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with recurrent urolithiasis. For Taq1 SNP, logistic regres-
sion analysis showed that the C/C genotype was associated 
with a more than threefold higher risk for recurrent urolith-
iasis. We conclude that ApaL1 and Taq1 SNPs of the uroki-
nase and VDR genes are associated with recurrent urolithi-
asis in a Caucasian population.

Keywords Urolithiasis · Single nucleotide 
polymorphism · Urokinase · Vitamin D receptor

Introduction

Urolithiasis, which reflects genetic and environmental fac-
tors, is a worldwide problem that is associated with sub-
stantial health and socioeconomic burdens. The preva-
lence of the disease in industrialized countries ranges from 
5–9 % and is likely to increase in coming years [1]. Despite 
steady advances in shock-wave technology and endouro-
logical techniques, urolithiasis will recur in a majority of 
cases. It would be beneficial if, among patients with recur-
rent urolithiasis and their relatives, the clinician could pre-
dict patients at high risk that would benefit from tailored 
therapy and continual check-ups with sufficient scientific 
evidence.

In this context, single nucleotide polymorphism (SNP) 
gene analysis has been the focus of increased attention. The 
potential of SNP analysis in urolithiasis lies in its ability to 
map stone disease genes. One SNP of interest is the ApaL1 
C/T SNP located at the 3′-untranslated region (UTR) of 
the urokinase gene on chromosome 10 [2]. It has been pro-
posed that the fibrinolytic function of urinary urokinase 
may prevent the formation of organic matrix in the uri-
nary tract [3], a major step in urinary stone formation [4]. 
Another candidate gene is the vitamin D receptor (VDR) 
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gene, which is involved in calcium metabolism, including 
calcium intestinal absorption and renal reabsorption [5].

Despite the increasing interest in gene–disease rela-
tionships, no prior study has investigated the urokinase 
gene ApaL1 C/T SNP in adult Caucasians. The aim of 
our study was to compare genotype distribution and allele 
frequency of the polymorphic urokinase and VDR genes 
between first-time stone formers, recurrent stone form-
ers, and control patients, using polymerase chain reaction 
(PCR)-restriction fragment length polymorphism (RFLP) 
technique.

Materials and methods

The study protocol was approved by the Ethical Com-
mittees of the Ondokuz Mayis and Uludağ Universities. 
A total of 164 stone formers (64 women and 100 men) 
aged 18 years and older were recruited from tertiary refer-
ral centers over the course of 2 years. Stone disease was 
confirmed by computed tomography, plain-film radiog-
raphy, ultrasound examination, urinary stone emission, 
or endourological removal. There were 86/164 (52 %) 
first-time stone formers and 78/164 (48 %) recurrent (>1 
episode) stone formers. The control group comprised 167 
unrelated patients (80 women and 87 men) with normal uri-
nalysis and absence of stone in ultrasound studies at gen-
eral health screening. Among stone formers and controls, 
patients taking vitamin D and/or calcium supplements 
were excluded from the study. Furthermore, the control 
group did not include patients with known metabolic dis-
orders and personal history and/or positive family history 
of urolithiasis. Clinical information on age at medical visit, 
menopausal status, recurrent stone episodes, and family 
history of urolithiasis was retrieved from medical charts. 
Family history was considered positive if any first- and/
or second-degree relative had been affected by urolithi-
asis. Stone composition was analyzed by Fourier transform 
infrared reflectance spectroscopy. All participants provided 
informed consent to participate in the study.

For PCR–RFLP analysis venous blood samples were 
collected in EDTA tubes and genomic DNA was extracted 
by salt precipitation. The resulting DNA stock was stored 
at −20 °C. PCRs were carried out in a total volume of 
25 µl, containing 50 ng of genomic DNA, 2–6 (50 for 
VDR) pmol of each primer, 200 mM deoxynucleotide 
triphosphates (MBI Fermentas, Amherst, New York, USA), 
1.5 mM MgCl2, 1xPCR buffer, 50 mM KCl, 1 unit Taq 
DNA polymerase (Promega, Madison, Wisconsin, USA). 
Primer sequences were: 5′-CCG CAG TCA CAC CAA 
GGA AGA G-3′ (forwards) and 5′-GAA CGA CAA TAG 
CTT TAC CCT CAG GCA-3′ (backwards) for urokinase 
SNP, and 5‘-CAG AGC ATG GAC AGG GAG CAA-3′ 

and 5′-CAC TTC GAG CAC AAG GGG CGT TAG C-3′ 
for VDR SNP (Iontek Inc., Maslak, Turkey). The primer 
sequences were checked using the University of Califor-
nia Santa Cruz genome browser (https://genome.ucsc.edu/
cgi-bin/hgPcr). Detailed information on the two polymor-
phisms can be found in the NCBI SNP consortium database 
(http://www.ncbi.nlm.nih.gov/nuccore/G27040 for uroki-
nase and http://www.ncbi.nlm.nih.gov/projects/SNP/snp_
ref.cgi?rs=731236 for VDR). PCR products were ampli-
fied in a gradient thermal cycler (Techne, Burlington, New 
Jersey, USA). Cycling conditions were set as follows for 
urokinase/VDR: initial denaturation at 95/94 °C for 5 min, 
35 cycles of denaturation at 95/94 °C for 60/30 s, annealing 
at 54/58 °C for 60/30 s, extension at 72 °C for 60/30 s, and 
final extension at 72 °C for 7 min.

PCR products were incubated with the restriction 
enzymes ApaL1 for urokinase SNP, Taq1 for VDR SNP 
(MBI Fermentas, Amherst, New York, USA), and restric-
tion buffer at 37 °C for 16 h and 65° for 3 h, respectively. 
All digested products were loaded into 3 % agarose gel, 
electrophoresed and visualized with an appropriate gel 
imaging system (Vilber Lourmat®, Marne-la-Vallée, 
France). The genotypes were determined according to the 
size of DNA fragment. For ApaL1 urokinase SNP, digestion 
of the amplified 210 bp PCR product gave fragments of 185 
and 25 bp if the product was excisable. C/C homozygotes 
yielded a 210 bp, undigested fragment, T/T homozygotes 
yielded 185 and 25 bp fragments, and C/T heterozygotes 
showed 210, 185, and 25 bp fragments (Fig. 1). For Taq1 
VDR SNP, T/T homozygotes yielded a 501 bp fragment, 
C/C homozygotes yielded 208 and 293 bp fragments, and 
T/C heterozygotes showed 501, 293, and 208 bp fragments. 
For all experiments a 100 bp DNA ladder (MBI Fermentas, 
Amherst, New York, USA) was used. Laboratory personnel 
were blinded to all clinical data.

Fig. 1  PCR products obtained after digestion of the 210 bp amplified 
region of the urokinase gene 3′-untranslated region (UTR) with the 
restriction enzyme ApaL1shown on 3 % agarose gel. The amplified 
polymorphic region resulted in a digested fragment in lane 3 (185; 
25 bp fragments not shown) (T/T), undigested fragments at lanes 
2,4,5 (210 bp) (C/C) and heterozygous bands at lane 1 (C/T)

https://genome.ucsc.edu/cgi-bin/hgPcr
https://genome.ucsc.edu/cgi-bin/hgPcr
http://www.ncbi.nlm.nih.gov/nuccore/G27040
http://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi%3frs%3d731236
http://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi%3frs%3d731236
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Genotype and allele frequencies were obtained by direct 
counting and then dividing by the number of patients to 
determine genotype frequency and by the number of chro-
mosomes to determine allele frequency. Goodness-of-fit 
to Hardy–Weinberg equilibrium was determined by χ2-
test using Online Encyclopedia for Genetic Epidemiology 
studies (OEGE) software (www.oege.org). Differences in 
baseline characteristics, genotype, and allele distribution 
between (1) recurrent stone formers and first-time stone 
formers, and (2) recurrent stone formers and controls were 
analyzed with the Chi-square test (or Fischer’s exact test 
when greater than 20 % of the cells had an expected count 
of less than five) for categorical variables and the Kruskal–
Wallis test for continuous variables. SNP data analyses 
were done for all patients and repeated for calcium-stone 
formers only. Multivariable logistic regression analysis was 
used to determine odds ratios (OR) and confidence inter-
vals (CI) associated with a given genotype, adjusting for 
age and gender. All tests were performed using IBM SPSS 
21 (IBM, Armonk, NY, USA), with a two-sided statistical 
significance set at p < 0.05.

Results

Median age of the patient population was 44 years (inter-
quartile range [IQR] 35–54). Baseline characteristics of 
first-stone formers, recurrent stone formers, and controls 
are shown in Table 1. There was no statistically significant 
difference in terms of age and gender distribution between 
recurrent stone formers and first-time stone formers, and 
between recurrent stone formers and controls (all p val-
ues >0.05). A positive familial history was associated with 
recurrent urolithiasis (p = 0.01). Stone composition was 
available for 145/164 (88 %) patients and included 131/145 
(90 %) calcium-containing stones, 9/145 (6 %) urate 

stones, 4/145 (3 %) infectious stones, and 1/145 (0.7 %) 
cystine stone.

Genotype distributions for ApaL1 urokinase SNP and 
Taq1 VDR SNP are shown in Table 2a and b. The con-
trol group was in Hardy–Weinberg equilibrium for Taq1 
VDR SNP (χ2 = 3.08), not for ApaL1 urokinase SNP 
(χ2 = 167). Distribution of the ApaL1 urokinase SNP and 
Taq1 VDR SNP genotypes differed significantly between 
recurrent stone formers and first-stone formers (p = 0.01 
for urokinase and p = 0.003 for VDR), and between recur-
rent stone formers and controls (p = 0.002 for urokinase 
and p < 0.0001 for VDR). When we analyzed only the 131 
patients with calcium stone, similar results were found 
(Table 2b). Overall, the C/C genotype of ApaL1 urokinase 
SNP was found less frequently in recurrent stone formers 
than in first-time stone formers and controls. Moreover, the 
C/T genotype was detected only in recurrent stone formers. 
For Taq1 VDR SNP, the C/C genotype was found more fre-
quently in recurrent stone formers than in first-time stone 
formers and controls. Allele frequency analysis showed 
that the T allele of ApaL1 urokinase SNP was significantly 
associated with recurrent stone formers (p = 0.03 vs. first-
stone formers and p = 0.002 vs. controls). Furthermore, 
the C allele of Taq1 VDR SNP was significantly associated 
with recurrent stone formers (p = 0.01 vs. first-stone form-
ers and p = 0.001 vs. controls).

For Taq1 VDR SNP, logistic regression analysis adjusted 
for age and gender showed that individuals that harbor the 
C/C genotype have a more than threefold higher risk for 
recurrent urolithiasis in comparison to individuals that har-
bor the T/T genotype (OR = 3.66, 95 % CI = 1.80–7.39, 
p < 0.001). This was also true for recurrent calcium-stone 
formers (OR: 3.76, 95 % CI = 1.78–7.99, p = 0.001). Due 
to the small number of patients harboring the T/T geno-
type, we lacked sufficient power to perform logistic regres-
sion analysis for ApaL1 urokinase SNP.

Table 1  Baseline characteristics of the patient population

* Kruskal–Wallis test
Φ Chi-square test

First-time stone formers 
(n = 86)

Recurrent stone formers 
(n = 78)

Controls (n = 167) p value, recurrent vs. 
first-time

p value, recurrent  
vs. controls

Age, median (IQR) 45 (29–58) 41 (24–53) 45 (38–54) 0.3* 0.1*

Male gender, n (%) 50 (58) 50 (64) 87 (52) 0.4Φ 0.1Φ

Female gender, n (%) 36 (42) 28 (36) 80 (48)

Menopause 15 (17) 8 (10) 27 (16) 0.2Φ 0.2Φ

Familial history +, 
n (%)

29 (34) 42 (54) – 0.01Φ –

http://www.oege.org
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Discussion

The mainstay for the prevention of urolithiasis includes 
dietary modifications, fluid intake, empiric medical therapy, 
or medical therapy based on specific biochemical anoma-
lies [6]. Biochemical baseline is, however, limited in pre-
dicting drug efficacy and thus investigations into better pre-
dictors are needed [7]. In the present study, we show for 
the first time in an adult Caucasian population that ApaL1 
urokinase SNP at the 3′-UTR is associated with recurrent 
urolithiasis. We also demonstrate that the T allele, which 
is frequent among Caucasian populations [8], is signifi-
cantly associated with recurrent urolithiasis. In addition, 
we report that Taq1 VDR SNP is associated with recurrent 
urolithiasis. Our findings provide further support that in 

this Caucasian population genetic differences exist between 
non-stone formers, first-time stone formers, and recurrent 
stone formers.

Other authors have investigated ApaL1 urokinase 
SNP in smaller cohorts and different populations. Tsai 
et al., evaluating ApaL1 urokinase SNP in 258 Taiwan-
ese patients, noted significant differences between cal-
cium oxalate stone formers and healthy individuals [9]. 
Specifically, patients with recurrent calcium oxalate uro-
lithiasis were more likely to harbor the C/T genotype. No 
T/T genotype was found. In agreement with our results, 
allele frequency analysis showed higher frequency of the 
T allele in patients with recurrent calcium oxalate uro-
lithiasis (5.9 vs. 1.9 %, p = 0.03). Their findings and ours 
suggest that although the distribution of ApaL1 urokinase 

Table 2  Urokinase ApaL1 SNP and vitamin D receptor Taq1 SNP genotype distribution and allele frequency in first-stone formers, recurrent 
stone formers, and controls

Percentages may not sum due to rounding

* Fischer’s exact test. All other p values were calculated the Chi-square test

First-time stone formers 
(n = 86)

Recurrent stone formers 
(n = 78)

Controls (n = 167) p value, recurrent vs. first- 
time

p value, recurrent 
vs. controls

(A) All stone formers and controls

 Urokinase ApaL1 SNP

  C/C, n (%) 81 (94) 64 (82) 155 (93) 0.01* 0.002*

  C/T, n (%) 0 5 (6) 0

  T/T, n (%) 5 (6) 9 (12) 12 (7)

  C, n (%) 162 (94) 133 (85) 310 (93) 0.008 0.01

  T, n (%) 10 (6) 23 (15) 24 (7)

 Vitamin D receptor Taq1 SNP

  T/T, n (%) 39 (45) 28 (36) 66 (40) 0.003 <0.0001

  T/C, n (%) 37 (43) 24 (31) 86 (51)

  C/C, n (%) 10 (12) 26 (33) 15 (9)

  T, n (%) 115 (67) 80 (51) 218 (65) 0.004 0.003

  C, n (%) 57 (33) 76 (49) 116 (35)

First-time stone  
formers (n = 63)

Recurrent stone formers 
(n = 68)

Controls (n = 167) p value, recurrent vs. first- 
time

p value, recurrent 
vs. controls

(B) Calcium-stone formers and controls

 Urokinase ApaL1 SNP

  C/C, n (%) 58 (92) 54 (79) 155 (93) 0.047* 0.007*

  C/T, n (%) 0 5 (7) 0

  T/T, n (%) 5 (8) 9 (13) 12 (7)

  C, n (%) 116 (92) 113 (83) 310 (93) 0.03 0.002

  T, n (%) 10 (8) 23 (17) 24 (7)

 Vitamin D receptor Taq1 SNP

  T/T, n (%) 28 (44) 23 (34) 66 (40) 0.02 <0.0001

  T/C, n (%) 26 (41) 21 (31) 86 (51)

  C/C, n (%) 9 (14) 24 (35) 15 (9)

  T, n (%) 82 (65) 67 (49) 218 (65) 0.01 0.001

  C, n (%) 44 (35) 69 (51) 116 (35)
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SNP may modestly differ across some geographical areas, 
genetic differences between stone formers and non-stone 
formers in a given population remain. On the other hand, 
our results differ with findings from Mittal et al. In their 
study, ApaL1 urokinase SNP was compared between 130 
patients with recurrent calcium oxalate stone disease and 
150 healthy individuals in a north Indian population [10]. 
Although a marginal difference in the genotype distribu-
tion was detected, no difference was seen when analyzing 
allele frequencies. The discrepancy between this study and 
ours might reflect different patients’ background, environ-
mental factors, and selection criteria, as well as variations 
in laboratory techniques. Finally, Ozturk et al. investi-
gated ApaL1 urokinase SNP in 120 patients from a Turk-
ish pediatric population [11]. While differences in genotype 
distribution between recurrent stone formers and con-
trols were reported, T allele frequency was similar. These 
results taken together with ours indicate that genetic factors 
involved in urinary stone formation in children and adults 
may be distinct for certain SNPs. Urokinase is an enzyme 
that may block the formation of organic matrix through its 
proteolytic function, thereby impeding the precipitation 
of minerals in the urinary tract environment [4]. Du Toit 
et al. reported lower urinary urokinase levels in men with 
urolithiasis compared to controls [12]. Hence, it could be 
advanced that urokinase SNPs may be involved in urinary 
urokinase downregulation.

SNPs of the VDR gene have been implicated in a vari-
ety of diseases, notably osteoporosis [13] and urolithiasis 
[14–18]. Moreover, suggestive linkages between calcium 
stone formation and several microsatellite markers located 
near the VDR locus have been demonstrated [19, 20]. Taq1 
VDR SNP has been studied previously. In line with our 
findings, Seyhan et al. found that the C/C genotype and the 
C allele of Taq1 VDR SNP were associated with calcium 
stones in a children population with a similar ethnic back-
ground as ours [18]. Similarly, Nishijima et al. reported 
that differences in Taq1 genotype distribution in Japanese 
patients were associated with severe stone disease [14]. 
Conversely, Seo et al. found no significant risk for uro-
lithiasis associated with Taq1 VDR SNP in Korean patients 
[21]. The association of other VDR SNPs with stone dis-
ease has been reported, including FokI [15, 16] and BsmI 
[17]. Upon binding of its primary ligand 1,25(OH)2D3, 
VDR regulates calcium and phosphate metabolism, includ-
ing renal calcium reabsorption. It has been shown in labo-
ratory studies that SNPs or mutations of the VDR gene may 
alter transcriptional activity and VDR subcellular distribu-
tion [22]. It follows that SNPs may affect VDR activity in 
the urinary tract, and thus influence urinary calcium levels 
and stone formation. In addition, it has been reported that 
the VDR may play a role in regulating urinary citrate excre-
tion [23]. Another explanation for our positive findings is 

that Taq1 VDR SNP may be in linkage disequilibrium with 
yet unidentified SNPs of the VDR gene and is not associ-
ated with urolithiasis per se [24].

We acknowledge the limitations of our study. At our 
institutions, complete metabolic evaluation is indicated 
from the third stone episode. Because of this, the small 
number of patients with available urinary biochemical 
profile precluded analyses to investigate the association of 
ApaL1 urokinase SNP and Taq1 VDR SNP with common 
conditions including idiopathic hypercalciuria and hyper-
oxaluria. It is notable that our results were valid for the 
entire cohort as well as for calcium-stone formers only. 
We chose to include all patients in the primary analysis of 
the SNPs because: (1) urokinase may not be solely associ-
ated with calcium urolithiasis [12], and (2) assuming that 
VDR activity influences urinary calcium levels, it has been 
shown that hypercalciuria is associated with a broad range 
of biochemical abnormalities, including hyperuricosuria, 
unduly acidic urine, and hypocitraturia [25]. These abnor-
malities are not exclusively associated with calcium stones 
[25]. Furthermore, our study included patients with a rela-
tively homogenous ethnic background. This minimized 
the possibility of confounding due to population stratifica-
tion. Conversely, it remains to be seen if our results can 
be extended to other populations, notably those from the 
northern hemisphere. Finally, our control group was in 
Hardy–Weinberg equilibrium for Taq1 VDR SNP, how-
ever not for ApaL1 urokinase SNP. This could be due to 
the selective criteria used to enroll healthy individuals or 
population stratification [26]. It may also be explained by 
the relatively small sample size of the control population, 
limiting the power for Hardy–Weinberg equilibrium test-
ing [27].

Because urolithiasis is a heterogenous disease, identifi-
cation of ideal candidates for medical therapy in the context 
of metaphylaxis remains suboptimal. Moreover, compli-
ance with preventive measures is an important factor when 
evaluating therapy success [28]. It is obvious that a variety 
of genes and environmental factors add their phenotypic 
effect and interact to increase susceptibility to urinary stone 
formation. In this regard, gene mapping may help uncover 
genetic susceptibilities, identify patients and their relatives 
that will benefit from stone metaphylaxis, and guide patient 
counseling. Other candidate genes include, but are not lim-
ited to, calcium-sensing receptor, CLDN14, and melatonin 
receptor 1A [29–31]. Genome-wide SNP microarrays are 
commercially available for a number of conditions that 
include certain cancers and cardiovascular diseases [32]. 
Rapid improvements in genomics are likely to lead to a 
better understanding of the pathogenesis of urolithiasis, 
provide practical tools at reduced cost for gene mapping, 
and therefore serve the purpose of reducing the health and 
socioeconomic burdens of the disease.
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Conclusion

ApaL1 urokinase and Taq1 VDR SNPs result in increased 
susceptibility to recurrent urolithiasis. Our findings indicate 
that gene mapping may have a role in identifying high-risk 
patients, leading to tailored therapeutic strategies and fol-
low-up that may ultimately reduce the health and socioeco-
nomic burdens of urolithiasis. However, further research is 
warranted to identify candidate genes in a given population 
that would be suitable genetic markers.

Compliance with the ethical standards 

Conflict of interest There is no financial arrangement or other rela-
tionship that could be constructed as a conflict of interest.

Ethical approval All procedures performed in studies involving 
human participants were in accordance with the ethical standards of 
the institutional research committee and with the 1964 Helsinki decla-
ration and its later amendments or comparable ethical standards.

References

 1. Hesse A, Brändle E, Wilbert D, Köhrmann KU, Alken P (2003) 
Study on the prevalence and incidence of urolithiasis in Ger-
many comparing the years 1979 vs. 2000. Eur Urol 44:709–713. 
doi:10.1016/S0302-2838(03)00415-9

 2. Tripputi P, Blasi F, Verde P, Cannizzaro LA, Emanuel BS, Croce 
CM (1985) Human urokinase gene is located on the long arm of 
chromosome 10. Proc Natl Acad Sci USA 82:4448–4452

 3. Mittal RD, Bid HK, Manchanda PK, Kapoor R (2008) Pre-
disposition of genetic polymorphism with the risk of uro-
lithiasis. Indian J Clin Biochem 23:106–116. doi:10.1007/
s12291-008-0027-1

 4. Coe FL, Evan AP, Worcester EM, Lingeman JE (2010) Three 
pathways for human kidney stone formation. Urol Res 38:147–
160. doi:10.1007/s00240-010-0271-8

 5. Haussler MR, Whitfield GK, Kaneko I, Haussler CA, Hsieh 
D, Hsieh JC, Jurutka PW (2013) Molecular mechanisms of 
vitamin D action. Calcif Tissue Int 92:77–98. doi:10.1007/
s00223-012-9619-0

 6. Singh SK, Agarwal MM, Sharma S (2011) Medi-
cal therapy for calculus disease. BJU Int 107:356–368. 
doi:10.1111/j.1464-410X.2010.09802.x

 7. Fink HA, Wilt TJ, Eidman KE, Garimella PS, MacDon-
ald R, Rutks IR, Brasure M, Kane RL, Ouellette J (2013) 
Medical Management to prevent recurrent nephrolithiasis in 
adults: a systematic review for an American College of Phy-
sicians Clinical Guideline. Ann Intern Med 158(535):43. 
doi:10.7326/0003-4819-158-7-201304020-00005

 8. Hagikura S, Wakai K, Kawai S, Goto Y, Naito M, Hagikura M, 
Gotoh M, Hamajima N (2013) Association of calcium urolithi-
asis with urokinase P141L and 3′-UTR C > T polymorphisms 
in a Japanese population. Urolithiasis 41:47–52. doi:10.1007/
s00240-012-0527-6

 9. Tsai FJ, Lin CC, Hu HF, Chen HY, Chen WC (2002) Urokinase 
gene 3′-UTR T/C polymorphism is associated with urolithiasis. 
Urology 59:458–461. doi:10.1016/S0090-4295(01)01576-X

 10. Mittal RD, Bid HK, Kumar A, Bhandari M (2006) Associa-
tion of urokinase gene 3′-UTR polymorphism with calcium 

oxalate nephrolithiasis. J Endourol 20:157–160. doi:10.1089/
end.2006.20.157

 11. Ozturk M, Kordan Y, Cangul H, Dogan HS, Kilicarslan H, Vurus-
kan H, Oktay B (2008) Association of urokinase gene 3′-UTR 
T/C polymorphism with calcium oxalate urolithiasis in children. 
Int Urol Nephrol 40:563–568. doi:10.1007/s11255-008-9335-x

 12. Du Toit PJ, Van Aswegen CH, Steinmann CM, Klue L, 
Du Plessis DJ (1997) Does urokinase play a role in renal 
stone formation? Med Hypotheses 49:57–59. doi:10.1016/
S0306-9877(97)90253-X

 13. Wang D, Liu R, Zhu H, Zhou D, Mei Q, Xu G (2013) Vitamin D 
receptor Fok I polymorphism is associated with low bone min-
eral density in postmenopausal women: a meta-analysis focused 
on populations in Asian countries. Eur J Obstet Gynecol Reprod 
Biol 169:380–386. doi:10.1016/j.ejogrb.2013.03.031

 14. Nishijima S, Sugaya K, Naito A, Morozumi M, Hatano T, 
Ogawa Y (2002) Association of vitamin D receptor gene poly-
morphism with urolithiasis. J Urol 167:2188–2191. doi:10.1016/
S0022-5347(05)65126-9

 15. Basiri A, Shakhssalim N, Houshmand M, Kashi AH, Azadvari 
M, Golestan B, Mohammadi Pargoo E, Pakmanesh H (2012) 
Coding region analysis of vitamin D receptor gene and its asso-
ciation with active calcium stone disease. Urol Res 40:35–40. 
doi:10.1007/s00240-011-0399-1

 16. Liu CC, Huang CH, Wu WJ, Huang SP, Chou YH, Li CC, Chai 
CY, Wu MT (2007) Association of vitamin D receptor (Fok-I) pol-
ymorphism with the clinical presentation of calcium urolithiasis. 
BJU Int 99:1534–1538. doi:10.1111/j.1464-410X.2007.06792.x

 17. Rendina D, Mossetti G, Viceconti R, Sorrentino M, Castaldo R, 
Manno G, Guadagno V, Strazullo P (2004) Association between 
vitamin D receptor gene polymorphisms and fasting idiopathic 
hypercalciuria in recurrent stone-forming patients. Urology 
64:833–838. doi:10.1016/j.urology.2004.05.013

 18. Seyhan S, Yavascaoglu I, Kilicarslan H, Dogan HS, Kordan Y 
(2007) Association of vitamin D receptor gene Taq I polymor-
phism with recurrent urolithiasis in children. Int J Urol 14:1060–
1062. doi:10.1111/j.1442-2042.2007.01899.x

 19. Scott P, Ouimet D, Valiquette L, Guay G, Proulx Y, Trouvé ML, 
Gagnon B, Bonnardeaux A (1999) Suggestive evidence for a sus-
ceptibility gene near the vitamin D receptor locus in idiopathic 
calcium stone formation. J Am Soc Nephrol 10:1007–1013

 20. Khullar M, Relan V, Singh SK (2006) VDR gene and uri-
nary calcium excretion in nephrolithiasis. Kidney Int 69:943. 
doi:10.1038/sj.ki.5000176

 21. Seo IY, Kang IH, Chae SC, Park SC, Lee YJ, Yang YS, Ryu SB, 
Rim I (2010) Vitamin D receptor gene Alw I, Fok I, Apa I, and 
Taq I polymorphisms in patients with urinary stone. Urology 
75:923–927. doi:10.1016/j.urology.2009.10.006

 22. Whitfield GK, Remus LS, Jurutka PW, Zitzer H, Oza AK, 
Dang HT, Haussler CA, Galligan MA, Thatcher ML, Enci-
nas Dominguez C, Haussler MR (2001) Functionally rel-
evant polymorphisms in the human nuclear vitamin D recep-
tor gene. Mol Cell Endocrinol 177:145–159. doi:10.1016/
S0303-7207(01)00406-3

 23. Mossetti G, Vuotto P, Rendina D, Numis FG, Viceconti R, 
Giordano F, Cioffi M, Scopacasa F, Nunziata V (2003) Asso-
ciation between vitamin D receptor gene polymorphisms and 
tubular citrate handling in calcium nephrolithiasis. J Intern Med 
253:194–200. doi:10.1046/j.1365-2796.2003.01086.x

 24. Uitterlinden AG, Fang Y, Van Meurs JB, Pols HA, Van Leeuwen 
JP (2004) Genetics and biology of vitamin D receptor polymor-
phisms. Gene 338:143–156. doi:10.1016/j.gene.2004.05.014

 25. Spivacow FR, del Valle EE, Negri AL, Fradinger E, Abib A, 
Rey P (2015) Biochemical diagnosis in 3040 kidney stone form-
ers in Argentina. Urolithiasis epub ahead of print doi:10.1007/
s00240-015-0778-0

http://dx.doi.org/10.1016/S0302-2838(03)00415-9
http://dx.doi.org/10.1007/s12291-008-0027-1
http://dx.doi.org/10.1007/s12291-008-0027-1
http://dx.doi.org/10.1007/s00240-010-0271-8
http://dx.doi.org/10.1007/s00223-012-9619-0
http://dx.doi.org/10.1007/s00223-012-9619-0
http://dx.doi.org/10.1111/j.1464-410X.2010.09802.x
http://dx.doi.org/10.7326/0003-4819-158-7-201304020-00005
http://dx.doi.org/10.1007/s00240-012-0527-6
http://dx.doi.org/10.1007/s00240-012-0527-6
http://dx.doi.org/10.1016/S0090-4295(01)01576-X
http://dx.doi.org/10.1089/end.2006.20.157
http://dx.doi.org/10.1089/end.2006.20.157
http://dx.doi.org/10.1007/s11255-008-9335-x
http://dx.doi.org/10.1016/S0306-9877(97)90253-X
http://dx.doi.org/10.1016/S0306-9877(97)90253-X
http://dx.doi.org/10.1016/j.ejogrb.2013.03.031
http://dx.doi.org/10.1016/S0022-5347(05)65126-9
http://dx.doi.org/10.1016/S0022-5347(05)65126-9
http://dx.doi.org/10.1007/s00240-011-0399-1
http://dx.doi.org/10.1111/j.1464-410X.2007.06792.x
http://dx.doi.org/10.1016/j.urology.2004.05.013
http://dx.doi.org/10.1111/j.1442-2042.2007.01899.x
http://dx.doi.org/10.1038/sj.ki.5000176
http://dx.doi.org/10.1016/j.urology.2009.10.006
http://dx.doi.org/10.1016/S0303-7207(01)00406-3
http://dx.doi.org/10.1016/S0303-7207(01)00406-3
http://dx.doi.org/10.1046/j.1365-2796.2003.01086.x
http://dx.doi.org/10.1016/j.gene.2004.05.014
http://dx.doi.org/10.1007/s00240-015-0778-0
http://dx.doi.org/10.1007/s00240-015-0778-0


115Urolithiasis (2016) 44:109–115 

1 3

 26. Balding DJ (2006) A tutorial on statistical methods for popula-
tion association studies. Nat Rev Genet 7:781–791. doi:10.1038/
nrg1916

 27. Cannings C, Edwards AW (1969) Expected genotypic frequen-
cies in a small sample: deviation from Hardy-Weinberg equilib-
rium. Am J Hum Genet 21:245–247

 28. Lotan Y, Buendia Jiménez I, Lenoir-Wijnkoop I, Daudon M, 
Molinier L, Tack I, Nuitjen MJ (2012) Primary prevention of neph-
rolithiasis is cost-effective for a national healthcare system. BJU 
Int 110:E1060–E1067. doi:10.1111/j.1464-410X.2012.11212.x

 29. Vezzoli G, Scillitani A, Corbetta S, Terranegra A, Dogliotti E, 
Guarnieri V, Arcidiacono T, Paloshi V, Rainone F, Eller-Vain-
icher C, Borghi L, Nouvenne A, Guerra A, Meschi T, Allegri 
F, Cusi D, Spada A, Cole DE, Hendy GN, Spotti D, Soldati L 
(2011) Polymorphisms at the regulatory regions of the CASR 

gene influence stone risk in primary hyperparathyroidism. Eur J 
Endocrinol 164:421–427. doi:10.1530/EJE-10-0915

 30. Esposito T, Rendina D, Aloia A, Formicola D, Magliocca S, De 
Filippo G, Muscariello R, Mossetti G, Gianfrancesco F, Straz-
zullo P (2012) The melatonin receptor 1A (MTNR1A) gene is 
associated with recurrent and idiopathic calcium nephrolithiasis. 
Nephrol Dial Transplant 27:210–218. doi:10.1093/ndt/gfr216

 31. Thorleifsson G, Holm H, Edvardsson V et al (2009) Sequence 
variants in the CLDN14 gene associate with kidney stones and 
bone mineral density. Nat Genet 41:926–930. doi:10.1038/
ng.404

 32. Katsanis SH, Katsanis N (2013) Molecular genetic testing and 
the future of clinical genomics. Nat Rev Genet 14:415–426. 
doi:10.1038/nrg3493

http://dx.doi.org/10.1038/nrg1916
http://dx.doi.org/10.1038/nrg1916
http://dx.doi.org/10.1111/j.1464-410X.2012.11212.x
http://dx.doi.org/10.1530/EJE-10-0915
http://dx.doi.org/10.1093/ndt/gfr216
http://dx.doi.org/10.1038/ng.404
http://dx.doi.org/10.1038/ng.404
http://dx.doi.org/10.1038/nrg3493

	ApaL1 urokinase and Taq1 vitamin D receptor gene polymorphisms in first-stone formers, recurrent stone formers, and controls in a Caucasian population
	Abstract 
	Introduction
	Materials and methods
	Results
	Discussion
	Conclusion
	References




