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Abstract

Background: Atherosclerosis is the primary cause of coronary heart disease (CHD), preceding the onset of
cardiovascular disease by decades in most cases. Here we examine the association between single nucleotide
polymorphisms (SNPs) integrated on Metabochip and coronary artery calcification (CAC), a valid risk factor for CHD,
in an unselected, population-based German cohort.

Methods: The Metabochip is a custom iSELECT array containing >195,000 SNPs that was designed to support
large-scale follow-up of putative associations for metabolic and cardiovascular-associated traits. We used
generalized linear regression models to explore the impact of Metabochip SNPs on quantitative CAC in 4,329
participants.

Results: The 9p21 variant, rs1537373, was most strongly associated (Beta = 0.30; 95% confidence interval (CI) = 0.21-0.39;
p = 4.05x10-11) with quantitative CAC. The second strongest association with CAC was with rs9349379 in the phosphatase
and actin regulator 1 gene, PHACTR1, (Beta = 0.30; 95% CI = 0.22-0.40; p = 4.67x10-11). Both SNPs remained nominally
significant in dichotomized analyses for the presence of any CAC (odds ratiors1537373 (OR) = 1.19; 95% CI = 1.07-1.31;
p = 0.001 and ORrs9349379 = 1.26; 95% CI = 1.14-1.40); p = 1.5x10-5). Fine mapping of the 9p21 and PHACTR1 gene region
revealed several other SNPs that were strongly associated with CAC.

Conclusion: We demonstrate that SNPs near 9p21 and in PHACTR1 that have previously been shown to be associated
with CHD are strongly associated with CAC in the Heinz Nixdorf Recall Study cohort. Our findings suggest that the 9p21
and 6q24 loci might be involved in cardiac outcome via promoting development of atherosclerosis in the coronary
arteries.
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Background
Atherosclerosis is the primary cause of coronary heart
disease (CHD), one of the key causes for death and mor-
bidity in the industrialized world [1,2]. Atherosclerosis in
the arterial wall precedes the onset of most cases of clinic-
ally apparent cardiovascular disease by decades [3]. Cor-
onary artery calcification (CAC) is one of the most
sensitive and specific markers of coronary atherosclerotic
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plaque burden. CAC quantification has been shown to im-
prove the ability to predict future CHD events [4,5]. Nu-
merous environmental and genetic factors have been
demonstrated to influence CAC, and strong heritability of
CAC has been shown to account for around 40% of the
observed genetic variance [6-8]. Several CHD risk factors,
including male gender, age, elevated blood pressure, low-
density lipoprotein and diabetes, have been shown to be
related with CAC [9-12].
Several genome-wide association studies (GWASs)

identified novel gene loci for CHD, to which CAC is one
of the precursors [13-25]. The CHARGE consortium
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Table 1 Characteristics of the study population*

Variable Males (n = 2158) Females (n = 2171)

Age, years† 59.8 ± 7.80 59. 7 ± 7.80

Known coronary heart disease* 223 (10.3) 62 (2.9)

CAC score ‡ 76. 5 (6.7; 351.8) 2.1 (0.0; 43.8)

Loge(CAC score + 1)‡ 4.35 (2.0; 5.9) 1.13 (0.0; 3.8)

Presence of any CAC*

0 337 (15.6) 948 (43.7)

> 0 1821 (84.2) 1223 (56.3)

† Data are given as mean ± SD.
* Data are given as number (percentage).
‡ Data are given as median (quartile 1; quartile 3).
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recently reported strong associations between CAC and
several single nucleotide polymorphisms (SNPs) located
on chromosome 9p21 and the phosphatase and actin
regulator 1 gene, PHACTR1 [26].
While genome-wide findings have often been replicated

for individual SNPs (at α = 5 × 10-8), causal variants could
not be identified using classical fine mapping of a limited
number of markers in most cases due to inadequate sample
availability or the lack of defined phenotypes information.
The next generation of high-density custom SNP array, the
Metabochip, was designed to support fine-mapping. About
200,000 SNPs related to atherosclerotic-cardiovascular and
metabolic traits are embedded on the Metabochip [27].
Thus, the Metabochip is a state-of-the-art summary of rele-
vant genetic variability which will be explored in this study.
Only few studies to date have assessed the role of gen-

etic factors for subphenotypes, such as CAC, of coronary
artery disease (CAD). The examination of specific genetic
variations affecting CAC may help explain the essential
mechanisms leading to CHD and might aid development
of strategies to predict and prevent CHD. Here we aimed
to further this effort by evaluating SNPs associated with
CAC using the Metabochip in unselected, population-
based participants in the German Heinz Nixdorf Recall
Study. Since the Metabochip also includes the loci
detected by the CHARGE consortium [26], our study can
also be regarded as an independent replication in a second
cohort.
Methods
Study population
We used baseline data from the Heinz Nixdorf Recall
Study (Risk Factors, Evaluation of Coronary Calcium
and Lifestyle), comprising 4,814 participants spanning
45–75 years of age. Participants were randomly selected
from registration lists between 2000 and 2003 from the
densely populated Ruhr metropolitan area in Germany
(residents of Essen, Bochum and Mühlheim). We followed
a study which previously described study rationale and de-
sign [28]. Information for genotype, gender, age and CAC
was available for 4,329 of 4,814 participants (Table 1).
Baseline CHD was assessed as self-report of previous
events (myocardial infarction and/or revascularization
of coronary arteries including balloon dilation and coron-
ary bypass surgery). CAC was assessed by non-enhanced
electron-beam CT (C-150 scanner, GE Imatron, San
Francisco, CA, USA), as previously described [28]. The
study was approved by the local ethics committees, and
conducted in accordance with the Declaration of Helsinki
and guidelines for good epidemiological practice, in-
cluding extended quality management procedures and
recertification according to DIN ISO 9001:2001. Informed
consent was obtained from all participants.
SNP genotyping
Lymphocyte DNA was isolated from EDTA anti-
coagulated venous blood using the Chemagic Magnetic
Separation Module I (Chemagen, Baesweiler, Germany).
Genotyping was performed on Metabochip BeadArrays
(Illumina, San Diego, CA, USA). Quality control utilized
the PLINK (v1.07) software package [29]. Genotyping
was conducted on a total of 4,570 samples, of which 52
samples were excluded from data analysis because of i)
gender inconsistency, ii) identical-by-state was estimated
to measure the degree of recent shared ancestry for a
pair of individuals. We removed one individual from
each pair of putatively-related samples defined as an
identity by descent value greater than 0.185 or iii) a sam-
ple call rate less than 97%. Out of the 196,725 SNP
probes arrayed on Metabochip, 4,464 were excluded be-
cause they had call rates less than 95% or because the
Hardy Weinberg equilibrium Pexact was less than 1×10-4.

Statistical analyses
The association between each SNP and the loge trans-
formed CAC score +1 was analysed using linear regres-
sion with adjustment for age and gender in an additive
genetic model as described previously [30]. Logistic re-
gression was used for the sensitivity analysis of binary
CAC outcome (CAC > 0 as presence and CAC = 0 as ab-
sence of CAC adjusted for gender and age). All analyses
were repeated after excluding individuals who had CHD
at baseline (n = 285), resulting in a study sample size of
4,035. Gender-stratified analyses were also performed for
the top SNPs. A large proportion of Metabochip consists
of SNPs for the fine mapping of loci that were robustly
associated in meta-analysis [27]. To address the between-
marker linkage disequilibrium (LD), we first used the
pruning technique implemented as “clump” procedure in
PLINK [29]. This procedure selects all SNPs having nom-
inal p-values ≤ 0.0001 that have not already been clumped
(denoted as index SNPs). Each index SNP then forms
clumps with other SNPs that are within ± 250 kb from
the index SNP and that are in LD with the index SNP
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(r2 ≥ 0.50). If separate signals from the same locus were
associated with CAC, a conditional analysis was performed
in PLINK using linear regression adjusted for the covariates
age and gender, and the lead SNP at the neighboring
signals. We applied a conservative Bonferroni correction
with a significance level of α = 2.6×10-7 (0.05/192261). A p-
value between 2.6×10-7 and 1×10-5 was considered as mod-
erate evidence for association. SNPs having p ≤ 1.0×10-5

within the "clump" of significant SNPs are reported in
Additional file 1: Table S1. All other SNPs with p ≤ 1.0×10-5

are reported in Additional file 2: Table S2. SNPs reported
to be associated with CAC by the CHARGE consortium
and SNPs reported to be associated with CHD by the
CARDIOGRAM consortium are listed in Additional file 3:
Table S3 [23,26]. Power calculations were made using the
QUANTO Version 1.2.3 software (http://hydra.usc.edu/
gxe) considering a minor allele frequency ≥ 20% and
α = 2.6×10-7 (two-sided). Power was over 90% for the
3,044 individuals with CAC > 0 assuming a standard
normally distributed quantitative trait locus and a
standardized effect size of 0.2 in units of standard
deviations for each risk allele under an additive mode of
inheritance without dominance effects. Thus, our study
was well powered to detect a relatively strong effect size of
quantitative CAC predisposing variants when controlling
for multiple testing. For the gender-stratified analyses with
CAC > 0, power was over 38% for males (n = 1,821) and
over 12% for females (n = 1,223). We reported 95% confi-
dence intervals (95% CI) for all estimates and nominal,
two-sided p-values that are, unless otherwise stated, not
adjusted for multiple testing. All analyses were done using
PLINK v1.07 [29].

Results
SNPs associated with coronary artery calcification
The lead SNPs having p ≤ 2.6×10-7 in each clump was iden-
tified by calculating the effect size estimators (Betas) for the
linear regression models with quantitative transformed
CAC (loge(CAC score + 1)) (Table 2). The strongest associ-
ation was observed for rs1537373 on chromosome 9p21
(Beta = 0.30; 95% CI = 0.21-0.39; p = 4.05×10-11). Even in
the dichotomized CAC analysis, rs1537373 remained nom-
inally significant (p = 0.001) with an increased risk for the
Table 2 Results of the genetic association analyses for loge(C
model), gender and age as predictors in a linear regression m

CHR Gene SNP Physical
position

Minor
allele
(MAF)

loge(CAC score +

Beta (95% CI)

9 CDKN2A/2B rs1537373 22093341 G (0.47) 0.30 (0.21-0.39)

rs10965219 22043687 G (0.48) 0.25 (0.16-0.39)

6 PHACTR1 rs9349379 13011943 G (0.39) 0.30 (0.22-0.40)

CHR Chromosome number; SNP single nucleotide polymorphism; MAF minor allele
calcium and CHD coronary heart disease.
presence of CAC (odds ratio for each G risk allele = 1.19;
95% CI = 1.07-1.31). The rs10965219 SNP was also
associated with quantitative CAC (Beta = 0.25; 95%
CI = 0.16-0.39; p = 1.32×10-7). It belongs to a separate
clump and is located 50kb upstream of rs1537373. In the
clump including rs1537373, 45 additional SNPs are
located that were also associated with CAC (p ≤ 1×10-5,
Additional file 1: Table S1). Similarly, 66 SNPs were also
associated (p ≤ 1.0×10-5) with CAC within the clump in-
cluding the rs10965219 SNP. Apart from SNPs at the
chromosome 9p21 locus, the rs9349379 SNP located in
the phosphatase and actin regulator 1 gene (PHACTR1)
on chromosome 6p24 was significantly associated with
CAC (Beta = 0.30; 95% CI = 0.22-0.40; p = 4.67×10-11). No
other SNP besides rs9349379 was present in this clump
that was significantly associated with quantitative CAC
(p ≤ 1.0×10-05). SNP rs9349379 was also nominally sig-
nificant in the dichotomized analysis with an increased
risk for presence of CAC (odds ratio for each G risk
allele = 1.26; 95% CI = 1.14-1.4; p = 1.47×10-5). In a
sensitivity analysis, we excluded all participants with
prevalent CHD at baseline. The beta estimates for this
analysis hardly changed (Table 2), with the largest change
(Beta = 0.04, from 0.30-0.26) observed for rs1537373 at
chromosome 9p21. In an explorative gender-stratified
analysis (Table 3), the chromosome 9p21 SNPs showed a
descriptively stronger effect for association with CAC in
males compared to females. On the other hand, the effect
of association for rs9349379 in the PHACTR1 gene with
CAC was stronger in females as compared to males.
However, only rs10965219 showed a marginally signifi-
cant genotype and gender interaction (after Bonferroni
correction) (Betars10965219xgender = −0.23; 95% CI = −0.4
to −0.05); p = 0.01).
Since several separate signals at the 9p21 locus were

associated with CAC in our study, we carried out conditional
analyses to better understand these associations. The effect
of rs1537373 remained (Beta = 0.24; 95% CI = 0.13-0.35;
p = 1.64×10-5), even after adjusting for the neighbouring
lead SNP rs10965219. However, effect of rs10965219
almost disappeared (Beta = 0.06; 95% CI = −0.002 to 0.22);
p = 0.06) after adjusting for rs1537373. Of the 2 associated
9p21 region SNPs only rs1537373 remained significantly
AC score + 1) using Metabochip SNPs (additive genetic
odel

1) loge(CAC +1) without CHD dichotomized CAC

P Beta (95% CI) P OR (95% CI) P

4.05x10-11 0.26 (0.17-0.35) 1.52x10-8 1.19 (1.07-1.31) 0.001

1.32x10-7 0.23 (0.14-0.32) 1.28x10-6 1.16 (1.05-1.29) 0.005

4.67x10-11 0.31 (0.22-0.40) 3.48x10-11 1.26 (1.14-1.4) 1.47x10-5

frequency from our data; 95% CI 95% confidence interval; CAC coronary artery
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Table 3 Results of the genetic association analyses for loge(CAC score + 1) using Metabochip SNPs (additive genetic
model) and age as predictors in a linear regression model for females and males

CHR Gene SNP Physical
position

Gender-SNP Interaction Females Males

Beta (95% CI) P Beta (95% CI) P Beta (95% CI) P

9 CDKN2A/2B rs1537373 22093341 −0.07 (−0.25 to 0.11) 0.44 0.27 (0.15-0.39) 1.28x10-5 0.34 (0.21-0.47) 6.76x10-7

rs10965219 22043687 −0.23 (−0.41 to -0.06) 0.01 0.13 (0.01-0.26) 0.03 0.36 (0.23-0.50) 1.25x10-7

6 PHACTR1 rs9349379 13011943 0.08 (−0.01 to 0.27) 0.37 0.35 (0.23-0.48) 3.5x10-8 0.27 (0.14-0.41) 7.58x10-5

CHR Chromosome number; SNP single nucleotide polymorphism; MAF minor allele frequency from our data; 95% CI 95% confidence interval; CAC coronary
artery calcium.
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associated with CAC in the conditional analysis
suggesting that rs1537373 is the only independent 9p21
region signal to be associated with CAC in our study.

In silico analyses of previously reported loci for CAC
(CHARGE) and CAD (CARDIOGRAM) for the association
with CAC using Metabochip
We also looked to verify associations of SNPs reported by
the CHARGE consortium with CAC in our independent
cohort [26]. Out of the 8 SNPs reported by CHARGE, 4
were present on the Metabochip. We confirmed the as-
sociation of rs1333049 (near CDKN2A/B), rs9349379
(PHACTR1) and rs2026458 (PHACTR1) with CAC in our
study with same direction of effect (all p < 2.84×10-5;
Additional file 1: Tables S1 and Additional file 2: Table S2).
We observed no evidence for an association of SNPs in the
COL4A1/COL4A2 gene (rs3809346 and rs4773144) with
CAC in our study cohort (minimal uncorrected p = 0.19).
We also looked for association of other SNPs located in this
region that were present on the Metabochip with CAC.
This included a total of 1,379 SNPs, of which 35 had
p-values between 0.005–0.05 (data not shown). Other
CHARGE discovery SNPs rs6604023 (near CDC7),
rs6783981 (SERPINI1), rs17676451 (HAL) and rs8001186
(near IRS2) were not present on Metabochip. As a proxy
for these, we also looked for SNPs present in the
SERPINI1 and HAL gene regions and located ± 100 kb
from rs6604023 and rs8001186, respectively. No SNP
located within ±100 kb of rs6604023, rs8001186 or
rs6783981 was associated with CAC (all p > 0.09), and
only the rs1085997 SNP, located 9.5 kb downstream of
rs17676451 (r2 = 0.01, D' = 0.57), was found to be nomin-
ally associated with CAC (Beta = 0.19; 95% CI = 0.05-0.32;
p = 0.006).
Similarly, we assessed the association of the CAD SNPs

reported by the CARDIOGRAM consortium with the
occurrence of CAC in our study [23]. Nineteen of 25 SNPs
reported by the CARDIOGRAM consortium were present
on the Metabochip. Nine SNPs were nominally associated
with CAC in our study (all p < 0.04). Seven SNPs [rs599839
(SORT1), rs17465637 (MIA3), rs12526453 (PHACTR1),
rs1746048 (CXCL12), rs9982601 (MRPS6), rs17114036
(PPAP2B) and rs3825807 (ADAMTS7)] showed same direc-
tion of effect for CAC and rs2306374 (MRAS) and
rs579459 (ABO) SNPs showed opposite direction of effect
for CAC as reported by CHARGE CAC GWAS (Additional
file 3: Table 3).

Discussion
Here we identified several SNPs at two loci on chromo-
some 9p21 and on chromosome 6p24 (PHACTR1) that
are strongly associated with CAC in a population-based
cohort. In addition, we confirm associations of rs1333049
(near CDKN2A/2B) and rs9349379 (PHACTR1) with
CAC that were previously reported by the CHARGE con-
sortium in an independent cohort.
Recent GWASs have identified a number of SNPs at

9p21 that are strongly associated with CAC and CHD
[18,19,21,22,26,31]. A study to identify potential tran-
scriptional regulatory elements at the 9p21 CAD locus
showed that rs10757278, which has been consistently
associated with CHD, lies in the 9th enhancer region,
where most of the CAD associated variants are located,
and disrupts a transcription binding site for the signal
transducer and activator of transcription 1 (STAT1) [32].
STAT1 mediates response to inflammation, which is
associated with angiogenesis and atherosclerotic patho-
genesis in endothelial tissue [32-34]. The rs10757278
SNP is in strong LD with the variant detected here,
rs1537373 (r2 = 0.93, D' = 0.97), and is also strongly
associated with quantitative CAC by itself (Additional
file 1: Table S1). Recent studies showed that the CAD
risk interval regulates cardiac CDKN2A/B expression,
and affects CAD progression by altering vascular cell
proliferation [35,36]. Thus, using the Metabochip fine-
mapping approach, we demonstrate that several com-
mon variants lying in the important region on chromo-
some 9p21 are associated with CAC. Our independent
finding is a robust replication of the CAC GWAS
finding of the CHARGE consortium. Taken together, the
chromosome 9p21 region is the most interesting candi-
date for advanced functional studies or animal models
focussing on atherosclerosis.
The second strongest signal was found for rs9349379

in the PHACTR1 gene. This SNP lies in the intronic re-
gion of PHACTR1 gene. The LD values between
rs9349379 and two previously associated CHD SNPs,
rs12526453 and rs1332844, are r2 = 0.32, D' = 0.96 and
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r2 = 0.37, D' = 1, respectively [14,20,23]. PHACTR1 is an
inhibitor of protein phosphatase 1 (PP1), an enzyme that
dephosphorylates serine and threonine residues in a
range of proteins [37]. PHACTR1 contains 8 predicted
sites for protein kinase A phosphorylation and 7 predicted
sites for protein kinase C phosphorylation, and phosphor-
ylation at these sites is suggested to regulate PP1-substrate
interactions [37]. Although both loci were strongly
associated with CAC in our study, we were unable to elu-
cidate the cause behind these associations. Additional
functional studies, combined with SNP data, are needed
to discover the cause behind SNP associations.
Our top findings varied somewhat for gender. Of course,

such findings require a replication in larger samples. On
the other hand, gender-specific effects might be more fre-
quently detectable for CAC given the very different CAC
distributions in men and women [38]. Finally, the absence
of previously reported association of SNPs from CHARGE
and CARDIOGRAM may be either due to the smaller
numbers of participants investigated here, or may result
from confounding factors that were not controlled for.

Conclusion
We demonstrate that genetic variants near 9p21 and
PHACTR1 that have been previously shown to be
associated with CHD are strongly associated with CAC
in our study. These finding suggests that both loci might
be involved in the cardiac outcome by promoting devel-
opment of atherosclerosis in the coronary arteries.

Additional files

Additional file 1: Table S1. Result of the SNPs belonging to the same
clump of the top associated SNP. The SNPs in the clump of the top
associated SNP are selected based on pruning technique implemented
as clump procedure in PLINK. SNPs marked in bold are the top
associated SNP which are presented in Table 2.

Additional file 2: Table S2. Result of the SNPs belonging to the same
clump of SNPs associated with P ≤ 1x10-05 for loge(CAC score + 1). SNPs
marked in bold are the top associated SNP of each clump.

Additional file 3: Table S3. Result of association for loge(CAC score + 1)
with SNPs associated with coronary artery disease in CARDIOGRAM and
coronary artery calcification in CHARGE.

Competing interests
Stefan Möhlenkamp received <10KUD$ from AstraZeneca.

Authors’ contributions
KHJ, RE, SM and SMö contributed to the conception, study design and data
acquisition. SP conducted statistical analyses and contributed to the study
design and interpretation of results. AS conducted statistical analyses and
contributed to interpretation of results. DS acquired the data. MMN, TWM
and PH carried out SNP genotyping. All authors contributed to manuscript
preparation, and read and approved the final manuscript.

Acknowledgements
We thank the Heinz Nixdorf Foundation (Germany) and the German Federal
Ministry of Research and Education (NGFN program project #01GS0820) for
the generous support of this study. We acknowledge the support of the
Sarstedt AG & Co. (Nümbrecht, Germany) for laboratory equipment, and
thank the design team members and consortium leaders of the
“Metabochip”. We thank the WTZ Research Support Service (supported in
part by the Deutsche Krebshilfe Comprehensive Cancer Center financing) for
manuscript editing.

Author details
1Institute for Medical Informatics, Biometry and Epidemiology, University
Hospital Essen, Essen, Germany. 2Institute of Human Genetics, University of
Bonn, Bonn, Germany. 3Department of Genomics, Life & Brain GmbH,
University of Bonn, Bonn, Germany. 4Clinic of Cardiology, West-German Heart
Centre, University Hospital Essen, Essen, Germany. 5Department of
Dermatology, Venerology and Allergology, University Hospital Essen, Essen,
Germany.

Received: 3 September 2012 Accepted: 7 February 2013
Published: 8 February 2013

References
1. Kondos GT, Hoff JA, Sevrukov A, Daviglus ML, Garside DB, Devries SS, et al:

Electron-beam tomography coronary artery calcium and cardiac events:
a 37-month follow-up of 5635 initially asymptomatic low- to
intermediate-risk adults. Circulation 2003, 107:2571–2576.

2. Schmermund A, Schwartz RS, Adamzik M, Sangiorgi G, Pfeifer EA,
Rumberger JA, et al: Coronary atherosclerosis in unheralded sudden
coronary death under age 50: histo-pathologic comparison with
'healthy' subjects dying out of hospital. Atherosclerosis 2001, 155:499–508.

3. Natural history of aortic and coronary atherosclerotic lesions in youth:
Findings from the PDAY Study. Pathobiological Determinants of
Atherosclerosis in Youth (PDAY) Research Group. Arterioscler Thromb 1993,
13:1291–1298.

4. Erbel R, Mohlenkamp S, Moebus S, Schmermund A, Lehmann N, Stang A,
et al: Coronary risk stratification, discrimination, and reclassification
improvement based on quantification of subclinical coronary
atherosclerosis: the Heinz Nixdorf Recall study. J Am Coll Cardiol 2010,
56:1397–1406.

5. Mohlenkamp S, Schmermund A, Lehmann N, Roggenbuck U, Dragano N,
Stang A, et al: Subclinical coronary atherosclerosis and resting ECG
abnormalities in an unselected general population. Atherosclerosis 2008,
196:786–794.

6. Fischer M, Broeckel U, Holmer S, Baessler A, Hengstenberg C, Mayer B, et al:
Distinct heritable patterns of angiographic coronary artery disease in
families with myocardial infarction. Circulation 2005, 111:855–862.

7. Nasir K, Budoff MJ, Wong ND, Scheuner M, Herrington D, Arnett DK, et al:
Family history of premature coronary heart disease and coronary artery
calcification: Multi-Ethnic Study of Atherosclerosis (MESA). Circulation
2007, 116:619–626.

8. Peyser PA, Bielak LF, Chu JS, Turner ST, Ellsworth DL, Boerwinkle E, et al:
Heritability of coronary artery calcium quantity measured by electron
beam computed tomography in asymptomatic adults. Circulation 2002,
106:304–308.

9. Erbel R, Delaney JA, Lehmann N, McClelland RL, Mohlenkamp S, Kronmal
RA, et al: Signs of subclinical coronary atherosclerosis in relation to risk
factor distribution in the Multi-Ethnic Study of Atherosclerosis (MESA)
and the Heinz Nixdorf Recall Study (HNR). Eur Heart J 2008, 29:2782–2791.

10. Maher JE, Raz JA, Bielak LF, Sheedy PF, Schwartz RS, Peyser PA: Potential of
quantity of coronary artery calcification to identify new risk factors for
asymptomatic atherosclerosis. Am J Epidemiol 1996, 144:943–953.

11. Moebus S, Stang A, Mohlenkamp S, Dragano N, Schmermund A, Slomiany
U, et al: Association of impaired fasting glucose and coronary artery
calcification as a marker of subclinical atherosclerosis in a population-
based cohort–results of the Heinz Nixdorf Recall Study. Diabetologia
2009, 52:81–89.

12. Wagenknecht LE, Bowden DW, Carr JJ, Langefeld CD, Freedman BI, Rich SS:
Familial aggregation of coronary artery calcium in families with type 2
diabetes. Diabetes 2001, 50:861–866.

13. Burton PR, Clayton DG, Cardon LR, Craddock N, Deloukas P, Duncanson A,
et al: Genome-wide association study of 14,000 cases of seven common
diseases and 3,000 shared controls. Nature 2007, 447:661–678.

14. Peden JF, Hopewell JC, Saleheen D, Chambers JC, Hager J, Soranzo N, et al:
A genome-wide association study in Europeans and South Asians

http://www.biomedcentral.com/content/supplementary/1471-2350-14-23-S1.doc
http://www.biomedcentral.com/content/supplementary/1471-2350-14-23-S2.doc
http://www.biomedcentral.com/content/supplementary/1471-2350-14-23-S3.doc


Pechlivanis et al. BMC Medical Genetics 2013, 14:23 Page 6 of 6
http://www.biomedcentral.com/1471-2350/14/23
identifies five new loci for coronary artery disease. Nat Genet 2011,
43:339–344.

15. Ellinor PT, Lunetta KL, Glazer NL, Pfeufer A, Alonso A, Chung MK, et al:
Common variants in KCNN3 are associated with lone atrial fibrillation.
Nat Genet 2010, 42:240–244.

16. Erdmann J, Grosshennig A, Braund PS, Konig IR, Hengstenberg C, Hall AS,
et al: New susceptibility locus for coronary artery disease on
chromosome 3q22.3. Nat Genet 2009, 41:280–282.

17. Erdmann J, Willenborg C, Nahrstaedt J, Preuss M, Konig IR, Baumert J, et al:
Genome-wide association study identifies a new locus for coronary
artery disease on chromosome 10p11.23. Eur Heart J 2011, 32:158–168.

18. Helgadottir A, Thorleifsson G, Manolescu A, Gretarsdottir S, Blondal T,
Jonasdottir A, et al: A common variant on chromosome 9p21 affects the
risk of myocardial infarction. Science 2007, 316:1491–1493.

19. Helgadottir A, Thorleifsson G, Magnusson KP, Gretarsdottir S, Steinthorsdottir
V, Manolescu A, et al: The same sequence variant on 9p21 associates with
myocardial infarction, abdominal aortic aneurysm and intracranial
aneurysm. Nat Genet 2008, 40:217–224.

20. Kathiresan S, Voight BF, Purcell S, Musunuru K, Ardissino D, Mannucci PM,
et al: Genome-wide association of early-onset myocardial infarction with
single nucleotide polymorphisms and copy number variants. Nat Genet
2009, 41:334–341.

21. McPherson R, Pertsemlidis A, Kavaslar N, Stewart A, Roberts R, Cox DR, et al:
A common allele on chromosome 9 associated with coronary heart
disease. Science 2007, 316:1488–1491.

22. Samani NJ, Erdmann J, Hall AS, Hengstenberg C, Mangino M, Mayer B, et al:
Genomewide association analysis of coronary artery disease. N Engl J
Med 2007, 357:443–453.

23. Schunkert H, Konig IR, Kathiresan S, Reilly MP, Assimes TL, Holm H, et al:
Large-scale association analysis identifies 13 new susceptibility loci for
coronary artery disease. Nat Genet 2011, 43:333–338.

24. Tregouet DA, Konig IR, Erdmann J, Munteanu A, Braund PS, Hall AS, et al:
Genome-wide haplotype association study identifies the SLC22A3-LPAL2
-LPA gene cluster as a risk locus for coronary artery disease. Nat Genet
2009, 41:283–285.

25. Wild PS, Zeller T, Schillert A, Szymczak S, Sinning CR, Deiseroth A, et al: A
Genome-wide Association Study Identifies LIPA as a Susceptibility Gene
for Coronary Artery Disease. Circ Cardiovasc Genet 2011, 4(4):403–412.

26. O'Donnell CJ, Kavousi M, Smith AV, Kardia SL, Feitosa MF, Hwang SJ, et al:
Genome-Wide Association Study for Coronary Artery Calcification With
Follow-Up in Myocardial Infarction. Circulation 2011, 124:2855–2864.

27. Metabochip SNPs details; http://www.sph.umich.edu/csg/kang/MetaboChip/.
28. Schmermund A, Mohlenkamp S, Stang A, Gronemeyer D, Seibel R, Hirche H,

et al: Assessment of clinically silent atherosclerotic disease and
established and novel risk factors for predicting myocardial infarction
and cardiac death in healthy middle-aged subjects: rationale and design
of the Heinz Nixdorf RECALL Study. Risk Factors, Evaluation of Coronary
Calcium and Lifestyle. Am Heart J 2002, 144:212–218.

29. Purcell S, Neale B, Todd-Brown K, Thomas L, Ferreira MA, Bender D, et al:
PLINK: a tool set for whole-genome association and population-based
linkage analyses. Am J Hum Genet 2007, 81:559–575.

30. Pechlivanis S, Scherag A, Muhleisen TW, Mohlenkamp S, Horsthemke B,
Boes T, et al: Coronary artery calcification and its relationship to validated
genetic variants for diabetes mellitus assessed in the Heinz Nixdorf
recall cohort. Arterioscler Thromb Vasc Biol 2010, 30:1867–1872.

31. Newton-Cheh C, Cook NR, VanDenburgh M, Rimm EB, Ridker PM, Albert CM:
A common variant at 9p21 is associated with sudden and arrhythmic
cardiac death. Circulation 2009, 120:2062–2068.

32. Harismendy O, Notani D, Song X, Rahim NG, Tanasa B, Heintzman N, et al:
9p21 DNA variants associated with coronary artery disease impair
interferon-gamma signalling response. Nature 2011, 470:264–268.

33. Battle TE, Lynch RA, Frank DA: Signal transducer and activator of
transcription 1 activation in endothelial cells is a negative regulator of
angiogenesis. Cancer Res 2006, 66:3649–3657.

34. Ross R: Atherosclerosis is an inflammatory disease. Am Heart J 1999,
138:S419–S420.

35. Visel A, Zhu Y, May D, Afzal V, Gong E, Attanasio C, et al: Targeted deletion
of the 9p21 non-coding coronary artery disease risk interval in mice.
Nature 2010, 464:409–412.
36. Congrains A, Kamide K, Oguro R, Yasuda O, Miyata K, Yamamoto E, et al:
Genetic variants at the 9p21 locus contribute to atherosclerosis through
modulation of ANRIL and CDKN2A/B. Atherosclerosis 2011.

37. Allen PB, Greenfield AT, Svenningsson P, Haspeslagh DC, Greengard P:
Phactrs 1–4: A family of protein phosphatase 1 and actin regulatory
proteins. Proc Natl Acad Sci U S A 2004, 101:7187–7192.

38. Kim C, Ez-Roux AV, Nettleton JA, Polak JF, Post WS, Siscovick DS, et al: Sex
differences in subclinical atherosclerosis by race/ethnicity in the multi-
ethnic study of atherosclerosis. Am J Epidemiol 2011, 174:165–172.

doi:10.1186/1471-2350-14-23
Cite this article as: Pechlivanis et al.: Risk loci for coronary artery
calcification replicated at 9p21 and 6q24 in the Heinz Nixdorf Recall
Study. BMC Medical Genetics 2013 14:23.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit


	Abstract
	Background
	Methods
	Results
	Conclusion

	Background
	Methods
	Study population
	SNP genotyping
	Statistical analyses

	Results
	SNPs associated with coronary artery calcification
	In silico analyses of previously reported loci for CAC (CHARGE) and CAD (CARDIOGRAM) for the association with CAC using Metabochip

	Discussion
	Conclusion
	Additional files
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV <>
    /HUN <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.440 793.440]
>> setpagedevice


