON) in stroke 
considering obesity condition and dietary intake. J Physiol Biochem. (2014) 70:603–14. 
doi: 10.1007/s13105-014-0316-5

 48. Soriano-Tárraga C, Mola-Caminal M, Giralt-Steinhauer E, Ois A, Rodríguez-
Campello A, Cuadrado-Godia E, et al. Biological age is better than chronological as 
predictor of 3-month outcome in ischemic stroke. Neurology. (2017) 89:830–6. doi: 
10.1212/WNL.0000000000004261

 49. Soriano-Tarraga C, Giralt-Steinhauer E, Mola-Caminal M, Ois A, Rodríguez-
Campello A, Cuadrado-Godia E, et al. Biological age is a predictor of mortality in 
ischemic stroke. Sci Rep. (2018) 8:4148. doi: 10.1038/s41598-018-22579-0

 50. Breton CV, Marsit CJ, Faustman E, Nadeau K, Goodrich JM, Dolinoy DC, et al. 
Small-magnitude effect sizes in epigenetic end points are important in Children's 
environmental health studies: the Children's environmental health and disease 
prevention research Center's epigenetics working group. Environ Health Perspect. (2017) 
125:511–26. doi: 10.1289/EHP595

 51. Peng H, Zhu Y, Goldberg J, Vaccarino V, Zhao J. DNA methylation of five Core 
circadian genes jointly contributes to glucose metabolism: a gene-set analysis in 
monozygotic twins. Front Genet. (2019) 10:329. doi: 10.3389/fgene.2019.00329

 52. Menke A, Binder EB. Epigenetic alterations in depression and antidepressant 
treatment. Dialogues Clin Neurosci. (2014) 16:395–404. doi: 10.31887/DCNS.2014.16.3/
amenke

https://doi.org/10.3389/fneur.2023.1103374
https://www.frontiersin.org/journals/neurology
https://www.frontiersin.org
https://doi.org/10.1016/j.jchf.2016.03.006
https://doi.org/10.1016/j.jacc.2016.02.035
https://doi.org/10.1016/j.jacasi.2022.01.004
https://doi.org/10.1038/npp.2012.112
https://doi.org/10.1016/j.fct.2019.04.059
https://doi.org/10.1161/STROKEAHA.109.576967
https://doi.org/10.3390/ijms19041174
https://doi.org/10.1212/WNL.0000000000004278
https://doi.org/10.1161/STROKEAHA.118.023436
https://doi.org/10.1080/15592294.2020.1746507
https://doi.org/10.1093/hmg/ddw302
https://doi.org/10.1007/s13105-014-0316-5
https://doi.org/10.1212/WNL.0000000000004261
https://doi.org/10.1038/s41598-018-22579-0
https://doi.org/10.1289/EHP595
https://doi.org/10.3389/fgene.2019.00329
https://doi.org/10.31887/DCNS.2014.16.3/amenke
https://doi.org/10.31887/DCNS.2014.16.3/amenke

	Association between CORIN promoter methylation and stroke: Results from two independent samples of Chinese adults
	Introduction
	Methods
	Study participants
	Quantification of CORIN promoter methylation
	Assessment of risk factors
	Statistical analysis
	Analysis of the discovery sample
	Analysis of the replication sample
	Sensitivity analysis

	Results
	Clinical characteristics of participants
	Association between CORIN promoter methylation and stroke in the discovery sample
	Association between CORIN promoter methylation and stroke in the replication sample
	Results of sensitivity analysis

	Discussion
	Conclusion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note

	References

