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Abstract The P2Y, receptor is a G-protein-coupled recep-
tor with adenosine 5'-triphosphate (and UTP) as natural
ligands. It is thought to be involved in bone physiology in
an anti-osteogenic manner. As several non-synonymous sin-
gle nucleotide polymorphisms (SNPs) have been identified
within the P2Y, receptor gene in humans, we examined
associations between genetic variations in the P2Y, receptor
gene and bone mineral density (BMD) (i.e., osteoporosis
risk), in a cohort of fracture patients. Six hundred and ninety
women and 231 men aged >50 years, visiting an osteopo-
rosis outpatient clinic at Maastricht University Medical
Centre for standard medical follow-up after a recent frac-
ture, were genotyped for three non-synonymous P2Y, re-
ceptor gene SNPs. BMD was measured at three locations
(total hip, lumbar spine, and femoral neck) using dual-
energy X-ray absorptiometry. Differences in BMD between
different genotypes were tested using analysis of covari-
ance. In women, BMD values at all sites were significantly
different between the genotypes for the Leud46Pro
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polymorphism, with women homozygous for the variant
allele showing the highest BMD values (0.05>p>0.01).
The Arg312Ser and Arg334Cys polymorphisms showed
no differences in BMD values between the different geno-
types. This is the first report that describes the association
between the Leu46Pro polymorphism of the human P2Y,
receptor and the risk of osteoporosis.
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density - Polymorphisms

Introduction

Osteoporosis is a condition of the skeleton characterized by
decreased bone density and bone structure changes, reduc-
ing its strength and resulting in increased risk of fragility
fractures. This bone disease is one of the most common
health problems among elderly in the Western society. In
Europe, approximately 30 % of women and 12 % of men
aged over 50 suffer from osteoporosis [1].

Due to the growing elderly population as well as the
sedentary lifestyle and changes in nutritional habits, the
incidence of osteoporosis and related fractures is expected
to increase exponentially worldwide over the next decades.
In terms of human capital losses as well as use of health care
resources, this will lead to an enormous social economical
burden. The annual cost of osteoporotic fractures nowadays
is suggested to be approximately 36 billion euros [2] and is
anticipated to increase to 106 billion euros in 2050
(www.iofbonehealth.org).

Bone remodeling is the process responsible for maintain-
ing bone quality during life. In this process, bone tissue is
continuously renewed by tight regulation of the balance
between bone resorption by osteoclasts and bone formation
by osteoblasts [3]. The underlying mechanisms responsible
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for regulating the balance between bone resorption and
formation are currently not fully understood. However, it
has become more and more clear that purinergic signaling
plays an essential role in this process [4]. Purinergic signal-
ing is dependent on binding of nucleotides to specific so-
called purinergic receptors. These purinergic receptors can
be divided in two major receptor subclasses, namely, P1 and
P2 receptors, according to their distinct affinities for aden-
osine and ATP/ADP, respectively [5]. The P2 receptor sub-
class can be further subdivided in P2X receptors, of which
receptors, of which eight subtypes are known (P2Y 5 4, ¢,
11, 12, 13, 14) [6]. Expression of several of the P2X and P2Y
receptor subtypes by different bone cell types has been
demonstrated (reviewed in [7]).

The P2Y, receptor is fully activated by ATP and UTP [8]
and is expressed in a variety of tissues in the human body
where it plays important roles in various processes by acti-
vation of phospholipase C 3 and subsequent generation of
inositol (1, 4, 5)-trisphosphate, which leads to a rise in
calcium and activation of protein kinase C [9]. The expres-
sion of the P2Y, receptor on human bone cells was first
reported by Bowler et al. [10], who found that P2Y, recep-
tor DNA was expressed by human osteoblasts derived from
bone explants. This finding was later confirmed by another
group [11]. Osteoblast-like cells from the human osteosar-
coma cell lines MG-63 and OHS-4 have also been shown to
express the P2Y, receptor [12]. In addition to expression by
osteoblasts, expression of the P2Y, receptor on osteoclasts
has been observed in osteoclasts derived from a human giant
cell tumor of a bone [10].

Different authors have shown that the P2Y, receptor is
involved in the bone biology [13—15]. In vitro experiments
showed that ATP and UTP at concentrations of 1-10 uM, but
not adenosine and ADP, strongly inhibited mineralized bone
nodule formation by cultured rat osteoblasts [13], which was
suggested to involve either P2Y, or P2Y, receptors. Later
studies demonstrated that a P2Y, antagonist failed to prevent
the above nucleotide-induced inhibition of mineralization,
suggesting that activation of the P2Y, receptor was responsi-
ble for the observed functional effects of ATP and UTP on
osteoblast-mediated bone formation [16]. In agreement with
these findings, Orriss and colleagues [15] showed that ATP
and UTP (but not ADP and UDP) inhibited the expression and
activation of alkaline phosphatase. Animal studies using a
P2Y, knock-out model confirmed the putative anti-
osteogenic effect of the P2Y, receptor. Mice lacking the
P2Y, receptor showed a 9 % increase in bone mineral content
of the femora and a 17 % increase in BMC of the tibiae
compared to wild-type mice [15]. However, in contrast to
these anti-osteogenic findings, Katz and colleagues [17]
showed in osteoblastic cells up-regulation of the P13/Akt
signal transduction pathway by extracellular ATP, which is
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important in growth and survival of osteoblasts [18]. Since
both the P2Y, agonists ATPyS and UTP showed increased
Akt phosphorylation, the authors suggested that the P2Y,
receptor is responsible for this P13/Akt up-regulation, leading
to osteoblastic proliferation.

The above data make the P2Y, receptor gene a possible
candidate gene in the causation of osteoporosis. Based on
this, we hypothesized that single nucleotide polymorphisms
(SNPs) in the P2Y, receptor resulting in aberration of re-
ceptor function would affect bone mineral density (BMD) in
humans.

Dasari et al. (1996) first mapped the P2Y, receptor gene
to the human chromosome 11q13.5-14.1, spanning over
18 kb coding for 377 amino acids and consisting of three
exons separated by two introns (Fig. 1). This receptor is
known to have three splice variants. To date, over 100 SNPs
have been reported within the P2Y, receptor gene according
to the international Hapmap project, of which at least three
non-synonymous SNPs lead to an amino acid change
(Fig. 1). Two of these three non-synonymous SNPs have
known effects on P2Y, receptor function, leading to a gain-
of-receptor function [19, 20]. For the Arg334Cys polymor-
phism, it was shown that carriers of the 334Cys mutation
produced slower accumulation of intracellular inositol tri-
phosphates and had a significantly increased transient Ca**
influx compared to wild-type [19, 20]. Subjects homozy-
gous for the Arg312Ser polymorphism showed an increased
transient Ca®" influx compared to wild-type cells [20]. The
functional effect of the other non-synonymous SNP (Leu46-
Pro) has not yet been established.

In the present study, we investigated the presence and
frequency of three non-synonymous P2Y, gene polymor-
phisms in a Dutch cohort of fracture patients and analyzed
whether genetic variation in this purinergic receptor was
associated with altered BMD, i.e., osteoporosis risk. We
chose a fracture cohort as this is characterized by the high
prevalence of osteoporosis [21].

Methods
Study population and design

The study base for the present study consisted of men and
women aged >50 years, who visited an osteoporosis outpa-
tient clinic at the Maastricht University Medical Centre
(MUMC"), the Netherlands, for standard medical care fol-
lowing a recent fracture. Fracture patients suffering from a
disease of bone metabolism other than osteoporosis (e.g.,
Paget disease, bone tumors, and hyperparathyroidism) were
excluded from participation.

The study was approved by the ethical committee of the
University Hospital Maastricht and Maastricht University,
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Fig. 1 Investigated P2Y,
receptor polymorphisms.
Triangle polymorphisms with
increased receptor function
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and all participants signed written informed consent after
having received proper information about the study before
performing any of the study procedures. Participants for the
present study were recruited at the osteoporosis outpatient
clinic at MUMC " among patients receiving regular medical
follow-up for a recent fracture. The regular medical follow-
up procedure for fracture patients was as follows [21]:

1. Patients, who presented with a clinical fracture at the
emergency unit or were hospitalized because of a frac-
ture, were invited to the fracture and osteoporosis out-
patient clinic;

2. During a first consultation, usually 2—6 weeks following
the fracture, besides receiving information about the
outpatient clinic and possible treatment regimes,
patients were asked to undergo a bone densitometry;

3. During a second consultation, usually 2—4 weeks later,
BMD measurement was performed by dual X-ray
absorptiometry (DXA) and, in addition, risk factors for
falls and osteoporosis were assessed; if indicated, me-
dicinal treatment for osteoporosis was started according
to the Dutch osteoporosis guideline recommendation.

For the present study, we recruited subjects from the
above-mentioned population of fracture patients by using
two different procedures: first, between August 2008 and
December 2009, blood was collected from patients who
visited the osteoporosis outpatient clinic. All patients re-
ceived extensive oral and written information about the
study during their first consultation; then, during their sec-
ond consultation, written informed consent was obtained,
and blood samples were collected and stored at —80 °C for
subsequent DNA extraction and genotyping.

Second, to increase statistical power, saliva was collected
from fracture patients who had formerly visited the osteo-
porosis outpatient clinic before August 2008. Eligible
patients for this recruitment procedure were identified using
an existing patient database of the osteoporosis outpatient
clinic at MUMC™, which had been initiated in September
2004. All eligible patients received an information package
by mail, which included (1) a letter to inform patients about
the present study, (2) a standard device to collect saliva
together with instructions for its use, (3) an informed con-
sent form, and (4) a return envelope with pre-printed ad-
dress. Patients willing to participate were asked to sign the
informed consent form, to donate a small amount of saliva,
and to send both of these back to us in the return envelope.

[ —
L

Patients, from whom no reaction was received within
2 weeks after the information package had been sent, were
contacted once by telephone to increase the response rate.

DNA extraction
Blood samples

DNA was extracted from blood in an automated proce-
dure using Maxwell 16 DNA purification kits on the
Maxwell 16 instrument (Promega, Madison, WI); 400 ul
of blood collected in EDTA tubes were used and the
isolation procedure was performed according to the
manufacturer's instructions.

Saliva samples

For collection of a small amount of saliva for DNA
extraction, we used a Salivette™ (Sarstedt AG & Co.
Numbrecht, Germany), a plastic vial containing a small
cotton roll that needs to be chewed on for 45-60 s,
yielding approximately 1.5 ml of saliva and is then
placed back into the plastic vial. Patients were asked
to use the Salivette at least 30 min after eating, drink-
ing, or use of oral medication. Upon return, the Sali-
vette™ containing the saliva swab was stored in a
refrigerator at 4 °C until DNA extraction. First, the
swab kept in the collection tube was centrifuged at
4,000 rpm for 10 min, and the saliva was transferred
to a 15-ml Nunc tube which was kept at 5 °C over-
night. Using a pair of sterile tweezers, the swab was
then transferred from the collection tube to a 50-ml
Nunc tube; 4 ml sterile water was added and the tube
was kept at room temperature overnight. The next day,
the swab plus water was transferred back into the col-
lection tube and again centrifuged at 4,000 rpm for
10 min; the saliva yield was again transferred to the
15-ml Nunc tube already containing the saliva yield
from the day before. Next, cells were isolated from
the saliva by centrifuging the saliva-containing 15-ml
Nunc tube at 4,000 rpm for 10 min. Subsequently, the
supernatant was carefully removed, leaving 600-800 pl
over the pellet. DNA extraction was then carried out
using Maxwell 16 DNA purification kits on the Max-
well 16 instrument (Promega, Madison, WI) according
to the manufacturer's instructions.
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Genotyping

The study population was genotyped for three non-
synonymous SNPs within the P2Y, receptor gene that were
selected based on their previously published functional
effects on the P2Y, receptor or were found in the dbSNP
database for non-synonymous SNPs (Fig. 1). Genotyping
was done by Sequenom (Sequenom, Hamburg, Germany)
using the Sequenom MassARRAY ® iPLEX Gold assay,
which uses PCR amplification followed by a single base
pair primer extension reaction, resulting in an allele specific
difference in mass between extension products. This mass
difference allows the data analysis software to differentiate
between SNP alleles using matrix-assisted laser desorption/
ionization time-of-flight mass spectrometry.

Internal validation study

To assess the accuracy of the genotyping assay, an internal
validation study was performed in which a randomly select-
ed number of samples (N=45) were genotyped a second
time, using restriction enzyme digestion of appropriate PCR
products or Tagman assay. This was done according to a
previously published protocol (Hansen et al. 2008). When
the results were compared with the original genotyping, we
observed a discrepancy between the two different genotyp-
ing methods of ~4.2 %. The discrepancy appeared to be
smaller (~2.7 %) if the original genotyping with the Seque-
nom MassARRAY ® iPLEX Gold assay had failed for
maximum of one SNP. Therefore, all subjects in whom the
original genotyping had failed for at least two SNPs were
excluded from statistical analysis.

Bone density measurements

As part of the standard medical follow-up of fracture
patients, BMD (in grams per cubic centimeter) of the lumbar
spine (L2-L4), femoral neck, and total hip (trochanter and
neck) was assessed by DXA, using the cross-calibrated
Hologic QDR 4500 Elite densitometer (Waltham, Massa-
chusetts, USA). This was usually done 4-10 weeks follow-
ing the fracture, before starting medicinal treatment in case
osteoporosis was diagnosed. BMD T score values were used
to establish the presence or absence of osteoporosis (7<—2.5)
and osteopenia (—2.5<7<-1).

Statistical analysis

Distribution of genotype frequencies was tested for Hardy—
Weinberg equilibrium (HWE) by chi-square test. Descriptive
statistics were used to determine the prevalence of osteoporo-
sis and osteopenia in the cohort of fracture patients, as well as
to assess distributions of possible risk factors, including sex,
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age (in years), body mass index (BMI, in kilograms per square
centimeter), previous fracture (yes/no), and family history of
fractures (yes/no), which were all recorded during a patient's
second consultation at the osteoporosis outpatient clinic. Fur-
thermore, descriptive statistics were used to describe the oc-
currence of different fracture types.

Differences in BMD between the genotypes for each
individual SNP were tested for significance by using the
general linear model procedure for covariance analysis
(ANCOVA) after testing for normal distribution of the data
and uniformity of variances. Preliminary analyses showed
that only sex, age, and BMI were associated with several
SNPs. Therefore, all analyses were stratified by sex and
adjusted for age and BML

The frequency of all possible haplotype combinations
was investigated, and differences in BMD between the most
frequent haplotype combinations were tested for signifi-
cance using the general linear model procedure for
ANCOVA. As a confirmatory approach, we used propor-
tional odds logistic regression to estimate the influence of
P2Y, receptor genotypes on the odds of a low BMD T'score
value and thus on osteoporosis risk. For this approach,
quintiles of the population were defined based on BMD T
score values. The proportional odds assumption was tested
using the chi-square score test.

For all analyses, p values<0.05 were considered statisti-
cally significant. All analyses were performed using SAS,
version 9.1.

Results
Study population

Of the 630 patients with a recent fracture, who were invited to
the osteoporosis outpatient clinic between August 2008 and
December 2009, 467 (74.1 %) were willing to undergo a bone
densitometry. Of these fracture patients, during their second
consultation at the osteoporosis outpatient clinic, 394 (84.4 %)
were willing to donate blood. The collection of blood failed
for 13 (3.3 %) patients and genotyping for 5 (1.3 %) patients
(Fig. 2), leaving 376 patients included for analysis.

Of the 2,975 fracture patients who had formerly visited
the osteoporosis outpatient clinic between September 2004
and August 2008, 2,122 (71.3 %) had undergone a bone
densitometry. Two hundred thirty of these patients had died
in the meantime (10.8 %). Of the 1,892 former fracture
patients who were invited by mail to participate in the pres-
ent study, 1,064 (58.2 %) gave consent and returned saliva
samples. DNA extraction failed for 27 (2.5 %) samples and
genotyping for 492 (46.2 %) samples (based on the outcome
of an internal validation study) (Fig. 2), leaving 545 patients
included for analysis.
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patients > 50 years with clinical fracture:
630* + 2975**

No show on DXA appointment or refused to
undergo DXA: 163* + 853**

patients > 50 years with clinical fracture and DXA:
467* + 2122**

Died:
230**

patients eligible:
467* + 1892**

Refused participation:
73* + 828**

patients willing to participate:
394* + 1064**

Patients excluded
= (Failed DNA extraction/genotyping/blood collection):
18* +519**

patients included in analysis:
376* +545** = 921

Fig. 2 Flow chart of patient recruitment for the present study. Single
asterisk number of patients recruited during phase 1 between August
2008 and December 2009. Double asterisks number of patients
recruited during phase 2 between January and July 2010

Characteristics of the 921 participants are listed in
Tables 1 and 2. The final study population consisted of
690 women aged 65.5+9.8 years (mean+SD) and 231
men aged 63.5+9.6 years. The prevalence of osteoporosis
was 32.2 % among women and 26.4 % among men, and the
prevalence of osteopenia was 48.0 % among women and
42.0 % among men. Hip fractures and fractures of the
humerus were most common among subjects suffering from
osteoporosis (11.8 and 15.7 %, respectively), whereas other
common osteoporotic fractures, i.e., fractures of the lumbar
spine and wrist, were more frequent in subjects suffering
from osteopenia (4.8 and 29.7 %, respectively). No differ-
ences were observed between the data collected during the
two recruitment procedures. Furthermore, no differences in
baseline characteristics were observed between subjects in-
cluded in the analyses and subjects excluded based on the
internal validation study.

P2RY, genotypes

Minor allele frequency and information on Hardy—Weinberg
equilibrium of the three genotyped non-synonymous SNPs
within the P2Y, receptor gene are shown in Table 3. The
Arg312Ser was found to be in HWE, but both Leu46Pro and
Arg334Cys showed significant deviation from HWE (p<0.05).

Association of P2Y, receptor genotypes with bone mineral
density

In women, BMD values at the lumbar spine and femoral
neck were significantly different between the genotypes for
the Leu46Pro polymorphism, with women homozygous for
the variant allele showing the highest BMD values (p=0.03
and 0.01, respectively). BMD values at the total hip were
borderline significantly higher in women homozygous for
the variant allele (p=0.05) (Table 4). The proportional odds
logistic regression confirmed these results by showing that
the odds of a lower T score (i.e., the risk of osteoporosis)
was significantly decreased by approximately 30-40 % in
women homozygous for the variant allele compared to the
other two genotypes at the lumbar spine and femoral neck
(lumbar spine OR=0.66 [95 % CI, 0.46—0.95]; femoral neck
OR=0.59 [95 % CI, 0.40-0.86]) (Fig. 3). Although, both the
Arg312Ser and Arg334Cys polymorphisms showed de-
creased BMD values in women homozygous for the variant
allele, none of these differences were statistically signifi-
cant. In men, no association between the different genotypes
of each SNP and BMD values could be observed.

Association of P2Y, receptor haplotypes with bone mineral
density

The seven most common haplotype combinations were test-
ed for association with bone mineral density, that is TGG/
TGG (H1), TGG/TCG (H2), TGG/TGA (H3), TGG/CGG
(H4), TGG/TCA (HS5), TGG/CCG (H6), and TCG/TCG
(H7). This analysis included 591 women and 200 men and

Table 1 Characteristics of the
study population

Total (N=921) Men (N=231) Women (N=690)

mean (SD) mean (SD) mean (SD)
Age (years) 65.0 (9.8) 63.5 (9.6) 65.5 (9.8)
Weight (kg) 72.5 (13.8) 82.29 (12.4) 69.2 (12.6)
Height (cm) 165.8 (9.1) 175.7 (7.3) 162.5 (6.9)
BMI (kg/m?) 26.3 (4.2) 26.6 (3.7) 26.2 (4.4)
Femoral neck BMD (g/cm?) 0.69 (0.13) 0.76 (0.13) 0.66 (0.12)
Total hip BMD (g/cm?) 0.84 (0.15) 0.95 (0.15) 0.80 (0.13)
Lumbar spine BMD (g/cm?) 0.93 (0.17) 0.98 (0.17) 0.91 (0.17)

BMI body mass index, BMD
bone mineral density
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Table 2 Prevalence of osteopo-
rosis and osteopenia in the study
population, and distribution of

fractures

“Osteoporosis defined by BMD
T score values, 7<-2.5

Osteoporosis® Osteopenia® Normal BMD
% (N) % (N) % (N)

Total study population (N=921) 30.7 (283) 46.5 (428) 22.8 (210)
Men (N=231) 26.4 (61) 42.0 97) 31.6 (73)
Women (N=690) 32.2 (222) 48.0 (331) 19.8 (137)

Type of fracture
Humerus (N=108) 15.7 (40) 11.6 (46) 11.2 (22)
Femur (N=72) 11.8 (30) 8.3 (33) 4.6 9)
Lumbar spine (N=38) 43 (11) 4.8 (19) 4.1 (8)
Wrist (N=206) 24.8 (63) 29.7 (118) 12.7 (25)
Other fracture (N=424) 43.3 (110) 45.6 (181) 67.5 (133)

"Osteopenia defined by BMD T
score values, —2.5<7<-1

covered over 93 % of the total population. As shown in
Table 5, in both women and men, the wild-type combination
of the three SNPs (i.e., wild-type for each of the three
polymorphisms, TGG/TGG) was the most frequent haplo-
type (31.2 and 34.0 %, respectively).

No statistically significant differences were found be-
tween the common haplotype combinations and BMD val-
ues adjusted for age and BMI (Table 5). However, women
heterozygous for the Leu46Pro (TC genotypes, i.e., haplo-
types H4 and H6) showed increased BMD values at the
lumbar spine compared to women wild-type for the Leu46-
Pro polymorphism (i.e., haplotypes HI-H3, H5, and H7)
(BMDy5=0.93-0.94 vs 0.89-0.91, respectively). Haplotype
H6, which, besides Leu46Pro, also includes individuals
heterozygous for the Arg334Lys SNP (GC), also showed
increased BMD values at the hip, compared to haplotypes in
which women were wild-type for the Leu46Pro polymor-
phism (i.e., haplotypes HI-H3, HS, and H7) (BMD;=0.83
vs 0.76-0.81 BMDgNy=0.71 vs 0.64-0.67, respectively).
Using a model in which haplotypes HI-H3, HS5, and H7
were combined, this increase in femoral neck BMD was
statistically significant (p=0.04).

Discussion

Within a cohort of Dutch fracture patients, we have
shown that the Leu46Pro polymorphism in the P2Y,
receptor gene was associated with increased BMD val-
ues in women, i.e., decreased risk of osteoporosis. This

result is consistent with our main hypothesis that genet-
ic aberration of P2Y, receptor function affects BMD in
humans. However, both the Arg334Cys and Arg312Ser
polymorphisms had no significant relationship with
BMD in human.

This is the first study demonstrating an association
between the Leu46Pro polymorphism and osteoporosis
risk. Women homozygous for the variant allele of the
Leu46Pro polymorphism had significantly increased
BMD values and a decreased risk of osteoporosis. So
far, no in vitro studies have established the effect of this
polymorphism on P2Y, receptor function as well as on
bone cell function. Since in vitro experiments and ani-
mal studies failed to clarify whether the P2Y, receptor
plays an anti- or pro-osteogenic role in bone, it remains
unclear at present whether the Leu46Pro polymorphism
is a loss- or gain-of-function SNP. Cell studies on the
functional effect of this polymorphism are therefore
warranted.

The Arg334Cys and Arg312Ser polymorphisms had
no significant relationship with BMD in our study pop-
ulation. Both these polymorphisms have been shown to
increase P2Y, receptor function in vitro, as cells homo-
zygous for the variant allele showed significantly in-
creased transient Ca’’ influx compared to wild-type
cells [19, 20]. Our findings showed that women homo-
zygous for the variant allele of the Arg334Cys or
Arg312Ser polymorphism had decreased BMD values
compared to women carrying at least one wild-type
allele, though not statistically significant. Recently

Table 3 List of P2Y, receptor SNPs for which the study population was genotyped

rs number Base change Polymorphism MAF HWE p value Effect

rs2511241 137C>T Leu46Pro 0.09 0.012 n.a..

rs3741156 936G>C Arg312Ser 0.23 0.120 Gain-of-receptor function
rs1626154 1000C>T Arg334Cys 0.16 0.031 Gain-of-receptor function

MAF minor allele frequency, HWE Hardy—Weinberg equilibrium, n.a. not available (no data published on functional effects of this polymorphism)
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Table 4 BMD values for the

individual genotypes for each SNP WT HET HOMO p value®
single SNP
Woman
Leu46Pro TT TC CC
N 569 100 11
BMD TH (g/cm?) 0.79 (0.13) 0.81 (0.14) 0.83 (0.13) 0.054
BMD LS (g/cm?) 0.90 (0.16) 0.93 (0.17) 0.99 (0.17) 0.026
BMD FN (g/cm?) 0.66 (0.12) 0.68 (0.12) 0.70 (0.14) 0.013
Arg312Ser GG GC cC
N 398 236 41
BMD TH (g/cm?) 0.80 (0.13) 0.81 (0.14) 0.76 (0.13) 0.073
BMD LS (g/em?) 0.91 (0.17) 0.91 (0.16) 0.90 (0.18) 0.926
BMD FN (g/cm?) 0.66 (0.11) 0.67 (0.12) 0.65 (0.11) 0.352
Arg334Cys GG GA AA
N 483 157 23
BMD TH (g/cm?) 0.80 (0.13) 0.80 (0.14) 0.78 (0.13) 0.844
BMD LS (g/cm?) 0.91 (0.17) 0.91 (0.17) 0.90 (0.16) 0.947
BMD FN (g/cm?) 0.67 (0.11) 0.66 (0.12) 0.64 (0.12) 0.843
Men
Leu46Pro TT TC cC
N 188 39 3
BMD TH (g/cm?) 0.94 (0.15) 0.98 (0.15) 0.90 (0.12) 0.479
BMD LS (g/em?) 0.98 (0.17) 1.00 (0.17) 0.88 (0.13) 0.429
BMD FN (g/cm?) 0.76 (0.13) 0.77 (0.13) 0.71 (0.10) 0.775
Arg312Ser GG GC cC
N 145 67 15
BMD TH (g/cm?) 0.95 (0.16) 0.96 (0.14) 0.88 (0.16) 0.732
p values are shown for statistical BMD LS (g/cm?) 0.97 (0.16) 1.00 (0.19) 0.97 (0.16) 0.462
?zﬂﬁg\fi)cggfﬁn;gne ineral BMD FN (g/cm?) 0.76 (0.13) 0.76 (0.13) 0.73 (0.14) 0.960
density (BMD) parameters ad- Arg334Cys GG GA AA
justed for age and BMI. Numb- N 153 63 8
ers are means (SD) BMD TH (g/cm?) 0.95 (0.14) 0.93 (0.17) 1.04 (0.16) 0.158
LS lumbar spine, FN femoral BMD LS (g/cm?) 0.99 (0.17) 0.95 (0.16) 1.00 (0.17) 0.272
neck, TH total hip BMD FN (g/cm?) 0.76 (0.13) 0.75 (0.14) 0.79 (0.16) 0.863
*Adjusted for age and BMI
published preliminary data from a Danish cohort con-
sisting of 2,016 early postmenopausal women, however, Leud6Pro

showed that women homozygous for the variant allele
of the Arg312Ser polymorphisms had significantly in-
creased hip BMD at menopause (mean BMD=+SEM,
0.94 g/cm2i0.012 (»=0.017)) compared to women with
wild-type allele (0.92 g/cm®+0.004) after correction for
age and logBMI. Furthermore, they found that women
with wild-type allele had almost 25 % higher rate of
bone loss at the lumbar spine at both 5 and 10 years
after menopause than women homozygous for the vari-
ant allele (respectively: 5 years, —1.23 and —1.01 % per
year (p=0.008); 10 years, —0.76/—0.62 % per year (p=
0.028)) [22]. Therefore, larger association studies will
be needed to elucidate the association between the
Arg312Ser polymorphisms and BMD values.

——  ORp\=0.59 (95%CI=0.40-0.86)
—e— OR.s=0.66 (95%CI=0.46-0.95)

—— ORmy=0.71 (95%CI=0.49-1.04)

0 1 10

Fig. 3 Graphical display of the risk on low BMD T score value of
women carrying at least one wild-type allele of the Leu46Pro poly-
morphism (TT and TC genotypes) compared to women homozygous
for the variant allele (CC genotype) at the total hip (7H), lumbar spine
(LS), and femoral neck (FN)
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Table 5 BMD values for the different haplotype combinations

Genotype® TGG/TGG TGG/TCG TGG/TGA TGG/CGG TGG/TCA TGG/CCG TCG/TCG p value®
(H1) (H2) (H3) (H4) (HS) (H6) (H7)

Women

N (%) 198 (31.2) 146 (23.0) 96 (15.1) 43 (6.8) 37 (5.8) 35(5.5) 36 (5.7)

BMD TH (g/cmz) 0.80 (0.13) 0.81 (0.14) 0.80 (0.14) 0.78 (0.11) 0.78 (0.13) 0.83 (0.16) 0.76 (0.13) 0.149

BMD LS (g/cmz) 0.90 (0.17) 0.91 (0.16) 0.91 (0.17) 0.93 (0.12) 0.90 (0.16) 0.94 (0.19) 0.89 (0.17) 0.731

BMD FN (g/cmz) 0.66 (0.11) 0.67 (0.12) 0.66 (0.11) 0.66 (0.10) 0.64 (0.12) 0.71 (0.13) 0.64 (0.11) 0.115

Men

N (%) 68 (34.0) 37 (18.5) 41 (20.5) 16 (8.0) 13 (6.5) 13 (6.5) 12 (6)

BMD TH (g/cmz) 0.95 (0.15) 0.95 (0.12) 0.91 (0.18) 0.99 (0.15) 0.96 (0.17) 0.97 (0.15) 0.89 (0.18) 0.910

BMD LS (g/cmz) 0.98 (0.17) 1.02 (0.20) 0.93 (0.14) 1.02 (0.17) 0.98 (0.17) 0.97 (0.18) 0.98 (0.15) 0.385

BMD FN (g/cmz) 0.76 (0.13) 0.75 (0.12) 0.74 (0.13) 0.79 (0.15) 0.81 (0.17) 0.78 (0.12) 0.73 (0.16) 0.903

p values are shown for analysis of covariance (ANCOVA) for the bone mineral density (BMD) parameters with age and BMI as covariates.

Numbers are means (SD)
LS lumbar spine, FN femoral neck, TH total hip

*TGG/TGG indicates wild-type for Leud6Pro (TT), Arg312Ser (GG), and Arg334Cys (GG)

® Adjusted for age and BMI

The analysis of haplotypes showed that women car-
rying the variant allele of both the Leu46Pro and
Arg312Ser polymorphisms had increased BMD values
at all sites. As the analyses of individual SNPs showed
increased BMD values in women carrying at least one
variant allele of the Leu46Pro, whereas women carrying
at least one variant allele of the Arg312Ser showed
decreased BMD values, it can be speculated that a
presumed loss of P2Y, receptor function due to the
presence of the Leu46Pro polymorphism has a dominant
positive effect on BMD if expressed together with the
variant allele of the Arg312Ser polymorphism.

It should be noted that, although the allele frequen-
cies of the studied non-synonymous SNPs in our popu-
lation were comparable to previously published data
[19, 20, 22], both the Leu46Pro and Arg334Cys poly-
morphisms showed significant deviation from HWE.
Therefore, studies in different populations are needed
to confirm our findings.

Our study has several limitations. One limitation is
the possibility of false negative findings due to lack of
power, as is the case in many other genetic association
studies. A second limitation of our study was that we
did not have access to reliable information on other risk
factors for osteoporosis, such as vitamin D and calcium
intake, physical activity, and years since menopause, So
that our analyses could not be adjusted for these factors.
However, unlike classical epidemiological studies, ge-
netic association studies are unlikely to be confounded
by behavioral and environmental factors as these factors
are very unlikely to show an association with the geno-
type. We therefore think that confounding by these risk

@ Springer

factors or other unmeasured factors was not an issue.
Nevertheless, the lack of adjustment might have influ-
enced the precision of our results. Furthermore, explo-
ration of the presence of gene—environment interactions
was limited by the lacking information on certain oste-
oporosis risk factors.

We deliberately chose a fracture cohort with high preva-
lence of osteoporosis to investigate the associations between
P2Y2 SNPs and osteoporosis risk for reasons of efficiency.
Although it is a limitation that this cohort is not population
based, it should be noted that for genetic screening purpo-
ses, such a high-risk population is considered more relevant
than a general population.

Recently performed genome-wide-association studies
(GWAS) have confirmed many previously identified
candidate genes for osteoporosis, such as LRP5, OPG,
RANK, and RANKL [23], and polymorphisms affecting
the expression of these gene products have implications
on bone mass and strength. However, the effect sizes
are relatively small in a polygenetic trait such as BMD.
Nevertheless, current GWAS studies are best powered
for SNPs with a population frequency in the range of
10-90 %. Therefore, relatively rare polymorphisms such
as the Leud46Pro polymorphism, which has a population
frequency around 9 % in Caucasian, would likely have
been missed in GWAS studies.

In conclusion, this is the first study describing an associ-
ation between the Leu46Pro polymorphism in the P2Y,
receptor gene and BMD, supporting a role for this gene in
the regulation of human bone mass. More studies are war-
ranted to elucidate the exact role of the P2Y2 receptor in the
bone physiology.



Purinergic Signalling (2013) 9:41-49

49

Acknowledgments The work was supported by the European Com-
mission under the seventh Framework Programme, performed as a
collaborative project “Fighting osteoporosis by blocking nucleotides:
purinergic signaling in bone formation and homeostasis” (ATPBone),
with participants Copenhagen University Hospital, University College
London, Maastricht University, University of Ferrara, University of
Liverpool, University of Sheftield, and Université Libre de Bruxelles.

Open Access This article is distributed under the terms of the Creative
Commons Attribution License which permits any use, distribution, and
reproduction in any medium, provided the original author(s) and the
source are credited.

References

1. Johnell O, Kanis J (2005) Epidemiology of osteoporotic fractures.
Osteoporos Int 16(Suppl 2):S3—-S7. doi:10.1007/s00198-004-
1702-6

2. Kanis JA, Borgstrom F, De Laet C, Johansson H, Johnell O,
Jonsson B, Oden A, Zethraeus N, Pfleger B, Khaltaev N (2005)
Assessment of fracture risk. Osteoporos Int 16(6):581-589.
doi:10.1007/s00198-004-1780-5

3. Parfitt AM (1982) The coupling of bone formation to bone
resorption: a critical analysis of the concept and of its rele-
vance to the pathogenesis of osteoporosis. Metab Bone Dis
Relat Res 4(1):1-6

4. Orriss IR, Burnstock G, Arnett TR (2010) Purinergic signal-
ling and bone remodelling. Curr Opin Pharmacol 10(3):322—
330

5. Burnstock G (1978) A basis for distinguishing two types of puri-
nergic receptor. In: Straub RW, Bolis L (eds) In. Cell membrane
receptors for drugs and hormones. Raven, New York, pp 107-118

6. rAbbracchio MP, Burnstock G (1994) Purinoceptors: are there
families of P2X and P2Y purinoceptors? Pharmacol Ther 64
(3):445-475

7. Wesselius A, Bours MJ, Agrawal A, Gartland A, Dagnelie PC,
Schwarz P, Jorgensen NR (2011) Role of purinergic receptor poly-
morphisms in human bone. Front Biosci 17:2572-2585

8. Lustig KD, Shiau AK, Brake AJ, Julius D (1993) Expression
cloning of an ATP receptor from mouse neuroblastoma cells. Proc
Natl Acad Sci U S A 90(11):5113-5117

9. James G, Butt AM (2002) P2Y and P2X purinoceptor mediated Ca
(2+) signalling in glial cell pathology in the central nervous sys-
tem. Eur J Pharmacol 447(2-3):247-260

10. Bowler WB, Birch MA, Gallagher JA, Bilbe G (1995) Identifica-
tion and cloning of human P2U purinocepter present in osteoclas-
toma, bone and osteoblasts. ] Bone Miner Res 10(7):1137-1145

11. Jorgensen NR, Henriksen Z, Brot C, Eriksen EF, Sorensen OH,
Civitelli R, Steinberg TH (2000) Human osteoblastic cells propa-
gate intercellular calcium signals by two different mechanisms. J
Bone Miner Res 15(6):1024-1032

12. Maier R, Glatz A, Mosbacher J, Bilbe G (1997) Cloning of P2Y6
cDNAs and identification of a pseudogene: comparison of P2Y

13.

14.

15.

16.

18.

19.

20.

21.

22.

23.

receptor subtype expression in bone and brain tissues. Biochem
Biophys Res Commun 240(2):298-302

Hoebertz A, Mahendran S, Burnstock G, Arnett TR (2002) ATP and
UTP at low concentrations strongly inhibit bone formation by osteo-
blasts: a novel role for the P2Y2 receptor in bone remodeling. J Cell
Biochem 86(3):413-419

Orriss IR, Knight GE, Ranasinghe S, Burnstock G, Arnett TR
(2006) Osteoblast responses to nucleotides increase during
differentiation. Bone 39(2):300-309. doi:10.1016/
j.bone.2006.02.063

Orriss IR, Utting JC, Brandao-Burch A, Colston K, Grubb BR,
Burnstock G, Arnett TR (2007) Extracellular nucleotides block
bone mineralization in vitro: evidence for dual inhibitory mecha-
nisms involving both P2Y, receptors and pyrophosphate. Endocri-
nology 148(9):4208-4216

Orriss IR, Knight GE, Ranasinghe S, Burnstock G, Arnett TR
(2006) Osteoblast responses to nucleotides increase during differ-
entiation. Bone 39:300-309

. Katz S, Ayala V, Santillan G, Boland R (2011) Activation of the

PI3K/Akt signaling pathway through P2Y(2) receptors by extracel-
lular ATP is involved in osteoblastic cell proliferation. Arch Biochem
Biophys 513 (2):144-152. doi:10.1016/j.abb.2011.06.013

Zhang Y, Zhang L, Yan M, Zheng X (2007) Inhibition of phos-
phatidylinositol 3-kinase causes cell death in rat osteoblasts
through inactivation of Akt. Biomed Pharmacother 61(5):277—
284. doi:10.1016/j.biopha.2007.02.014

Janssens R, Paindavoine P, Parmentier M, Boeynaems JM (1999)
Human P2Y2 receptor polymorphism: identification and pharma-
cological characterization of two allelic variants. Br J Pharmacol
127(3):709-716

Buscher R, Hoerning A, Patel HH, Zhang S, Arthur DB, Grasemann
H, Ratjen F, Insel PA (2006) P2Y, receptor polymorphisms and
haplotypes in cystic fibrosis and their impact on Ca®" influx. Phar-
macogenet Genom 16:199-205

van Helden S, Cauberg E, Geusens P, Winkes B, van der Weijden
T, Brink P (2007) The fracture and osteoporosis outpatient clinic:
an effective strategy for improving implementation of an osteopo-
rosis guideline. J Eval Clin Pract 13(5):801-805. doi:10.1111/
j-1365-2753.2007.00784.x

Henriksen Z (2011) The Arg312Ser single nucleotide polymor-
phism in the P2Y?2 receptor gene is associated with postmenopaus-
al rate of bone loss. Am Soc Bone Min Res 24:1

Duncan EL, Danoy P, Kemp JP, Leo PJ, McCloskey E,
Nicholson GC, Eastell R, Prince RL, Eisman JA, Jones G,
Sambrook PN, Reid IR, Dennison EM, Wark J, Richards JB,
Uitterlinden AG, Spector TD, Esapa C, Cox RD, Brown SD,
Thakker RV, Addison KA, Bradbury LA, Center JR, Cooper C,
Cremin C, Estrada K, Felsenberg D, Gluer CC, Hadler J, Henry
M]J, Hofman A, Kotowicz MA, Makovey J, Nguyen SC, Nguyen
TV, Pasco JA, Pryce K, Reid DM, Rivadeneira F, Roux C, Stefansson
K, Styrkarsdottir U, Thorleifsson G, Tichawangana R, Evans DM,
Brown MA (2011) Genome-wide association study using extreme
truncate selection identifies novel genes affecting bone mineral den-
sity and fracture risk. PLoS Genet 7 (4):e1001372. doi:10.1371/
journal.pgen.1001372

@ Springer


http://dx.doi.org/10.1007/s00198-004-1702-6
http://dx.doi.org/10.1007/s00198-004-1702-6
http://dx.doi.org/10.1007/s00198-004-1780-5
http://dx.doi.org/10.1016/j.bone.2006.02.063
http://dx.doi.org/10.1016/j.bone.2006.02.063
http://dx.doi.org/10.1016/j.abb.2011.06.013
http://dx.doi.org/10.1016/j.biopha.2007.02.014
http://dx.doi.org/10.1111/j.1365-2753.2007.00784.x
http://dx.doi.org/10.1111/j.1365-2753.2007.00784.x
http://dx.doi.org/10.1371/journal.pgen.1001372
http://dx.doi.org/10.1371/journal.pgen.1001372

	Association of P2Y2 receptor SNPs with bone mineral density and osteoporosis risk in a cohort of Dutch fracture patients
	Abstract
	Introduction
	Methods
	Study population and design
	DNA extraction
	Blood samples
	Saliva samples

	Genotyping
	Internal validation study
	Bone density measurements
	Statistical analysis

	Results
	Study population
	P2RY2 genotypes
	Association of P2Y2 receptor genotypes with bone mineral density
	Association of P2Y2 receptor haplotypes with bone mineral density

	Discussion
	References


