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Abstract: Objective: To gain combined risk estimates for the BsmІ polymorphism in vitamin D receptor (VDR) gene 
associated with the risk of fractures in Caucasian population. Methods: We performed a meta-analysis and ex-
tracted 15 eligible publications by searching the databases of Medline, EMBASE and CNKI. Summary odds ratio 
(OR) with 95% confidence interval (CI) was estimated by using fixed-effects model. The inconsistency index (I2) was 
performed to evaluate heterogeneity. Begg’s funnel plots and Egger’s test were used to assess publication bias. 
Results: A total of 15 available studies including 5,570 subjects (1,912 cases and 3,658 controls) were included 
in the meta-analysis. No overall association was observed between the BsmI polymorphism in VDR gene and the 
susceptibility to fracture under all genetic models. When stratifying by fracture type, we did not find any significant 
risk, either. But in the subgroup analysis by source of control, the results from population-based groups suggested 
the BsmI polymorphism was associated with the increased fracture susceptibility (ORBB vs. bb = 1.22, 95% CI = 1.01-
1.48, Pheterogeneity = 0.912; ORB vs. b = 1.10, 95% CI = 1.00-1.20, Pheterogeneity = 0.921). Conclusions: Our meta-analysis 
provides evidence that the BsmI polymorphism in VDR gene may not be associated with the susceptibility to fracture 
in Caucasian populations. Our findings need to be further confirmed in future larger and well-designed studies.
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Introduction

Osteoporosis characterized by microarchitec-
tural deterioration of bone tissue and reduced 
bone mass is a systemic disease and would 
cause increased bone fragility and fracture. 
The causes leading to osteoporosis mainly in- 
clude severe environmental and genetic factors 
[1]. The role of genetic factors, such as the 
genetic polymorphisms of BsmI, TaqI, ApaI and 
FokI in the vitamin D receptor (VDR) gene in fr- 
acture risk has been extensively reported [2-8]. 
But the exact association has failed to be well-
defined and still remains to be further evalu- 
ated.

Vitamin D regulates bone metabolism via its 
role in mediating calcium homeostasis as well 
as the effect on osteoblasts [9]. The activity of 
vitamin D is mediated by VDR. Great efforts 
have been made to estimate the relationships 
between the above-mentioned polymorphisms 

and the risk of fracture. Nevertheless, the most 
frequently investigated one is the BsmІ poly-
morphism [1, 10-15].

There have been two studies investigating wh- 
ether the polymorphisms in VDR were associ-
ated with fracture risk by meta-analysis [2, 3]. 
However, the findings were inconsistent rather 
than conclusive. Moreover, the investigation fo- 
cusing on the BsmІ polymorphism in VDR and 
the risk of fracture has not been reported to da- 
te. So we conducted a comprehensive and sys-
tematic meta-analysis in order to more precise-
ly estimate the correlation of this polymorphism 
in VDR with fracture risk.

Materials and methods

Literature search strategy

To include all case-control association studies 
of fracture with sufficient genotyping date of 
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the BsmІ polymorphism, we conducted a com-
prehensive search of the databases including 
Medline, EMBASE and CNKI for eligible litera-
ture. The following terms were used in this se- 
arch: “Vitamin D receptor” or “VDR”, “BsmI”, 
“BsmI polymorphism” or “genetic polymorph- 
ism”, combined with “fracture”. There was no 
language limitation except that the extracted 
studies must be conducted on human subjects. 
The references of the relevant articles and 
review articles were manually-screened to re- 
cruit more available original articles.

Inclusion and exclusion criteria

The designed inclusion criteria were as follows: 
(1) a case-control study; (2) an investigation 
between BsmI polymorphism and fracture risk; 
(3) providing total numbers of cases and con-
trols; (4) detailed genotyping data in both case 
and control groups. The following were the 
exclusion criteria: (1) without adequate da- 
ta to calculate an odds ratio (OR) with 95% con-
fidence interval (CI); (2) overlapping data, if 
more than one published study used the same 
case series, the one with the largest sample 
size or more detailed genotyping information 
was selected; (3) abstract, comment, review 
and editorial. 

Data extraction

Two reviewers extracted the data independent-
ly according to the mentioned inclusion and 
exclusion criteria above. Disagreements were 
solved by discussion or turning to a third review-

in VDR gene and fracture risk was estimated 
via calculating the crude odds ratio (OR) with 
95% confidence interval (CI). We assessed fi- 
ve genetic models: BB vs. bb, BB + Bb vs. bb, 
BB vs. Bb + bb, B vs. b, and Bb vs. bb. The I2 
statistic was adopted to quantify the proportion 
of the total variation due to heterogeneity. An I2 
< 0.05 indicates a lack of heterogeneity among 
studies [16, 17]. Then, the fixed-effects model 
(the Mantel-Haenszel method) was adopted to 
pool the data [18]. Instead, if I2 > 0.05, the ran-
dom-effects model (the DerSimonian and Laird 
method) was used [19]. Sensitivity analysis 
was performed to assess the credibility of out-
comes in this meta-analysis by sequential om- 
ission of individual studies. The publication 
bias was validated by visual inspection of the 
funnel plot [20]. Hardy-Weinberg equilibrium 
(HWE) among controls for each study was 
examined by the Pearson’s goodness-of-fit chi-
square test. All statistical analyses were per-
formed with Stata version 12.0 (Stata Corp LP, 
College Station, Texas). P < 0.05 was consid-
ered statistically significant.

Results

Study characteristics

We extracted a total of 219 articles from the 
searched databases, and only 15 satisfied our 
inclusion criteria (Figure 1, Table 1). Of the 
included studies, one was carried out by using 
the same controls [1]; four studies investigated 
two separate subject groups in the same article 

Figure 1. The flow chart of the included studies.

er. The following items must be 
extracted from all eligible publica-
tions: first author, publication ye- 
ar, ethnicity, country of study, ge- 
notyping method, fracture type, 
source of controls, numbers of 
cases and controls, numbers of 
BsmI genotypes in cases and co- 
ntrols, and study results. Besides, 
the studies were classified as ho- 
spital-based stu-dy or population-
based study according to sources 
of controls. Finally, 15 case-con-
trol studies were available for this 
meta-analysis. 

Statistical analysis

The strength of the correlation 
between the BsmI polymorphism 
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Table 1. Main characteristics of all studies included in the meta-analysis

Authors Country  
of study

Gender  
(F/M)

Fracture  
type Source of control Genotyping  

method HWE

Aerssens et al. Belgium F Hip Hospital-based PCR 0.459
Alvarez-Hernandez et al. Spain M Vertebral Population-based PCR 0.618
Berg et al. Norway F Nonvertebal Population-based PCR 0.156
Chatzipapas et al. Greece M/F Stress Hospital-based PCR-RFLP 0.219
Feskanich [1] et al. USA F Hip Population-based PCR 0.770
Feskanich [2] et al. USA F Forearm Population-based PCR 0.152
Gomez [1] et al. Spain F Vertebral Population-based PCR 0.241
Gomez [2] et al. Spain M Vertebral Population-based PCR 0.594
Garnero 1 et al. France F Vertebral Population-based PCR 0.708
Garnero [2] et al. France F Nonvertebal Population-based PCR 0.708
Houstan et al. UK F Vertebral Population-based PCR 0.450
Host-Sikorska et al. Poland F Any Hospital-based PCR-RFLP 0.215
Host-Sikorska et al. Poland M/F Any Hospital-based PCR-RFLP 0.339
Langdahl [1] et al. Denmark F Vertebral Hospital-based PCR-RFLP 0.186
Langdahl [2] et al. Danmark M Vertebral Hospital-based PCR-RFLP 0.089
Quevedo et al. Chile F Hip Hospital-based PCR 0.046
Ramalho et al. Brazil F Hip Hospital-based PCR-RFLP 0.050
Valimaki et al. Finland F Hip Population-based PCR 0.253
Wengreen et al. USA F Hip Population-based PCR-RFLP 0.043
PCR: polymerase chain reaction; PCR-RFLP: PCR-restriction fragment length polymorphism; HWE: Hardy-Weinberg equilibrium. 

[1, 8, 10, 14]. The characteristics of the includ-
ed studies in our meta-analysis were summa-
rized in Table 1. The fracture type was catego-
rized into hip, vertebral, non-vertebral, forearm 
and any types. All studies were case-control de- 
signs based on Caucasian populations and 
were age- and gender-matched healthy con-
trols. This meta-analysis combined a total of 
5,570 subjects including 1,912 cases and 
3,658 controls. The genotype distribution of all 
controls was in accordance with HWE except 
slight deviation in two [15, 23].

Quantitative synthesis

When all eligible studies were pooled into one 
dataset for the meta-analysis, we found no sta-
tistical association between the between the 
BsmI polymorphism in VDR gene and fracture 
risk in all comparison models (ORBB vs. bb = 1.13, 
95% CI = 0.96-1.32, Pheterogeneity = 0.577; ORBB + 

Bb vs. bb = 1.05, 95% CI = 0.95-1.15, Pheterogeneity = 
0.988; ORBB vs. Bb + bb = 1.08, 95% CI = 0.93-1.26, 
Pheterogeneity = 0.836; ORB vs. b = 1.06, 95% CI = 
0.98-1.14, Pheterogeneity = 0.757; ORBb vs. bb = 1.05, 
95% CI = 0.95-1.18, Pheterogeneity = 0.990). 
Similarly, little association was observed 
between fracture type and fracture risk in the 

stratified analysis. In the subgroup analysis by 
source of control, however, the risk for the allele 
B, compared with the allele b, was 1.10 (ORB vs. 

b = 1.10, 95% CI = 1.00-1.20, Pheterogeneity = 
0.921). The individuals with BB genotype had 
1.22-fold higher risk, as compared with those 
carrying bb genotype (ORBB vs. bb = 1.22, 95% CI 
=1.01-1.48, Pheterogeneity = 0.912). But no signifi-
cant association was found in any of the genet-
ic models among hospital-based populations 
(Table 2, Figures 2 and 3).

Heterogeneity and sensitivity analyses

There was no between-study heterogeneity 
across the included studies in our meta-analy-
sis. In the sensitivity analyses, we checked the 
influence of each study on the pooled OR by 
omitting each study, one at a time and recalcu-
lating the OR with 95% CI. We found no altera-
tion in our results when excluding each study, 
suggesting the stability of our findings.

Bias diagnostics

Begg’s funnel plot and Egger’s test were adopt-
ed to diagnose the publication bias of the 
included studies. The symmetrical shape of the 
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Table 2. Results of pooled ORs in the meta-analysis
BB vs. bb BB + Bb vs. bb BB vs. Bb + bb Allele B vs. Allele b Bb vs. bb

OR (95% CI) Ph OR (95% CI) Ph OR (95% CI) Ph OR (95% CI) Ph OR (95% CI) Ph

Fracture type
    Hip 1.21 (0.98, 1.50) 0.467 1.07 (0.95, 1.21) 0.822 1.16 (0.95, 1.41) 0.648 1.09 (0.99, 1.21) 0.580 1.08 (0.93, 1.24) 0.757
    Vertebral 1.07 (0.73, 1.55) 0.951 1.05 (0.84, 1.31) 0.962 1.00 (0.71, 1.42) 0.998 1.04 (0.86, 1.24) 0.915 1.07 (0.82, 1.39) 0.938
    Any 0.98 (0.70, 1.37) 0.101 0.99 (0.82, 1.20) 0.682 0.99 (0.72, 1.35) 0.175 0.99 (0.85, 1.16) 0.152 1.00 (0.81, 1.24) 0.806
Source of control
    Hospital 0.93 (0.69, 1.26) 0.207 0.97 (0.82, 1.16) 0.773 0.90 (0.82, 1.16) 0.600 0.96 (0.83, 1.11) 0.336 0.99 (0.80, 1.21) 0.776
    Population 1.22 (1.01, 1.48) 0.912 1.08 (0.97, 1.20) 0.994 1.17 (0.98, 1.40) 0.918 1.10 (1.00, 1.20) 0.921 1.08 (0.95, 1.23) 0.992
    Total 1.13 (0.96, 1.32) 0.577 1.05 (0.95, 1.15) 0.988 1.08 (0.93, 1.26) 0.836 1.06 (0.98, 1.14) 0.669 1.05 (0.95, 1.18) 0.990
Ph: P-value of heterogeneity test. CI: confidence interval; OR, odds ratio.
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differences in study design, study populations 
and sample sizes. But meta-analysis is capable 
of resolving these disadvantages by a system-
atical collection of the single studies, thus 
increasing the statistical power to identify an 
association and enhancing the precision of the 
correlation [26].

Overall, no significant fracture risk associated 
with the BsmІ polymorphism was observed wh- 
en all studies were pooled into the meta-analy-
sis. One possible explanation is that the BsmІ 
polymorphism is a low-penetrant single nucleo-
tide polymorphism with a very weak effect that 
needs a much larger study to detect. Our res- 
ults were consistent with two previous pub-
lished studies which also revealed that no rela-
tionship of the VDR BsmI polymorphism and 

funnel plots did not indicate any evidence of 
obvious bias (Figure 4). Then Egger’s test was 
performed and provided statistical evidence of 
funnel plot symmetry. These results revealed 
no obvious publication bias in our meta-analy-
sis (BB vs. Bb: Begg’s test: P = 0.234; Egger’s 
test: P = 0.250).

Discussion

Association studies are considered as a mighty 
way of evaluating the association between 
genetic factors and susceptibility to common 
disorders like osteoporosis [24]. However, the 
individual association studies with controver-
sial findings fail to estimate the potential mod-
est genetic effects on the susceptibility to com-
mon diseases [25], which might result from the 

Figure 2. Forest plot of fracture risk associated with the BsmІ polymorphism stratified by ethnicity under BB vs. bb 
model. The boxes and horizontal lines represent the OR and the corresponding 95% CI. The area of the boxes indi-
cates the weight (inverse of the variance). The diamond corresponds to the summary OR and 95% CI. No significant 
association between the BsmІ polymorphism and fracture risk was observed.
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Figure 3. Forest plot of fracture risk associated with the BsmІ polymorphism stratified by ethnicity under BB + Bb 
vs. bb model. The boxes and horizontal lines represent the OR and the corresponding 95% CI. The area of the boxes 
indicates the weight (inverse of the variance). The diamond corresponds to the summary OR and 95% CI. No signifi-
cant association between the BsmІ polymorphism and fracture risk was observed.

fracture risk was found in the meta-analysis of 
published data [3, 27]. However, another study 
including four polymorphisms of BsmI, ApaI, 
TaqI, FokI demonstrated that there was a mod-
est but statistically significant association be- 
tween the BsmI bb genotypes and fracture [2]. 
It is suggested that the BsmІ polymorphism 
does not independently modify the fracture ri- 
sk, but the interaction with other polymorph- 
isms may affect the overall assessment of the 
association. 

To further identify our results, subgroup analy-
sis by fracture type and source of control were 
carried out. In the stratified analysis by fracture 
type, we observed no fracture risk in relation to 

the BsmI polymorphism. Nonetheless, in the 
subgroup analysis by source of control, the re- 
sults from population-based groups revealed 
significant association between this polymor-
phism and fracture susceptibility. Several me- 
ta-analyses have reported BsmI polymorphism 
was correlated with bone mineral density (B- 
MD). One implicated the BB genotype of the 
BsmI polymorphism was relevant to low BMD 
only at the hip and that younger women with BB 
genotype had borderline significant lower BMD 
in comparison with those with the bb genotype 
[28]. In another meta-analysis, the results re- 
vealed that Bb + bb genotypes had higher spine 
BMD than BB genotype only in studies of post-
menopausal women with a big range of B allele 
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frequency (29-53%) [25]. These results imply 
that B allele may have more associations with 
fracture risk, compared to the b allele. Mo- 
reover, the correlation between BsmI polymor-
phism in VDR gene and other diseases has be- 
en explored by several meta-analyses [29-31], 
suggesting its crucial role in these diseases. 

However, an increased risk was found in popu-
lation-based studies, but not in hospital-based 
studies. This might result from selection bias. 
Because not all the selected control popula-
tions could truly represent the general popula-
tion, and the recruitment criteria were not uni-
formly designed in the included studies. Thus 
representative controls should be used in fur-
ther studies. 

The potential limitations need to be addressed 
in this current study. First, our meta-analysis 
was conducted on Caucasians alone, so future 
studies with more ethnic groups are needed to 
comprehensively estimate the possible effects 
of the BsmI polymorphism on fracture risk in 
different ethnicities. Besides, publication bias 
may have occurred, although no obvious bias 
was observed in the bias diagnostics. Because 
only published studies were included in our 
meta-analysis.

In summary, our meta-analysis suggested that 
the BsmI polymorphism in VDR gene was not 
associated with the overall risk of fracture in 
Caucasian population. But significant associa-
tion was observed in the stratified analysis by 

References

[1]	 Garnero P, Munoz F, Borel O, Sornay-Rendu E, 
Delmas PD. Vitamin D receptor gene polymor-
phisms are associated with the risk of frac-
tures in postmenopausal women, indepen-
dently of bone mineral density. J Clin Endocrinol 
Metab 2005; 90: 4829-4835.

[2]	 Ji GR, Yao M, Sun CY, Li ZH, Han Z. BsmI, TaqI, 
ApaI and FokI polymorphisms in the vitamin D 
receptor (VDR) gene and risk of fracture in 
Caucasians: a meta-analysis. Bone 2010; 47: 
681-686.

[3]	 Fang Y, Rivadeneira F, van Meurs JB, Pols HA, 
Ioannidis JP, Uitterlinden AG. Vitamin D recep-
tor gene BsmI and TaqI polymorphisms and 
fracture risk: a meta-analysis. Bone 2006; 39: 
938-945.

[4]	 Aerssens J, Dequeker J, Peeters J, Breemans 
S, Broos P, Boonen S. Polymorphisms of the 
VDR, ER and COLIA1 genes and osteoporotic 
hip fracture in elderly postmenopausal wom-
en. Osteoporos Int 2000; 11: 583-591.

[5]	 Alvarez-Hernández D, Naves M, Díaz-López JB, 
Gómez C, Santamaría I, Cannata-Andía JB. In- 
fluence of polymorphisms in VDR and COLIA1 
genes on the risk of osteoporotic fractures in 
aged men. Kidney Int Suppl 2003; S14-18.

[6]	 Berg JP, Falch JA and Haug E. Fracture rate, 
pre- and postmenopausal bone mass and ear-
ly and late postmenopausal bone loss are not 
associated with vitamin D receptor genotype in 
a high-endemic area of osteoporosis. Eur J 
Endocrinol 1996; 135: 96-100.

[7]	 Chatzipapas C, Boikos S, Drosos GI, Kazakos 
K, Tripsianis G, Serbis A, Stergiopoulos S, Tilke- 

Figure 4. Begg’s funnel plot for the BsmІ polymorphism. Each circle dot rep-
resents a separate study for the indicated association between the BsmІ 
polymorphism and fracture risk under BB vs. bb model (Begg’s test: P = 
0.234; Egger’s test: P = 0.250).

source of control in population-
based groups. These results 
implicated that the BsmI poly-
morphism in VDR gene might 
play a role in fracture suscepti-
bility. However, more prospec-
tive studies with larger samples 
and various ethnic groups are 
still required to further confirm 
the associations.

Disclosure of conflict of inter-
est

None.

Address correspondence to: Dr. Ji- 
anhua Zhu, Juxian Hospital of Tra- 
ditional Chinese Medicine, Juxian 
276500, Shandong Province, Chi- 
na. E-mail: gaojzh2006@126.com



BsmІ polymorphism in vitamin D receptor gene and risk of fracture

596	 Int J Clin Exp Med 2015;8(1):589-597

ridis C, Verettas DA, Stratakis CA. Polymorphi- 
sms of the vitamin D receptor gene and stress 
fractures. Horm Metab Res 2009; 41: 635-
640.

[8]	 Feskanich D, Hunter DJ, Willett WC, Hankinson 
SE, Hollis BW, Hough HL, Kelsey KT, Colditz GA. 
Vitamin D receptor genotype and the risk of 
bone fractures in women. Epidemiology 1998; 
9: 535-539.

[9]	 Haussler MR, Whitfield GK, Haussler CA, Hsieh 
JC, Thompson PD, Selznick SH, Dominguez CE, 
Jurutka PW. The nuclear vitamin D receptor: 
biological and molecular regulatory properties 
revealed. J Bone Miner Res 1998; 13: 325-
349.

[10]	 Gómez C, Naves ML, Barrios Y, Díaz JB, Ferná- 
ndez JL, Salido E, Torres A, Cannata JB. Vitamin 
D receptor gene polymorphisms, bone mass, 
bone loss and prevalence of vertebral fracture: 
differences in postmenopausal women and 
men. Osteoporos Int 1999; 10: 175-182.

[11]	 Houston LA, Grant SF, Reid DM, Ralston SH. 
Vitamin D receptor polymorphism, bone min-
eral density, and osteoporotic vertebral frac-
ture: studies in a UK population. Bone 1996; 
18: 249-252.

[12]	 Horst-Sikorska W, Wawrzyniak A, Celczyńska-
Bajew L, Marcinkowska M, Dabrowski S, Kalak 
R, Słomski R. Polymorphism of VDR gene-the 
most effective molecular marker of osteopo-
rotic bone fractures risk within postmenopaus-
al women from Wielkopolska region of Poland. 
Endokrynol Pol 2005; 56: 233-239.

[13]	 Horst-Sikorska W, Kalak R, Wawrzyniak A, Ma- 
rcinkowska M, Celczynska-Bajew L, Slomski R. 
Association analysis of the polymorphisms of 
the VDR gene with bone mineral density and 
the occurrence of fractures. J Bone Miner 
Metab 2007; 25: 310-319.

[14]	 Langdahl BL, Gravholt CH, Brixen K, Eriksen 
EF. Polymorphisms in the vitamin D receptor 
gene and bone mass, bone turnover and os-
teoporotic fractures. Eur J Clin Invest 2000; 
30: 608-617.

[15]	 Quevedo LI, Martínez BM, Castillo NM, Rivera 
FN. [Vitamin D receptor gene polymorphisms 
and risk of hip fracture in Chilean elderly wom-
en]. Rev Med Chil 2008; 136: 475-481.

[16]	 Higgins JP and Thompson SG. Quantifying het-
erogeneity in a meta-analysis. Stat Med 2002; 
21: 1539-1558.

[17]	 Higgins JP, Thompson SG, Deeks JJ, Altman 
DG. Measuring inconsistency in meta-analy-
ses. BMJ 2003; 327: 557-560.

[18]	 Mantel N and Haenszel W. Statistical aspects 
of the analysis of data from retrospective stud-
ies of disease. J Natl Cancer Inst 1959; 22: 
719-748.

[19]	 DerSimonian R and Laird N. Meta-analysis in 
clinical trials. Control Clin Trials 1986; 7: 177-
188.

[20]	 Egger M, Smith GD and Phillips AN. Meta-an- 
alysis: principles and procedures. BMJ 1997; 
315 1533-1537.

[21]	 Ramalho AC, Lazaretti-Castro M, Hauache O, 
Kasamatsu T, Brandão C, Reis AF, Takata E, 
Cafalli F, Tavares F, Gimeno SG, Vieira JG. Fra- 
ctures of the proximal femur: correlation with 
vitamin D receptor gene polymorphism. Braz J 
Med Biol Res 1998; 31: 921-927.

[22]	 Välimäki S, Tähtelä R, Kainulainen K, Laitinen 
K, Löyttyniemi E, Sulkava R, Välimäki M, Kon- 
tula K. Relation of collagen type I alpha 1 (CO- 
LIA 1) and vitamin D receptor genotypes to 
bone mass, turnover, and fractures in early 
postmenopausal women and to hip fractures 
in elderly people. Eur J Intern Med 2001; 12: 
48-56.

[23]	 Wengreen H, Cutler DR, Munger R, Willing M. 
Vitamin D receptor genotype and risk of osteo-
porotic hip fracture in elderly women of Utah: 
an effect modified by parity. Osteoporos Int 
2006; 17: 1146-1153.

[24]	 Risch NJ. Searching for genetic determinants 
in the new millennium. Nature 2000; 405: 
847-856.

[25]	 Lohmueller KE, Pearce CL, Pike M, Lander ES, 
Hirschhorn JN. Meta-analysis of genetic asso-
ciation studies supports a contribution of com-
mon variants to susceptibility to common dis-
ease. Nat Genet 2003; 33: 177-182.

[26]	 Thakkinstian A, D’Este C, Eisman J, Nguyen T, 
Attia J. Meta-analysis of molecular association 
studies: vitamin D receptor gene polymorphi- 
sms and BMD as a case study. J Bone Miner 
Res 2004; 19: 419-428.

[27]	 Uitterlinden AG, Ralston SH, Brandi ML, Carey 
AH, Grinberg D, Langdahl BL, Lips P, Lorenc R, 
Obermayer-Pietsch B, Reeve J, Reid DM, Ame- 
dei A, Bassiti A, Bustamante M, Husted LB, Di- 
ez-Perez A, Dobnig H, Dunning AM, Enjuanes 
A, Fahrleitner-Pammer A, Fang Y, Karczma- 
rewicz E, Kruk M, van Leeuwen JP, Mavilia C, 
van Meurs JB, Mangion J, McGuigan FE, Pols 
HA, Renner W, Rivadeneira F, van Schoor NM, 
Scollen S, Sherlock RE, Ioannidis JP; APOSS 
Investigators; EPOS Investigators; EPOLOS In- 
vestigators; FAMOS Investigators; LASA Inves- 
tigators; Rotterdam Study Investigators; GE- 
NOMOS Study. The association between com-
mon vitamin D receptor gene variations and 
osteoporosis: a participant-level meta-analy-
sis. Ann Intern Med 2006; 145: 255-264.

[28]	 Cooper GS and Umbach DM. Are vitamin D re-
ceptor polymorphisms associated with bone 
mineral density? A meta-analysis. J Bone Min- 
er Res 1996; 11: 1841-1849.

[29]	 Zhou H, Xu C and Gu M. Vitamin D receptor 
(VDR) gene polymorphisms and Graves’ dis-
ease: a meta-analysis. Clin Endocrinol (Oxf) 
2009; 70: 938-945.



BsmІ polymorphism in vitamin D receptor gene and risk of fracture

597	 Int J Clin Exp Med 2015;8(1):589-597

[30]	 Yin M, Wei S and Wei Q. Vitamin D Receptor 
Genetic Polymorphisms and Prostate Cancer 
Risk: A Meta-analysis of 36 Published Studies. 
Int J Clin Exp Med 2009; 2: 159-175.

[31]	 Raimondi S, Johansson H, Maisonneuve P, Ga- 
ndini S. Review and meta-analysis on vitamin 
D receptor polymorphisms and cancer risk. 
Carcinogenesis 2009; 30: 1170-1180.


