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Abstract

to be determined.

control on mortality.

1.01-2.18).

The genomic region at 9p21 chromosome near the CDKN2A/CDKN2B genes is associated with type 2 diabetes(T2D)
and cardiovascular disease(CVD). The effect of the 9p21 locus on long-term mortality in patients with T2D has yet

We examined three single nucleotide polymorphisms (SNPs) on 9p21, consistently and independently associated
with T2D (rs10811661) or CVD (rs10757278, rs2383206), in relation to the risk of total and cardiovascular mortality in
diabetic patients. We also aimed to replicate the previously observed interaction between rs2383206 and glycemic

Genotypes for three SNPs were determined in 914 individuals from a prospective cohort of T2D patients of Dutch
origin. Associations with mortality were assessed using Cox proportional hazard analyses.

After a median follow-up of 9.5 years, 358 out of 914 patients had died. The hazard ratio (HR) for total mortality
among individuals homozygous for the T2D-risk allele of rs10811661 compared to non-homozygous individuals was
0.74(95%Cl 0.59-0.93). For the carriers of both CVD-risk alleles of rs10757278, the HR for total mortality was 1.31(95%
Cl 1.01-1.70). We found a significant interaction between rs2383206 and HbA1c on mortality, which was higher
among patients with two CVD-risk alleles in the two lowest HbA1c tertiles (HR

In conclusion, common variants on 9p21 were associated with mortality in patients with T2D in a Dutch
population. The T2D SNP was inversely associated with mortality, while the CVD SNP increased the risk for mortality.
We confirmed a possible, although different, synergistic relationship between HbATc and rs2383206 on total mortality.
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1.68(95%Cl 1.08-2.63); HR 1.48(95%Cl

Introduction

Patients with type 2 diabetes (T2D) have a high risk for
cardiovascular morbidity and mortality [1]. Multiple risk
factors contribute to their development, including ge-
netic factors [2-5]. Genome-wide association (GWA)
studies for T2D [2-4] and cardiovascular disease (CVD)
have identified the same susceptibility locus on chromo-
some 9p21 [5,6]. In this genomic region near the
protein-coding genes CDKN2A and CDKN2B containing
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two adjacent linkage disequilibrium (LD) blocks the
two single nucleotide polymorphisms (SNPs), rs10811661
and rs10757278, were consistently replicated as having
an independent association with T2D and CVD,
respectively [5,7,8].

Several studies indicated that the 9p21 locus might
represent a genetic modulator in the cardiovascular sys-
tem. Different pathophysiological pathways have been
proposed, including the initiation and possibly progres-
sion of coronary atherosclerosis and development of
multivessel coronary artery disease (CAD) [9-11]. One
of these studies showed an effect of the 9p21 region on
progression of plaques in the presence of already estab-
lished CVD among non-diabetics, although this effect
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was different in patients with T2D [11]. In addition, a
modulation of effect of common 9p21 variants on CVD
risk by degree of glycemic control has been reported
[12]. Doria et al. reported an increased risk of CAD and
mortality in the presence of poor glycemic control in
T2D patients and also suggested a synergism between
the high ‘CVD’-risk genotype of rs2383206 and poor
glycemic control on mortality [12]. Whether the poly-
morphisms on 9p21 can predict overall or cardiovascular
mortality in patients with T2D and how this asso-
ciation is modulated by glycemic control is still to be
determined.

In this study we aimed to investigate the total and car-
diovascular mortality risk in association with the
“T2DSNP rs10811661 and the ‘CVD’ SNP rs10757278 in
a prospective cohort study of type 2 diabetes patients of
Dutch origin. Next, we aimed to replicate the findings
obtained by Doria et al. on the interaction between the
rs2383206 variant and level of glycemic control and its
effects on total and CVD mortality.

Methods

Study population

In 1998, a large shared-care diabetes project was
initiated: the Zwolle Outpatient Diabetes project Inte-
grating Available Care (ZODIAC) [10]. Of all the patients
that were invited, 90% participated in this study and 10%
were excluded or refused to participate. Type 2 diabetes
was defined according to the World Health Organization
(WHO) criteria (random plasma glucose level >11.1
mmol/l or a fasting plasma glucose level >7.0 mmol/l)
[13]. Patients with a very short life expectancy, with in-
sufficient cognitive abilities and those treated by an in-
ternist were excluded. At the end of the project’s first
year (1998) and the start of the second year (1999), blood
was taken and stored for future research and quality con-
trol. The majority of the participants were of Dutch Cau-
casian origin [11]. Baseline data involved recording a full
medical history including the presence of any macrovas-
cular complications, medication use and tobacco expo-
sure. Patients were considered having macrovascular
complications if they had a history of angina pectoris,
myocardial infarction, percutaneous transluminal coro-
nary angioplasty, coronary artery bypass grafting, stroke
or transient ischemic attack. Laboratory and physical as-
sessment data were collected and included glycated
hemoglobin (HbAlc), nonfasting lipid profile, serum
creatinine (SCr, a kinetic colorimetric Jaffé method
[Modular P Analyzer; Roche, Almere, the Netherlands]
was used), albumin-to-creatinine ratio (ACR) using immu-
nonephelometry (Behring Nephelometer; Behringwerke,
Mannheim, Germany), blood pressure (measured twice
with a Welch Allyn sphygmomanometer in the supine
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position after at least 5 min of rest). Height and weight
were measured while the participants were dressed in light
clothing and without shoes. HbAlc was measured by
affinity-based high-performance liquid chromatography
on a primus CLC 385 (Primus Diagnostics, Kansas city,
Missouri, USA) by the Isala Clinics Laboratory.

Life status and cause of death were retrieved in 2009
from records maintained by the hospital and the GPs.
Causes of death were coded according to The Inter-
national Classification of Diseases, 9th Revision (ICD-9).
DNA samples were available for 914 T2D patients. The
ZODIAC study and the informed consent procedure
were approved by the local medical ethics committee.
Informed consent was obtained from all patients.

Genotyping

Based on the original GWA scan by Helgadottir et al.
[8], we selected the SNPs rs10811661 and rs10757278
on the 9p21 locus reported to be strongly associated and
consistently replicated with T2D and CVD, respectively,
in European populations [5,6,8]. These variants and the
SNP 152383206 (LD with rs10757278 r*=0.86 (HapMap
phase III, release 2)) from the study by Doria et al. [12]
were genotyped using TagMan assays (Applied Biosys-
tems, Nieuwekerk a/d IJssel, The Netherlands). Assays
were performed according to the manufacturer’s specifi-
cations and the genotypes were analyzed using a Taq-
Man 7900HT (Applied Biosystems). The DNA samples
were processed in 384-well plates and each plate con-
tained 16 genotyping controls (4 duplicates of 4 different
Centre d’Etude du Polymorphisme Humain (CEPH)
samples). There were no discordances in the genotypes
of any of the CEPH samples or the CEU data available
from HapMap. The genotype success rates were 97.8%,
96.6% and 98.5% for rs10811661, rs10757278 and
rs2383206, respectively. Figure 1 shows the LD plot
among the three genotyped SNPs of our study.

Statistical analysis
Univariate analysis was performed to test the relationships
between the genotypes and baseline variables (i.e. age,
gender, diabetes duration, history of macrovascular com-
plications, smoking status, body mass index (BMI), Hbalc
(%), systolic blood pressure, serum creatinine, total
cholesterol-HDL ratio, and urinary albumin-to-creatinine
ratio) using a student’s z-test for normally distributed
data and a Mann Whitney U test for non-normally dis-
tributed data. Associations of the SNPs with macrovas-
cular disease and other metabolic factors at baseline
were assessed with univariate and by multivariate logistic
regression analysis. In this model, adjustment was made
for 11 variables.

A Cox proportional hazard model was constructed to
assess the association between the SNPs rs10811661 and
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Figure 1 Pairwise linkage disequilibrium (LD) plot, calculated as r?, among genotyped SNPs. Red and white colours indicate high and low
level of LD, respectively. The r> measures of LD are shown in the squares.
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10757278 and the primary endpoints of total and cardio-
vascular mortality after follow-up. SNPs were coded by
genotype as 0,1, and 2 with individuals homozygous for
the non-risk allele as the reference group. The risk and
non-risk alleles were defined on the basis of the results
from the discovery GWAS studies [2,4,6]. The recessive
genetic model was selected prior to the analysis in con-
junction with all previous prospective studies [12,14-17],
i.e. the carriers of two copies of the risk allele (genotype
2) were compared versus the heterozygotes or non-
carriers of the risk allele (genotypes 1 or 0).

We used two different models. In model 1, adjustment
for age and gender was included, while model 2 included
nine additional baseline variables as mentioned above
and also in Table 1. All variables, except gender, smoking
status and macrovascular complications were added as
continuous variables.

For the replication analysis of the rs2383206 by HbAlc
interaction, we constructed a Cox proportional hazard
model with the primary endpoint of total and cardiovas-
cular mortality. In conjunction with the study by Doria
[12], the presence of interaction was tested by adding a
cross-product term to the Cox proportional hazard
model including glycemic control and rs2383206 geno-
type using the same genetic model as in study by Doria
et al, i.e. the recessive model [12], together with age at
baseline and sex as main effects. If interaction could be
confirmed, we then repeated the multivariate analysis
stratified according to the HbAlc subgroups. In concur-
rence with the aforementioned study, HbAlc was cate-
gorized in tertiles [12].

For cardiovascular mortality, all competing deaths
were treated as censored observations at time of death.
Patients without a known cause of death were censored
in this analysis. Continuous variables were centered to
avoid co-linearity. The proportional hazards assumption
was examined using log (-log) survival plots. The pro-
portional hazard assumptions were met for all analyses.
All analyses were performed with SPSS version 15.0.1
(SPSS inc., Chicago, Illinois, USA), and a two-sided
p-value of <0.05 was considered statistically significant.

Table 1 Baseline characteristics of the study population

Characteristics Total number of patients

N=914
Age (in years) 679 (+11.3)
Sex (% women) 578
Diabetes duration (in years) 50 (2-10)
Smoking (%) 18.1
Macrovascular complications (%) 31.1
BMI (kg/m?) 289 (+4.6)
HbATc (%) 73 (£1.1)
Systolic blood pressure (mmHg) 152.5 (£25.1)
eGFR (ml/min/1,73 m?) 743 (£27.1)
Total cholesterol-HDL ratio 50 (+14)
Albumin creatinine ratio 1.9 (1.0-5.9)

Data are means +SD or median with interquartile range for non-normally

distributed data or %.
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Results

The baseline characteristics of the study population are
presented in Table 1. The average age was 68 years with
a median diabetes duration of 5 years, 31% had macro-
vascular complications at baseline and the average
HbAlc was 7.3%. During a median follow-up period of
9.5 years, 358 (39%) patients had died. Cause of death
was known for 336 (94%) patients. The proportion of
deaths attributable to cardiovascular diseases was 41%
(n=146).

In the univariate analysis, all the baseline characteris-
tics - age, gender, duration of diabetes, smoking status,
macrovascular complications at baseline, BMI, HbAlc,
systolic blood pressure, serum creatinine, total choles-
terol to HDL-cholesterol ratio, and albuminuria creati-
nine ratio — were not significantly different between the
groups according to the rs10811661, rs10757278 or
rs2383206 genotypes. Also, insulin use was not different
according to the different genotypes.

In the multivariate analysis, patients with the ‘CVD’-
risk genotype of rs107577278 had an increased risk for
macrovascular complications at baseline compared to
the non-carriers (OR 1.65 (95% CI 1.08-2.36, p=0.02)).
There were no associations between the genotypes for
rs10811661 and rs2383206 and macrovascular disease at
baseline. All other baseline variables in the cross-
sectional analysis were not associated with the T2D and
CVD risk alleles.

The ‘T2D’ risk variant rs10811661 and mortality

In our study, the hazard ratio (HR) for total mortality in
the patients carrying both “T2D’- risk alleles (the TT-
genotype) was 0.79 (95%CI 0.63-0.99, p=0.04) for model
1 and 0.74 (95%CI 0.59-0.93, p=0.01) for model 2 com-
pared to carriers of the non-risk allele (the CT and CC
genotypes), see Table 2 and Figure 2. Although the effect
size was similar with a HR of 0.76, there was no signifi-
cant relationship between rs10811661 and cardiovascular
mortality (Table 2).
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Figure 2 Total mortality in type 2 diabetes patients in relation
to the rs10811661 genotypes. Survival curves indicate a lower risk
for total mortality in carriers of both risk alleles of the T2D’ variant
rs10811661 compared to patients either homozygous or
heterozygote for the non-risk allele. The HR was adjusted for
multiple baseline covariates (model 2).

The ‘CVD’ risk variant rs10757278 and mortality

The risk of total mortality was higher in individuals carry-
ing both risk alleles of rs10757278 (the GG-genotype) as
compared with patients heterozygous or homozygous for
the non-risk allele (the AA and AG genotypes). For model
1 the HR was 1.33 (95%CI 1.04-1.71, p=0.02) (Table 2).
For the fully adjusted model 2 the HR was 1.31 (95%CI
1.01-1.70, p=0.03). We found no significant association be-
tween rs10757278 and cardiovascular mortality (Table 2).

Table 2 Cox proportional hazard analyses for total and cardiovascular mortality among type 2 diabetes patients
according to the rs10811661 and rs10757278 genotypes after a median follow-up of 9.5 years

Genotype N of patients (deceased) HR total mortality® HR total mortality® HR CV mortality® HR CV mortality®
rs10811661

CT/CC 264 (113) 1 1 1 1

T 635 (238) 0.79 (0.63 -0.99) 0.74 (0.59-0.93) 0.82 (0.57-1.17) 0.76 (0.52-1.10)
Missing 15 (7) p=004 p=001 P=0.28 p=0.15

110757278

AA/AG 704 (266) 1 1 1

GG 188 (81) 1.33 (1.04-1.71) 1.31 (1.01-1.70) 1.27 (0.87-1.72) 1.18 (0.80-1.78)
Missing 22.(11) p =0.02 p =0.04 P=0.20 p=044

2 Corrected for age and sex according to model 1, ® corrected for 11 baseline variables (age, gender, diabetes duration, history of macrovascular complications,
smoking status, BMI, Hbalc, systolic blood pressure, serum creatinine, total cholesterol-HDL ratio, and urinary albumin-to-creatinine ratio) according to model 2.
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Replication of the interaction between rs2383206 and
glycemic control on mortality

Patients with two copies of the risk allele of rs2383206
(the GG-genotype) as compared to patients carrying the
non-risk allele (the AA and AG genotypes) had a signifi-
cantly greater risk of dying. The age and sex adjusted
HR was 1.31 (95%CI 1.03-1.65, p=0.03) for total mortal-
ity and 1.30 (95%CI 0.90-1.88, p=0.17) for cardiovascular
mortality. A significant interaction between rs2383206
and glycemic control in the analysis of total mortality
was detected in the Cox proportional hazard analyses
(for the genotypes: GG versus AA/AG, p=0.02). There
was no significant interaction between rs2383206 and
glycemic control in the analysis with cardiovascular mor-
tality (p=0.17) and therefore we only investigated the ef-
fect of the SNP with total mortality stratified according
to HbAlc tertiles. The age and sex adjusted relationship
between the rs2383206 genotypes and total mortality
was only significant in the lower two HbAlc tertiles
(HbAlc <6.7% and HbAlc 6.7% to 7.7%) (Table 3). For
model 1 the HR was 1.68 (95% CI 1.08-2.62, p=0.02),
1.48 (95%CI 1.01-2.19, p=0.04) and 0.92 (95% CI 0.60-
141, p=0.71) for the HbAlc categories HbAlc <6.7%,
HbAlc 6.7%-7.7% and >7.7%, respectively.

Discussion

This prospective study shows that three genetic risk va-
riants for T2D and CVD on 9p21 are associated with
total mortality in patients with T2D. We found that
being homozygous for the diabetes risk allele rs10811661
was protective for total mortality. We confirmed the pre-
viously reported association between two cardiovascular
risk alleles of the rs10757278 and rs2383206 variants
with an increased mortality risk. We also confirmed a
possible synergistic effect of glycemic control with the
‘CVD’ variant rs2383206 on mortality. However, this ef-
fect was present in the patients with good glycemic con-
trol, not in individuals with a poor glycemic control as
was shown previously [12].

Table 3 Cox proportional hazard analysis for total
mortality by degree of glycemic control among type 2
diabetes patients according to the SNP rs2383206
genotype after a median follow-up of 9.5 years

Genotype N of Hazard ratio total mortality®

&a“e"“ 4 HbAIC HbATc HbATc

eceased) st tertile 2nd tertile 3rd tertile
(<6.7%) (6.7%-7.7%) (>7.7%)

rs2383206

AA/AG 674 (252) 1 1 1

GG 222 (96) 1.68 (1.08-262) 149 (1.01-2.19) 0.92 (0.60-141)

Missing 18 (10) p=0.02 p=0.04 p=0.71

2 Corrected for age and sex.
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All three SNPs rs10811661, rs10757278 and rs2383206
are located in adjacent LD blocks of the 9p21 locus and
represent independent genetic markers for susceptibility
to T2D (rs10811661) and CVD (rs10757278 and
rs2383206, in high LD with each other (r*=0.86)) [16].
The closest genes in proximity of this region are
CDKN2A and CDKN2B, both of which are highly
expressed in pancreatic islet cells; CDKN2A plays a role
in pancreatic islet regenerative capacity [2]. To date, no
evidence of an association between the “T2D‘variant,
rs10811661, and CDKN2A and CDKN2B gene expression
in three relevant human tissues (i.e. the colon, liver and
pancreas) was found [18]. In contrast, the rs10757278
from the ‘CVD’ risk interval on 9p21 has been shown to
regulate cardiac CDKN2A/B expression [19]. Recently,
Harismendy et al. reported that the 9p21 locus is
enriched in enhancers including one that interacts with
the risk allele of rs10757278, emphasizing the important
role of rs10757278 [20]. The risk allele disrupts a binding
site for STAT1, the signal transducer for interferon-y and
cytokines. And thus suggesting a direct mechanistic link
between the 9p21 region and atherosclerosis risk via al-
teration of vascular cell proliferation [19-21].

Association of the ‘T2D'9p21 variant with mortality

We found that having two ‘T2D‘risk T-alleles of the
rs10811661 variant was associated with a decreased total
mortality risk. One possible explanation of the observed
relationship between the genetic risk to T2D and lower
mortality could be that subjects who are genetically
prone to develop diabetes could develop this disease in
the relative absence of lifestyle related diabetes risk factors.
These lifestyle related factors, for example, increased ge-
neral and central adiposity are also associated with
chronic diseases and mortality [22,23]. Although our study
included only a limited number of patients with newly
diagnosed diabetes, there were no significant differences
in baseline variables, for example in BMI, between
patient’s homozygous vs. non-homozygous for the T2D
risk allele.

Another explanation could be that the observed rela-
tionship between the “T2D’ risk allele of rs10811661 and
low mortality in our study was in fact caused by its pro-
tective effect on other diseases. Interestingly, Beekman
et al. have recently found a positive relationship, al-
though non-significant, between the two ‘T2D’ risk
alleles of rs10811661 and longevity (OR 1.11 (95%CI
0.96-1.23)) [24], which is in agreement with our results.
This hypothesis may also be supported by recent studies
reporting an association between increased T2D genetic
susceptibility and reduced prostate cancer risk [25,26]. In
our study, we found no significant relationship with the
“T2D’-risk allele and cancer mortality, although our sam-
ple size was probably too small to detect this association.
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Finally, it is important to note that no underlying
causative mechanisms linking the genetic marker
rs10811661 with the pathophysiology of T2D were
revealed yet. Further studies are needed to confirm this
relationship and should also focus on the discovery of
potential molecular and physiological pathways explain-
ing T2D development.

Interaction between the ‘CVD'9p21 variant and glycemic
control on mortality

We observed an association between the homozygote
CVD-risk genotypes for rs10757278 and rs2383206 and
an increased risk of total mortality. Although there was
an increased risk for macrovascular complications at
baseline in patients with the ‘CVD’-risk genotype of
rs10757278, the association with the 9p21 variant and
cardiovascular mortality after follow-up was not signifi-
cant. The most likely explanation is that our study had a
lack of power to detect a difference in cardiovascular
mortality. Another explanation could be that in the
patients with T2D, the CVD-risk genotype influences the
initiation of atherosclerosis but not progression of athe-
rosclerosis [11].

In our study, the effect of the rs2383206 variant on
total mortality in diabetic patients was further influenced
by the degree of glycemic control. The effect of the risk
allele disappeared in individuals within the highest
HbAlc tertile. These results possibly suggest that for the
patients with low levels of HbAlc compared to the
patients with poor glycemic control, total mortality is
determined to a larger extent by genetic factors. Indeed,
in a previous ZODIAC study, we showed that HbAlc is
an important factor with regard to mortality risk, but
only in the patients with higher HbAlc level [27]. In
contrast with this, Doria et al. reported that cardiovascu-
lar and total mortality associated with the 9p21 variant
rs2383206 were higher in patients with poor glycemic
control [12]. Although we used the same statistical
model as Doria et al. [12], we could not confirm the sy-
nergism between rs2383206 and poor glycemic control
on mortality, neither did we observe an interaction be-
tween HbAlc level and rs2383206 with cardiovascular
mortality. The difference in these two observations can
be explained by various factors. First, HbAlc at baseline
was substantially lower in our cohort compared to the
HbA1lc level in the prospective sample reported by Doria
et al. (7.3t1.1 versus 8.3%t1.4, respectively) [12]. Se-
condly, the study by Doria et al. used multiple HbAlc
measurements before the study recruitment. Unfortu-
nately, these data were not available in the ZODIAC
study. Finally, it is possible that the strength of the asso-
ciation reported by Doria et al. may have been overesti-
mated due to selective forwarding of especially severe
CAD cases to the medical centers from which participants
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were recruited in the above mentioned study. Thus, it
remains unclear to what extent differences between the
study populations, for example, in the baseline HbA1c level
or in the inclusion criteria, influenced the relationships be-
tween glycemic control and mortality in the carriers of two
risk alleles of rs2383206. Hence, additional replication stu-
dies are necessary to further investigate the interaction be-
tween the 9p21 locus and glycemic control.

Strengths and limitations

The unique strengths of our study include its prospect-
ive study design using a cohort of T2D patients with a
long follow-up for incident mortality, and the availability
of the baseline covariates to adjust for in the survival
analysis. Also, we selected three 9p21 genetic variants
based on the original GWA scans and the replication
studies in Europeans [5,6,8,12]. Recently a comprehen-
sive fine-mapping of the 9p21 region using the targeted
sequencing and the reference panel from 1000 Genome
project has been performed [28]. Although an additional
set of common associated variants was identified, no
stronger associations than the original GWAS signals
have been revealed.

It needs to be noted that the a priori selection process
of the SNPs could be the subject of debate. For example,
other ‘CVD’ associated variants in the 9p21 region such
as rs1333040 or 1333049 were also reported as inde-
pendently associated with cardiovascular disease [29].
However, rs1333040 and 1333049 are in high LD with
rs10757878 (r*=0.57 [6] and r*=0.93 [29] for rs1333040
and 1333049, respectively). Moreover, it has recently
been shown that the CVD risk allele of rs10757278 is
located in one of the enhancers and disrupts a binding
site for the transcription factor STAT1, thus, highlight-
ing the potential functional importance of rs10757278
[20]. Another limitation of our study is the number of
events that may have been insufficient to draw valid con-
clusions on cause specific mortality, i.e. cardiovascular
mortality. A third potential limitation concerns that only
the recessive genetic model was tested in our analysis.
To alleviate the multiple testing problems in the data by
reducing the number of statistical tests we have exclu-
sively performed our analysis according to the recessive
model as a predefined model. This model was selected a
priori and based on the reports from all previous pro-
spective studies [12,14,15,17], although we acknowledge
that some previous cross-sectional studies have also used
the additive model in their analyses [5].

Conclusion

In conclusion, our study provides evidence for associa-
tions between genetic variants on 9p21 with mortality in
T2D patients. We found that the genetic risk variant for
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T2D was inversely associated with mortality, while the
risk variant for CVD increased the risk for mortality. We
also found that the effect of the ‘CVD’-risk variant on
mortality was further influenced by the degree of gly-
cemic control. Altogether, these observations indicate
heterogeneity in the association patterns between the
9p21 common variants and mortality and highlight the
central role of this genomic region on disease outcome
in T2D patients. Future studies should focus on investi-
gating the relationship between genetic and non-genetic
risk factors in the complex aetiology of T2D and its
complications.

Abbreviations

T2D: Type 2 diabetes; Cl: Confidence interval; CEPH: Centre d'Etude du
Polymorphisme Humain; CVD: Cardiovascular disease; HR: Hazard ratio;
HWE: Hardy Weinberg equilibrium; LD: Linkage disequilibrium; OR: Odds
ratio; SD: Standard deviation; SNP: Single nucleotide polymorphism;
GWA: Genome-wide association.

Competing interests
The authors state that they have no conflicts of interest.

Authors’ contributions

GWDL: researched data, contributed to discussion, drafted manuscript.
JVWO: carried out the molecular genetic studies, participated in the
sequence alignment, contributed to discussion and the drafting of the
manuscript. NK, KJJvH, ID, ROBG, CW, HS, MHH and HJGB: contributed to
discussion, reviewed manuscript. KHG: researched data/ statistician, reviewed
manuscript. All authors read and approved the final manuscript. Both GWDL
and JWWO contributed equally to this paper.

Acknowledgements

We thank all the participants, the medical research foundation Zwolle,
SenterNovem (IOP Genomics IGE05012), and the European Union Seventh
Framework Programme (FP7/2007-2013, under grant agreement n°261433)
for the financial support. Jana van Vliet-Ostaptchouk is supported by the
Netherlands Consortium for Healthy Ageing (NCHA) (NCHA NGl

Grant 050-060-810).

Author details

'"Diabetes Center, Isala Clinics, PO Box 10400, 8000 GK, Zwolle, The
Netherlands. “Molecular Genetics, Department of Pathology and Medical
Biology, University of Groningen, University Medical Center Groningen,
Groningen, the Netherlands. *Department of Endocrinology, University of
Groningen, University Medical Center Groningen, Groningen, the
Netherlands. 4Langerhans, Medical Research Group, Zwolle, the Netherlands.
®Department of Internal Medicine, University Medical Center Groningen,
Groningen, the Netherlands. 6Department of General Practice, University of
Groningen, University Medical Center Groningen, Groningen, the
Netherlands. "Unit of Genetic Epidemiology and Bioinformatics, Department
of Epidemiology, University of Groningen, University Medical Center
Groningen, Groningen, the Netherlands. 8Department of Internal Medicine,
Isala Clinics, Zwolle, the Netherlands.

Received: 22 September 2012 Accepted: 1 November 2012
Published: 7 November 2012

References

1. Beckman JA, Creager MA, Libby P: Diabetes and atherosclerosis:
epidemiology, pathophysiology, and management. JAMA 2002,
287(19):2570-2581.

2. Zeggini E, Weedon MN, Lindgren CM, Frayling TM, Elliott KS, Lango H,
Timpson NJ, Perry JR, Rayner NW, Freathy RM, et al: Replication of genome-
wide association signals in UK samples reveals risk loci for type 2
diabetes. Science 2007, 316(5829):1336-1341.

3. Scott LJ, Mohlke KL, Bonnycastle LL, Willer CJ, Li Y, Duren WL, Erdos MR,
Stringham HM, Chines PS, Jackson AU, et a: A genome-wide association

20.

Page 7 of 8

study of type 2 diabetes in Finns detects multiple susceptibility variants.
Science 2007, 316(5829):1341-1345.

Diabetes Genetics Initiative of Broad Institute of H, Mit LU, Novartis
Institutes of BioMedical R, Saxena R, Voight BF, Lyssenko V, Burtt NP, de
Bakker PI, Chen H, Roix JJ, et al: Genome-wide association analysis
identifies loci for type 2 diabetes and triglyceride levels. Science 2007,
316(5829):1331-1336.

Cugino D, Gianfagna F, Santimone |, de Gaetano G, Donati MB, lacoviello L,
Di Castelnuovo A: Type 2 diabetes and polymorphisms on chromosome
9p21: A meta-analysis. Nutr Metab Cardiovasc Dis 2012, 22(8):619-625.
Helgadottir A, Thorleifsson G, Manolescu A, Gretarsdottir S, Blondal T,
Jonasdottir A, Sigurdsson A, Baker A, Palsson A, Masson G, et al: A common
variant on chromosome 9p21 affects the risk of myocardial infarction.
Science 2007, 316(5830):1491-1493.

McPherson R, Pertsemlidis A, Kavaslar N, Stewart A, Roberts R, Cox DR, Hinds
DA, Pennacchio LA, Tybjaerg-Hansen A, Folsom AR, et al: A common allele
on chromosome 9 associated with coronary heart disease. Science 2007,
316(5830):1488-1491.

Helgadottir A, Thorleifsson G, Magnusson KP, Gretarsdottir S, Steinthorsdottir
V, Manolescu A, Jones GT, Rinkel GJ, Blankensteijn JD, Ronkainen A, et al:
The same sequence variant on 9p21 associates with myocardial
infarction, abdominal aortic aneurysm and intracranial aneurysm. Nat
Genet 2008, 40(2):217-224.

Gioli-Pereira L, Santos PC, Ferreira NE, Hueb WA, Krieger JE, Pereira AC:
Higher incidence of death in multi-vessel coronary artery disease
patients associated with polymorphisms in chromosome 9p21. BMC
Cardiovasc Disord 2012, 12:61.

Virani SS, Brautbar A, Lee W, MacArthur E, Morrison AC, Grove ML, Nambi V,
Frazier L, Wilson JM, Willerson JT, et al: Chromosome 9p21 single
nucleotide polymorphisms are not associated with recurrent myocardial
infarction in patients with established coronary artery disease. Circ J
2012, 76(4):950-956.

Wang W, Peng W, Zhang X, Lu L, Zhang R, Zhang Q, Wang L, Chen Q, Shen
W: Chromosome 9p21.3 polymorphism in a Chinese Han population is
associated with angiographic coronary plaque progression in non-
diabetic but not in type 2 diabetic patients. Cardiovasc Diabetol 2010,
9:33.

Doria A, Wojcik J, Xu R, Gervino EV, Hauser TH, Johnstone MT, Nolan D, Hu
FB, Warram JH: Interaction between poor glycemic control and 9p21
locus on risk of coronary artery disease in type 2 diabetes. JAMA 2008,
300(20):2389-2397.

The Expert Committee on the Diagnosis and Classification of Diabetes
Mellitus: Report of the Expert Committee on the Diagnosis and
Classification of Diabetes Mellitus. Diabetes Care 1997, 20(7):1183-1197.
Ellis KL, Pilbrow AP, Frampton CM, Doughty RN, Whalley GA, Ellis CJ, Palmer
BR, Skelton L, Yandle TG, Palmer SC, et al: A common variant at
chromosome 9P21.3 is associated with age of onset of coronary disease
but not subsequent mortality. Circ Cardiovasc Genet 2010, 3(3):286-293.
Muehlschlegel JD, Liu KY, Perry TE, Fox AA, Collard CD, Shernan SK, Body
SC, Investigators CG: Chromosome 9p21 variant predicts mortality
after coronary artery bypass graft surgery. Circulation 2010,

122(11 Suppl):S60-65.

Silander K, Tang H, Myles S, Jakkula E, Timpson NJ, Cavalli-Sforza L, Peltonen
L: Worldwide patterns of haplotype diversity at 9p21.3, a locus
associated with type 2 diabetes and coronary heart disease. Genome Med
2009, 1(5):51.

Brito EC, Lyssenko V, Renstrom F, Berglund G, Nilsson PM, Groop L, Franks
PW: Previously associated type 2 diabetes variants may interact with
physical activity to modify the risk of impaired glucose regulation and
type 2 diabetes: a study of 16,003 Swedish adults. Diabetes 2009,
58(6):1411-1418.

Cotsapas C, Prokunina-Olsson L, Welch C, Saxena R, Weaver C, Usher N,
Guiducci C, Bonakdar S, Turner N, LaCroix B, et al: Expression analysis of
loci associated with type 2 diabetes in human tissues. Diabetologia 2010,
53(11):2334-2339.

Visel A, Zhu Y, May D, Afzal V, Gong E, Attanasio C, Blow MJ, Cohen JC,
Rubin EM, Pennacchio LA: Targeted deletion of the 9p21 non-coding
coronary artery disease risk interval in mice. Nature 2010,
464(7287):409-412.

Harismendy O, Notani D, Song X, Rahim NG, Tanasa B, Heintzman N, Ren B,
Fu XD, Topol EJ, Rosenfeld MG, et al: 9p21 DNA variants associated with



Landman et al. Cardiovascular Diabetology 2012, 11:138
http://www.cardiab.com/content/11/1/138

21.

22.

23.

24.

25.

26.

27.

28.

29.

coronary artery disease impair interferon-gamma signalling response.
Nature 2011, 470(7333):264-268.

Musunuru K, Post WS, Herzog W, Shen H, O'Connell JR, McArdle PF, Ryan
KA, Gibson Q, Cheng YC, Clearfield E, et al: Association of single nucleotide
polymorphisms on chromosome 9p21.3 with platelet reactivity: a
potential mechanism for increased vascular disease. Circ Cardiovasc Genet
2010, 3(5):445-453.

Pischon T, Boeing H, Hoffmann K, Bergmann M, Schulze MB, Overvad K, van
der Schouw YT, Spencer E, Moons KG, Tjonneland A, et al: General and
abdominal adiposity and risk of death in Europe. N £ngl J Med 2008,
359(20):2105-2120.

Prospective Studies C, Whitlock G, Lewington S, Sherliker P, Clarke R,
Emberson J, Halsey J, Qizilbash N, Collins R, Peto R: Body-mass index and
cause-specific mortality in 900 000 adults: collaborative analyses of 57
prospective studies. Lancet 2009, 373(9669):1083-1096.

Beekman M, Nederstigt C, Suchiman HE, Kremer D, van der Breggen R,
Lakenberg N, Alemayehu WG, de Craen AJ, Westendorp RG, Boomsma DI,
et al Genome-wide association study (GWAS)-identified disease risk alleles
do not compromise human longevity. Proc Natl Acad Sci U S A 2010,
107(42):18046-18049.

Meyer TE, Boerwinkle E, Morrison AC, Volcik KA, Sanderson M, Coker AL,
Pankow JS, Folsom AR: Diabetes genes and prostate cancer in the
Atherosclerosis Risk in Communities study. Cancer Epidemiol Biomarkers
Prev 2010, 19(2):558-565.

Pierce BL, Ahsan H: Genetic susceptibility to type 2 diabetes is associated
with reduced prostate cancer risk. Hum Hered 2010, 69(3):193-201.
Landman GW, van Hateren KJ, Kleefstra N, Groenier KH, Gans RO, Bilo HJ:
The relationship between glycaemic control and mortality in patients
with type 2 diabetes in general practice (ZODIAC-11). Br J Gen Pract 2010,
60(572):172-175.

Shea J, Agarwala V, Philippakis AA, Maguire J, Banks E, Depristo M, Thomson B,
Guiducci C, Onofrio RC, Kathiresan S, et al: Comparing strategies to fine-map
the association of common SNPs at chromosome 9p21 with type 2
diabetes and myocardial infarction. Nat Genet 2011, 43(8):801-805.

Chen SN, Ballantyne CM, Gotto AM Jr, Marian AJ: The 9p21 susceptibility
locus for coronary artery disease and the severity of coronary
atherosclerosis. BMC Cardiovasc Disord 2009, 9:3.

doi:10.1186/1475-2840-11-138

Cite this article as: Landman et al.: Association between 9p21 genetic
variants and mortality risk in a prospective cohort of patients with type
2 diabetes (ZODIAC-15). Cardiovascular Diabetology 2012 11:138.

Page 8 of 8

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

( BiolVied Central




	Abstract
	Introduction
	Methods
	Study population
	Genotyping
	Statistical analysis

	Results
	The ‘T2D’ risk variant rs10811661 and mortality
	The ‘CVD’ risk variant rs10757278 and mortality
	Replication of the interaction between rs2383206 and glycemic control on mortality

	Discussion
	Association of the ‘T2D’9p21 variant with mortality
	Interaction between the ‘CVD’9p21 variant and glycemic control on mortality
	Strengths and limitations

	Conclusion
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References

