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Tobacco smoking is the most important and well-established bladder cancer risk factor, and a rich
source of chemical carcinogens and reactive oxygen species that can induce damage to DNA in
urothelial cells. Therefore, common variation in DNA repair genes might modify bladder cancer risk.
In this study we present results from meta- and pooled analyses conducted as part of the International
Consortium of Bladder Cancer. We included data on 10 single nucleotide polymorphisms
corresponding to 7 DNA repair genes from 13 studies. Pooled- and meta-analyses included 5,282
cases and 5,954 controls of non-Latino white origin. We found evidence for weak but consistent
associations with ERCC2 D312N (rs1799793) (per allele OR = 1.10; 95% CI = 1.01–1.19; p = 0.021),
NBN E185Q (rs1805794) (per allele OR = 1.09; 95% CI = 1.01–1.18; p = 0.028), and XPC A499V
(rs2228000) (per allele OR = 1.10; 95% CI = 1.00–1.21, p = 0.044). The association with NBN E185Q
was limited to ever smokers (interaction p = 0.002), and was strongest for the highest levels of
smoking dose and smoking duration. Overall, our study provides the strongest evidence to date for
a role of common variants in DNA repair genes in bladder carcinogenesis.

INTRODUCTION
Tobacco smoking is the most important and well-established risk factor for bladder cancer,
contributing up to 50% of bladder cancer occurrence in men and 20% in women (1). Another
important risk factor is occupational exposures to aromatic amines (2). A common property of
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these exposures is the presence of carcinogens that can induce DNA damage in the bladder
epithelium. Specifically, tobacco smoke is a rich source of polycyclic aromatic hydrocarbons,
aromatic amines, heterocyclic amines, and N-nitroso compounds, which can produce DNA
bulky adducts that may lead to DNA damage (3). Aromatic amines have also been identified
in hair dyes and use of these products has been associated with bladder cancer risk in some
studies (4). Tobacco smoke is also a rich source of reactive oxygen species (ROS), which can
induce damage to DNA (5) and can accumulate in the bladder as a by-product of the metabolism
of chemical carcinogens present in tobacco smoke (6–9). Genetic risk factors identified so far
include common polymorphisms in xenobiotic metabolism enzymes, such as NAT2 and
GSTM1, both of which are involved in the detoxification of arylamines (10,11). In addition,
GSTM1 participates in the detoxification of ROS.
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Genotoxic compounds derived from the metabolism of chemical carcinogens can contribute
to the accumulation of several forms of DNA damage such as bulky adducts, single (SSBs)
and double strand breaks (DSBs), abasic sites, and modified bases. DNA repair mechanisms
exist to prevent detrimental consequences of these types of DNA damage. Specifically, base
damage, abasic sites, and SSBs are repaired through the base excision repair pathway (BER);
whereas DSBs are repaired by either non-homologous end joining (NHEJ) or the homologous
recombination repair (HRR) pathways. Bulky adducts are generally repaired by the nucleotide
excision repair (NER) pathway. Individuals vary in their ability to repair DNA damage and it
has been hypothesized that DNA repair gene polymorphisms may partly explain this
variability. In the past decade, several groups have investigated the role of selected DNA repair
single nucleotide polymorphisms (SNPs) and bladder cancer risk and the potential modifier
role of these polymorphisms on the effects of smoking. Whereas some interesting common
findings have emerged, larger sample sizes are required to evaluate the associations of these
polymorphisms in bladder cancer risk. The role of DNA repair on bladder carcinogenesis is
further supported by the finding that reduced DNA repair capacity, as measured in
lymphocytes, associated with increased bladder cancer risk (12).
The International Consortium of Bladder Cancer (ICBC; http://dceg.cancer.gov/icbc/) was
formed in 2005 to facilitate the pooling of comparable data on environmental and genetic risk
factors across studies in order to overcome the limited statistical power of individual studies.
In this report we present meta- and pooled analyses of published and unpublished data on 10
SNPs corresponding to seven DNA repair genes that play key roles in the NER, BER, HRR,
and NHEJ DNA repair pathways. Specifically, we report findings on the associations between
bladder cancer risk and each SNP and their interactions with cigarette smoking. These 10 SNPs
were selected because each had been previously evaluated in at least three participating studies.
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METHODS
We carried out a literature review in January 2008 to identify DNA repair polymorphisms that
had been reported by three or more bladder cancer studies. This resulted in the identification
of 12 unique polymorphisms. Ten of these SNPs had been evaluated by at least three studies
participating in ICBC and are included in this report: rs1799793 ERCC2 D312N (5 studies)
and rs13181 K751Q (8 studies); rs2228000 XPC A499V (3 studies) and rs2228001 K939Q (4
studies); rs1799782 XRCC1 R194W (7 studies) and rs25487 R399Q (9 studies); rs861539
XRCC3 T241M (8 studies); rs1130409 APEX1 D148E (6 studies); rs1805794 NBN E185Q (5
studies); and rs1799801 ERCC4 S835S (4 studies).
Study subjects
Twelve studies contributed case-control data and one study provided case-only data, to the
ICBC, for a total of 6,348 cases and 6,752 controls (Table 1). Supplementary tables 1–2 contain
individual data for all contributing studies. Most studies were hospital-based, with the
Cancer Res. Author manuscript; available in PMC 2010 September 1.
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exception of 3 that were population-based (LABCS, NHBCS, SHBCS). We requested data
from each study on gender, site of the cancer (urinary bladder, ureter, renal pelvis or other),
age (continuous), race (African-descent, Caucasian, Asian or other non-Caucasian), ethnicity
(non-Latino or Latino), case-control status, smoking status (never, current, former), smoking
intensity (cigarettes per day), and smoking duration (years of smoking). Most studies reported
data on histology (transitional cell carcinoma, in-situ carcinoma, adenocarcinoma, or other),
and a few reported data on grade using the 2004 WHO grading system (carcinoma of low
potential malignancy, LMP) (supplementary Table 1). For each of the 10 SNPs selected, we
were able to include a range of 3–9 studies with genotypic data available for each SNPs
(supplementary Table 2).
We restricted pooled and meta-analyses to non-Latino whites, who were the predominant
racial/ethnic group in 11 of the 12 studies (all minus SHBCS, that included all Chinese). We
present results for that study individually. We included all histological types diagnosed in the
urinary bladder. Genotypic, demographic and smoking data were available from a total of nonLatino 5,282 cases and 5,954 controls that were available for the final pooled- and meta- casecontrol analyses, and a total of 5,434 cases that were available for pooled case-only analyses.
Most studies had previously published on the SNPs included in these analyses, with the
exception of five studies who also contributed non-published data (EEBCS, FBCS, HBCS,
LBCS, UCLABCS, and LABCS).
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Genotyping data
The genotypes contributed for these pooled and meta-analyses were obtained using a variety
of techniques, which included PCR-RFLP assays (BBCS, HBCS, NCBCS, NHBCS, SSBCS,
TBCS), Taqman assays (FBCS, HBCS, LABCS, LBCS, NHBCS, SBCS, SHBCS, SSBCS,
TBCS), Golden Gate assays (FBCS), SNP mass-tagging systems (NHBCS, TBCS), direct
sequencing (FBCS), primer extension-denaturing HPLC (NHBCS, TBCS), and SNPlex
(UCLABCS). Overall, all studies included a 3–10% duplicated samples to check for
concordance, with the exception of one study that did not include duplicates (BBCS). Further
details on the methods used by each study can be found in the references listed in Table 1, with
the exception of studies that contributed unpublished data.
Statistical analyses
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Pooled analyses—We checked among controls for differences between the observed
genotypic frequencies and those expected under Hardy-Weinberg equilibrium (HWE) using
chi-square tests. We found no statistically significant deviations from HWE among controls,
with the exception of three SNPs from one single study (NHBCS, rs1799793 p = 0.023,
rs1799782 p = 0.011, and rs25487 p = 0.002). Analyses excluding this study did not
substantially change estimates of association.
For each individual SNP, we present genotype frequencies and estimated odds ratios (OR) and
95% confidence intervals (95%CI) obtained from logistic regression models adjusting for
gender, age (at diagnosis for cases and at interview for controls) in five year categories, study,
and smoking status (never, former, and current). Most studies matched controls to cases on
gender and age, using 3–5-year (BBCS, FBCS, HBCS, SBCS, TBCS) or 10-year intervals
(EEBCS, NCBCS, NCBCS), or other intervals (LCBS). A few studies also matched on
ethnicity (SBCS, HBCS, LASBCS) and/or hospital/region/neighborhood (SBCS, LASBCS,
BBCS, TBCS). Studies defined ever smoker as those that smoked ≥1 cig/day for at least one
year (BBCS, FBCS, LBCS), >100 cigs during lifetime (EEBC, HBCS, LASBCS, NHBCS,
SBCS, UCLABCS), ≥ 1 cig/day for at least six months (NCBCS). Most studies defined former
smokers as those that quit smoking at least 12 months prior to diagnosis. We estimated per
allele ORs (95%CIs) assuming a log additive mode of inheritance. We note that two studies
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individually matched cases to controls (LABCS and SBCS). Analyses within these two studies
comparing results from conditional logistic models using matched pairs to unconditional
logistic regression adjusting for gender, age (at diagnosis for cases and at interview for controls)
in five year categories, and smoking status (never, former, and current) yielded almost identical
results; therefore, matched case-control pairs were broken in final analyses. Gene-gene and
gene-smoking interactions were evaluated by introducing interaction terms in logistic
regression models that assumed a log-additive mode of inheritance for the genotype effects.
For the case-only analyses to determine the effects of genotype among cases, we used a logistic
regression model with smoking as the outcome variable (never/ever status) adjusting for
gender, age, and study. We evaluated the independence assumption of genotype and smoking
among controls using a logistic regression model with smoking status (never/ever) as the
outcome variable and the SNP as the explanatory term adjusting for study, gender, and age.
We assessed heterogeneity of relative risk estimates across different studies using logistic
models introducing an interaction term. There was no evidence of heterogeneity for any of the
SNPs. All tests were two-sided and all analyses were done using the statistical software STATA
version 9.2 (STATA Corporation). Haplotype frequencies for ERCC2 were estimated using
HaploStats (version 1.2.1; http://mayoresearch.mayo.edu/mayo/research/biostat/schaid.cfm)
using the statistical program R (http://www.r-project.org/).
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Meta-analyses—Meta-analysis was performed to summarize our findings along with
previously published studies for the association between the ERCC2 K751Q and D312N, NBN
E185Q, and XPC A499V and bladder cancer risk. Counts for the genotypes for Caucasian
individuals were used with the same exclusions used for the pooled analyses. In addition, peerreviewed studies published by January 1, 2009 in English were identified using a PubMed
search “bladder cancer polymorphisms” and “bladder cancer risk variants”. Data on genotype
frequencies for cases and controls were obtained from published manuscripts. A random-effect
model was used to estimate summary ORs and 95% CIs by weighing each study result by a
factor accounting for within- and between-study variance (13)
False positive report probability (FPRP)—We used FPRP calculations to evaluate the
robustness of statistically significant (P<0.05) findings as described by Wacholder et al. (14).
As previously suggested, a cutoff value of 0.2 was used to denote a “noteworthy finding”, with
values less than 0.2 indicating a robust association for a given prior probability. Statistical
power and FPRP were computed by the Excel spreadsheet provided by Wacholder et al, using
a range of prior probabilities from 0.25 to 0.001 and per allele ORs ranging from 1.10 to 1.30.
The lower bound of prior probabilities was chosen based on Thomas and Clayton (15,16). The
range of underlying ORs was based on the observed per allele OR for established associations
between common polymorphisms and cancer risk1.
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RESULTS
Pooled analyses of DNA repair SNPs and bladder cancer risk
In Table 2 we summarize our findings for the pooled analyses of all ten SNPs, for non-Latino
white individuals from eleven studies. We present per allele ORs assuming a log-additive
model. Estimates assuming a dominant or recessive model are presented in supplementary
Table 3. We observed a modest but statistically significant association between the N-allele in
ERCC2 D312N and increased bladder cancer risk (OR per risk allele = 1.10; 95% CI = 1.01–
1.19; p trend= 0.021). A similar trend was observed for another SNP in ERCC2, K751Q, which
is in linkage disequilibrium with D312N (D′ = 0.80, r2 = 0.59, according to HapMap CEU

1Hindorff, L. A., Junkins, H. A., Mehta, J. P., and Manolio, T. A. A Catalog of Published Genome-Wide Association Studies.
www.genome.gov/26525384.
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population; in our pooled study populations the D′ = 0.75, r2 = 0.52). We explored joint effects
between the two SNPs by estimating the prevalence of the four possible haplotypes and testing
for genotypes interactions. We observed no consistent interactions between the two SNPs
across studies, although analyses by study suggested an inverse interaction in only two studies
(HBCS, NHBCS). The association of each SNP with bladder cancer risk when adjusting for
each other was OR = 1.06 (95% CI = 0.95–1.19) and OR = 1.05 (95% CI = 0.94–1.17) for
312N and 751Q alleles, respectively. Assuming a recessive or dominant mode of action did
not reveal significant associations that were not captured by the log-additive model
(Supplementary Table 3).
We also observed a statistically significant association between bladder cancer risk and NBN
E185Q, with OR per Q allele of 1.09 (95% CI = 1.01–1.18, p = 0.028), and XPC A499V, with
an OR per V allele of 1.10 (95% CI = 1.00–1.21; p trend = 0.044). There was no evidence of
a significant association for any of the other 7 SNPs, or evidence of heterogeneity across studies
for any of the SNPs we studied.
Pooled analyses of DNA repair SNPs x smoking interactions and bladder cancer risk
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We observed statistically significant evidence of an interaction between NBN E185Q and
measures of cigarette smoking (Table 3). Specifically, the Q allele was associated with
increased bladder cancer risk among ever smokers (OR = 1.17; 95% CI = 1.07–1.28) but did
not increase among never smokers (OR = 0.89; 95% CI = 0.77–1.06)(p for interaction = 0.002).
The relation between the Q allele and bladder cancer risk in current smokers was comparable
to that in former smokers (Table 3). However, stratification by smoking intensity suggested
that increased bladder cancer risk is strongest for the highest smoking intensity category (>20
cigarettes/day) (OR = 1.24; 95% CI = 1.04–1.48; interaction p = 0.016). When considering the
effect of smoking on bladder cancer risk taking into account NBN E185Q genotypes, we found
that among carriers of the EE genotype who reported smoking more than 20 cigarettes per day
we estimated an OR = 2.33 (95% CI = 1.86–2.94), whereas among carriers of the QQ genotype
the corresponding OR estimate was 4.90 (95% CI = 2.86–8.44).
We also conducted case-only analyses of NBN-smoking interactions, which allowed us to
include an additional 311 cases from the SSBCS study and thus estimate interaction ORs with
slightly larger power. Under the assumption of independence between NBN genotype and
smoking in the source population, ORs obtained from a case-only analyses are valid estimates
of the interaction ORs (17). We found no evidence for an association between NBN E185Q
and ever smoking among controls, and the case-only estimate per allele interaction OR was
1.23 (95% CI = 1.07–1.41). This interaction OR, albeit smaller, is comparable to the one
estimated from case-control comparisons (interaction OR = 1.32; 95% CI = 1.11–1.56).
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We did not find evidence of an interaction between smoking habits and any of the other nine
SNPs (supplementary tables 4–7). Even though the association between the ERCC2 codon 312
N and codon 751 K alleles seemed stronger among ever (supplementary Table 4), or former
(supplementary table 5), or low dose or low smoking duration (supplementary Tables 6–7),
neither of these interactions were statistically significant.
Meta-analyses of DNA repair SNPs and bladder cancer risk
We conducted meta-analyses across all studies which contributed data to the ICBC. To make
our analyses more comprehensive, for the four SNPs for which we found a statistically
significant association with bladder cancer risk, we also included two studies that also reported
results for these SNPs but did not contribute data to the ICBC (18,19). Results for these four
SNPs are summarized with forest plots in Figure 1. The meta-OR for ERCC2 D312N and
K751Q was 1.09 (95% CI = 1.01–1.17; p = 0.031) and 1.06 (95% CI = 0.9–1.13; p = 0.084),
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respectively. The meta-OR for NBN E185Q was 1.09 (95% CI = 1.01–1.17; p = 0.022), and
for XPC A499V was 1.09 (95% CI = 1.00–1.20; p = 0.045). Forest plots for all other SNPs are
presented in supplementary Figure 1. Overall, there was no statistically significant
heterogeneity across studies, as measured by the I2 statistic.
We compared the overall ORs obtained for ERCC2 and NBN SNPs with ORs obtained from
data contributed by the SHBCS, which was the only study that contributed data on Asian
individuals. The minor allele frequency (MAF) for the two ERCC2 SNPs was significantly
lower (0.088 and 0.075 for K751Q and D312N, respectively) than among Caucasians; whereas
the MAF observed for the NBN E185Q SNP (0.449) was in the same range. Data on the
XPC A499V SNP was unavailable from this study. Among SHBCS subjects we observed logadditive per allele ORs for ERCC2 D312N of 0.63 (95% CI = 0.43–0.91, p = 0.013), ERCC2
K751Q 0.76 (95% CI = 0.55–1.05, p = 0.101), and NBN E185Q 0.97 (95% CI = 0.82–1.15, p
= 0.732) (supplementary table 8). We observed statistically significant heterogeneity between
the meta-OR obtained for non-Latino whites and the OR observed for Shanghai Chinese for
both SNPs in the ERCC2 gene (interaction p = 0.001 and p = 0.018 for D312N and K751Q,
respectively). In contrast, no comparable heterogeneity was observed for NBN E185Q.
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In Figure 2 we present forest plots for NBN x smoking status interaction. The meta-OR for
NBN E185Q among never smokers was 0.89 (95% CI = 0.76–1.103) and among ever smokers
was 1.17 (95% CI = 1.07–1.27). There was no statistically significant heterogeneity across
studies. In contrast to what we observed for non-Latino white studies, we found no evidence
of NBN x smoking interaction among Shanghai Chinese (data not shown). Interestingly, we
found evidence of XRCC3 T241M x smoking interaction (interaction p = 0.0108 for smoking
status, p = 0.041 for smoking duration, and p = 0.004 for smoking intensity).
FPRP calculations
FPRP calculations indicated that the observed associations are noteworthy only for high prior
probabilities. Specifically, the most significant association with bladder cancer risk in this
report was found for ERCC2 D312N (p = 0.021). FPRP calculations reach the threshold of <
0.2 at a prior probability level of 0.25 and statistical power to detect a true per-allele OR of 1.1
or higher. At a prior probability of 0.1, FPRP<0.2 was reached for true per-allele ORs of 1.2
or higher. The XPC A499V association reach the threshold of FPRP < 0.2 for priors of 0.25
and true ORs>=1.2. The NBN E185Q association for all subjects did not reach the FPRP
threshold of < 0.2 for any of the combinations of prior probabilities and ORs, However, the
observed estimates in ever smokers only were noteworthy for priors of 0.01 and ORs >=1.2.

DISCUSSION
NIH-PA Author Manuscript

We report findings from pooled- and meta-analyses of 10 DNA repair polymorphisms and
bladder cancer risk among studies from the US and Europe participating in the ICBC, along
with a comparison to results from a large study from China. These analyses provide evidence
for an association between bladder cancer risk and polymorphisms in three DNA repair genes:
ERCC2(D312N and K751Q), NBN (E185Q) and XPC (A499V). Furthermore, the NBN E185Q
polymorphism might modify the association between cigarette smoking and bladder cancer
risk.
To our knowledge, there is no available data on the functional consequences of the XPC A499V
polymorphism for which we found a positive association with bladder cancer risk. This SNP
is in linkage disequilibrium with two other polymorphisms in the 3′UTR region of the gene;
therefore, any of these, or other linked variants, might be responsible for the observed
association (20). The XPC protein plays a key role in global NER by recognizing the distortion
of damaged DNA (21,22). This pathway repairs bulky adducts, such as those induced by
Cancer Res. Author manuscript; available in PMC 2010 September 1.
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tobacco chemical carcinogens. Interestingly, emerging evidence suggests an additional role
for XPC in the removal of oxidative damage (23–25). The ERCC2 protein also plays a key
role in NER as an ATP dependent DNA helicase. In our data two SNPs in the ERCC2 were
associated with bladder cancer risk. The ERCC2 D312N, but not K751Q, has been reported to
associate with a 2.5 fold increase in UV induced apoptosis in a lymphoblastoid cell line (26).
The literature for genotype-phenotype association studies for ERCC2 SNPs have been
inconsistent, hindering final conclusions regarding the mechanistic bases for the observed
associations between these SNPs and disease, but an etiologic role for D312N seems plausible
(27). Finally, we also report an association with the NBN E185Q polymorphism, which supports
the conclusions of a recent overview of previous studies done on DNA repair and bladder
cancer risk (28). The NBN protein is a member of the MRN complex, which participates in
DSB detection and signaling (21,29). The functional impact of the E185Q variant has not been
characterized, although recent studies support an association between this polymorphism and
differences in DNA repair outcomes (30,31).
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Overall, our findings support a role in bladder carcinogenesis for SNPs that play key roles in
the repair of bulky adducts (XPC, ERCC2) and oxidative damage (XPC, NBN). Many
environmental exposures can contribute to these types of damages. We considered cigarette
smoke, which is the strongest risk factor for bladder cancer and contains chemical carcinogens
that are known to induce bulky adducts, base damage, and DNA strand breaks in the bladder
epithelium. In addition, the metabolism of tobacco carcinogens generates free radicals that can
contribute to further oxidative damage. A role of oxidative damage in bladder carcinogenesis
is consistent with our finding of an interaction between the NBN E185Q polymorphism and
cigarette smoking. Our results indicate that the association between cigarette smoking and
bladder cancer risk is stronger among carriers of the NBN codon 185 Q allele. Even though
we observed a stronger association between NBN E185Q and bladder cancer risk among
individuals that reported the highest smoking doses or duration, we saw little evidence of a
dose-response trend with increasing dose or duration of smoking. We did not find evidence of
differences in associations with bladder cancer risk for ERCC2 or XPC when considering
smoking habits. The presence of an association between these SNPs and bladder cancer risk
among non-smokers suggest that there are endogenous or environmental exposures other than
smoking that might be important sources of DNA damage in the bladder. Potential candidates
include passive smoking, use of hair dyes, occupational exposures, and dietary sources of
oxidative damage.
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A strength of these analyses is the inclusion of both published and unpublished data from ICBC
participating studies, thus minimizing the possibility of publication bias. To minimize
confounding by population admixture we restricted our analyses to non-Latino whites which
represented the majority of subjects included in participating studies. Given that studies were
conducted in different populations in the US and Europe using a variety of study designs, it
seems unlikely that any remaining biases would consistently occur in the same direction across
studies. Therefore, the consistency of findings across studies indicates that results are unlikely
to be driven by biases specific to particular studies.
A comparison of our pooled and meta-ORs to those obtained using data contributed by one
large study in Shanghai highlighted interesting differences in estimates for both SNPs in the
ERCC2 gene and suggested a role for the XRCC3 M241T SNP as an effect modifier of smoking.
Future studies within the ICBC including more Asian populations will allow us to follow-up
on these findings.
Although the statistical power of the pooled analyses was adequate (>0.80) to detect per allele
ORs of 1.2 or higher for most SNPs evaluated, the power to detect per allele ORs of about 1.1
was more limited. FPRP calculations that take into account power and prior probability of an
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association to evaluate the robustness of significant findings indicated that the observed
associations for ERCC2, XPC and NBN are noteworthy only for relatively high prior
probabilities (>0.01). Given that the knowledge on functional consequences of the identified
SNPs is still limited (see discussion above), such high priors are difficult to justify (15,16). To
our knowledge this report includes most bladder cancer studies with DNA available to date,
therefore, it will take sometime before pooled analyses can include significantly larger number
of bladder cancer cases.
Overall, our study indicates that alterations in the NER and DSB repair pathways could be
relevant contributors to bladder carcinogenesis. Further studies comprehensively
characterizing these pathways and accounting for relevant environmental exposures, should
offer further insight into the role of DNA repair in bladder cancer.
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Refer to Web version on PubMed Central for supplementary material.

Acknowledgments

NIH-PA Author Manuscript

The FBCS was supported by the Ligue Contre le Cancer du Val-de-Marne, the Fondation de France, the Groupement
d’Entreprises Françaises dans la Lutte contre le Cancer, and the Association pour la Recherche sur le Cancer, France.
The HBCS was supported by NCI grant R01 CA74880 (to X. Wu). The LBCS was funded by Cancer Research UK
and Yorkshire Cancer Research. The NHBCS was supported by NIH grants K07 CA102327 and R03 CA121382,
R01CA57494, and P42 ES007373. The TBCS was supported by a grant to ECNIS, a network of excellence operating
within the European Union 6th Framework Program, Priority 5: “Food Quality and Safety” (contract no. 513943), by
a grant of the Italian Association for Cancer Research, of the Piedmont Region Progetti di Ricerca Sanitaria Finalizzata
and of the Ministry of Health, Oncology Integrated Project “Cancer Primary Prevention in Italy: a research-based
approach”, Italy. The LABCS and SHBCS were supported by grants from the National Cancer Institute (1P01CA86871
and 1R01CA114665) and acknowledge the data management support of Ms Peggy Wan at USC. The SBCS thanks
Dr. Francisco Real (Centro Nacional de Investigaciones Oncológicas, Madrid, Spain), co-PI of the study, for his
valuable contributions to the design, conduct and analysis of the study, Robert C. Saal (Westat, Rockville, MD); Leslie
Carroll, Jane Wang and Eric Boyd (IMS, Silver Spring, MD); and Drs. Maria Sala, Montserrat Torà Fancisco Fernandez
(IMIM, Barcelona, Spain) for their support in study and data management, biological sample collection, processing
and management. The study was supported by the Intramural Research Program of the NIH, DCEG, NCI contract
N02-CP-11015, and FIS/Spain grant numbers 00/0745, G03/174, G03/160, C03/09, C03/10. The UCLABCS was
supported in part by NIH, DHHS, Grants ES06718 and CA09142, the Seymour Family Gift for Innovative InvestigatorInitiated Research in Bladder Cancer at UCLA’s Johnsson Comprehensive Cancer Center.

References

NIH-PA Author Manuscript

1. Tobacco smoking. Lyon: 1986.
2. Scelo G, Brennan P. The epidemiology of bladder and kidney cancer. Nat Clin Pract Urol 2007;4:205–
17. [PubMed: 17415353]
3. Vineis P, Talaska G, Malaveille C, et al. DNA adducts in urothelial cells: relationship with biomarkers
of exposure to arylamines and polycyclic aromatic hydrocarbons from tobacco smoke. Int J Cancer
1996;65:314–6. [PubMed: 8575850]
4. Turesky RJ, Freeman JP, Holland RD, et al. Identification of aminobiphenyl derivatives in commercial
hair dyes. Chem Res Toxicol 2003;16:1162–73. [PubMed: 12971805]
5. Pryor WA, Hales BJ, Premovic PI, Church DF. The radicals in cigarette tar: their nature and suggested
physiological implications. Science 1983;220:425–7. [PubMed: 6301009]
6. Maeda H, Sawa T, Yubisui T, Akaike T. Free radical generation from heterocyclic amines by
cytochrome b5 reductase in the presence of NADH. Cancer Lett 1999;143:117–21. [PubMed:
10503889]
7. Burger MS, Torino JL, Swaminathan S. DNA damage in human transitional cell carcinoma cells after
exposure to the proximate metabolite of the bladder carcinogen 4-aminobiphenyl. Environ Mol
Mutagen 2001;38:1–11. [PubMed: 11473382]

Cancer Res. Author manuscript; available in PMC 2010 September 1.

Stern et al.

Page 10

NIH-PA Author Manuscript
NIH-PA Author Manuscript
NIH-PA Author Manuscript

8. Siraki AG, Chan TS, Galati G, Teng S, O’Brien PJ. N-oxidation of aromatic amines by intracellular
oxidases. Drug Metab Rev 2002;34:549–64. [PubMed: 12214666]
9. Miller KP, Ramos KS. Impact of cellular metabolism on the biological effects of benzo[a]pyrene and
related hydrocarbons. Drug Metab Rev 2001;33:1–35. [PubMed: 11270659]
10. Garcia-Closas M, Malats N, Silverman D, et al. NAT2 slow acetylation, GSTM1 null genotype, and
risk of bladder cancer: results from the Spanish Bladder Cancer Study and meta-analyses. Lancet
2005;366:649–59. [PubMed: 16112301]
11. Dong LM, Potter JD, White E, Ulrich CM, Cardon LR, Peters U. Genetic susceptibility to cancer:
the role of polymorphisms in candidate genes. Jama 2008;299:2423–36. [PubMed: 18505952]
12. Lin J, Kadlubar FF, Spitz MR, Zhao H, Wu X. A modified host cell reactivation assay to measure
DNA repair capacity for removing 4-aminobiphenyl adducts: a pilot study of bladder cancer. Cancer
Epidemiol Biomarkers Prev 2005;14:1832–6. [PubMed: 16030125]
13. Laird NM, Mosteller F. Some statistical methods for combining experimental results. Int J Technol
Assess Health Care 1990;6:5–30. [PubMed: 2361819]
14. Wacholder S, Chanock S, Garcia-Closas M, El Ghormli L, Rothman N. Assessing the probability
that a positive report is false: an approach for molecular epidemiology studies. J Natl Cancer Inst
2004;96:434–42. [PubMed: 15026468]
15. Thomas DC, Clayton DG. Betting odds and genetic associations. J Natl Cancer Inst 2004;96:421–3.
[PubMed: 15026459]
16. Newton-Cheh C, Hirschhorn JN. Genetic association studies of complex traits: design and analysis
issues. Mutat Res 2005;573:54–69. [PubMed: 15829237]
17. Khoury MJ, Flanders WD. Nontraditional epidemiologic approaches in the analysis of geneenvironment interaction: case-control studies with no controls! American journal of epidemiology
1996;144:207–13. [PubMed: 8686689]
18. Broberg K, Bjork J, Paulsson K, Hoglund M, Albin M. Constitutional short telomeres are strong
genetic susceptibility markers for bladder cancer. Carcinogenesis 2005;26:1263–71. [PubMed:
15746160]
19. Fontana L, Bosviel R, Delort L, et al. DNA repair gene ERCC2, XPC, XRCC1, XRCC3
polymorphisms and associations with bladder cancer risk in a French cohort. Anticancer Res
2008;28:1853–6. [PubMed: 18630471]
20. Sak SC, Barrett JH, Paul AB, Bishop DT, Kiltie AE. Comprehensive analysis of 22 XPC
polymorphisms and bladder cancer risk. Cancer Epidemiol Biomarkers Prev 2006;15:2537–41.
[PubMed: 17164382]
21. Friedberg, EC.; Walker, GC.; Siede, W. DNA repair and mutagenesis. Vol. 2. Washington, DC: ASM
press; 2006.
22. Gillet LC, Scharer OD. Molecular mechanisms of mammalian global genome nucleotide excision
repair. Chem Rev 2006;106:253–76. [PubMed: 16464005]
23. D’Errico M, Parlanti E, Teson M, et al. New functions of XPC in the protection of human skin cells
from oxidative damage. Embo J 2006;25:4305–15. [PubMed: 16957781]
24. Melis JP, Wijnhoven SW, Beems RB, et al. Mouse models for xeroderma pigmentosum group A and
group C show divergent cancer phenotypes. Cancer Res 2008;68:1347–53. [PubMed: 18316597]
25. Laczmanska I, Gil J, Karpinski P, et al. Polymorphism in nucleotide excision repair gene XPC
correlates with bleomycin-induced chromosomal aberrations. Environ Mol Mutagen 2007;48:666–
71. [PubMed: 17685459]
26. Seker H, Butkiewicz D, Bowman ED, et al. Functional significance of XPD polymorphic variants:
attenuated apoptosis in human lymphoblastoid cells with the XPD 312 Asp/Asp genotype. Cancer
research 2001;61:7430–4. [PubMed: 11606376]
27. Benhamou S, Sarasin A. ERCC2/XPD gene polymorphisms and lung cancer: a HuGE review.
American journal of epidemiology 2005;161:1–14. [PubMed: 15615908]
28. Vineis P, Manuguerra M, Kavvoura FK, et al. A field synopsis on low-penetrance variants in DNA
repair genes and cancer susceptibility. J Natl Cancer Inst 2009;101:24–36. [PubMed: 19116388]
29. Riches LC, Lynch AM, Gooderham NJ. Early events in the mammalian response to DNA doublestrand breaks. Mutagenesis 2008;23:331–9. [PubMed: 18644834]

Cancer Res. Author manuscript; available in PMC 2010 September 1.

Stern et al.

Page 11

NIH-PA Author Manuscript
NIH-PA Author Manuscript
NIH-PA Author Manuscript

30. Ryk C, Routledge MN, Allan JM, et al. Influence of DNA repair gene polymorphisms on the initial
repair of MMS-induced DNA damage in human lymphocytes as measured by the alkaline comet
assay. Environ Mol Mutagen. 2008
31. Musak L, Soucek P, Vodickova L, et al. Chromosomal aberrations in tire plant workers and interaction
with polymorphisms of biotransformation and DNA repair genes. Mutat Res 2008;641:36–42.
[PubMed: 18394656]
32. Shen M, Hung RJ, Brennan P, et al. Polymorphisms of the DNA repair genes XRCC1, XRCC3, XPD,
interaction with environmental exposures, and bladder cancer risk in a case-control study in northern
Italy. Cancer Epidemiol Biomarkers Prev 2003;12:1234–40. [PubMed: 14652287]
33. Covolo L, Placidi D, Gelatti U, et al. Bladder cancer, GSTs, NAT1, NAT2, SULT1A1, XRCC1,
XRCC3, XPD genetic polymorphisms and coffee consumption: a case-control study. Eur J
Epidemiol. 2008
34. Thirumaran RK, Bermejo JL, Rudnai P, et al. Single nucleotide polymorphisms in DNA repair genes
and basal cell carcinoma of skin. Carcinogenesis 2006;27:1676–81. [PubMed: 16501254]
35. Wu X, Lin J, Grossman HB, et al. Projecting individualized probabilities of developing bladder cancer
in white individuals. J Clin Oncol 2007;25:4974–81. [PubMed: 17971596]
36. Wu X, Gu J, Grossman HB, et al. Bladder cancer predisposition: a multigenic approach to DNArepair and cell-cycle-control genes. Am J Hum Genet 2006;78:464–79. [PubMed: 16465622]
37. Castelao JE, Yuan JM, Skipper PL, et al. Gender- and smoking-related bladder cancer risk. J Natl
Cancer Inst 2001;93:538–45. [PubMed: 11287448]
38. Sak SC, Barrett JH, Paul AB, Bishop DT, Kiltie AE. DNA repair gene XRCC1 polymorphisms and
bladder cancer risk. BMC Genet 2007;8:13. [PubMed: 17425776]
39. Choudhury A, Elliott F, Iles MM, et al. Analysis of variants in DNA damage signalling genes in
bladder cancer. BMC Med Genet 2008;9:69. [PubMed: 18638378]
40. Sak SC, Barrett JH, Paul AB, Bishop DT, Kiltie AE. The polyAT, intronic IVS11-6 and Lys939Gln
XPC polymorphisms are not associated with transitional cell carcinoma of the bladder. Br J Cancer
2005;92:2262–5. [PubMed: 15886698]
41. Bell DA, Taylor JA, Butler MA, et al. Genotype/phenotype discordance for human arylamine Nacetyltransferase (NAT2) reveals a new slow-acetylator allele common in African-Americans.
Carcinogenesis 1993;14:1689–92. [PubMed: 8102597]
42. Stern MC, Johnson LR, Bell DA, Taylor JA. XPD codon 751 polymorphism, metabolism genes,
smoking, and bladder cancer risk. Cancer Epidemiol Biomarkers Prev 2002;11:1004–11. [PubMed:
12376500]
43. Stern MC, Umbach DM, Lunn RM, Taylor JA. DNA repair gene XRCC3 codon 241 polymorphism,
its interaction with smoking and XRCC1 polymorphisms, and bladder cancer risk. Cancer Epidemiol
Biomarkers Prev 2002;11:939–43. [PubMed: 12223443]
44. Stern MC, Umbach DM, van Gils CH, Lunn RM, Taylor JA. DNA repair gene XRCC1
polymorphisms, smoking, and bladder cancer risk. Cancer Epidemiol Biomarkers Prev 2001;10:125–
31. [PubMed: 11219769]
45. Andrew AS, Karagas MR, Nelson HH, et al. DNA repair polymorphisms modify bladder cancer risk:
a multi-factor analytic strategy. Hum Hered 2008;65:105–18. [PubMed: 17898541]
46. Andrew AS, Nelson HH, Kelsey KT, et al. Concordance of multiple analytical approaches
demonstrates a complex relationship between DNA repair gene SNPs, smoking and bladder cancer
susceptibility. Carcinogenesis 2006;27:1030–7. [PubMed: 16311243]
47. Sanyal S, Festa F, Sakano S, et al. Polymorphisms in DNA repair and metabolic genes in bladder
cancer. Carcinogenesis. 2003
48. Matullo G, Guarrera S, Sacerdote C, et al. Polymorphisms/haplotypes in DNA repair genes and
smoking: a bladder cancer case-control study. Cancer Epidemiol Biomarkers Prev 2005;14:2569–
78. [PubMed: 16284380]
49. Cao W, Cai L, Rao JY, et al. Tobacco smoking, GSTP1 polymorphism, and bladder carcinoma. Cancer
2005;104:2400–8. [PubMed: 16240451]

Cancer Res. Author manuscript; available in PMC 2010 September 1.

Stern et al.

Page 12

NIH-PA Author Manuscript
NIH-PA Author Manuscript
Figure 1.

Meta-plots for DNA repair SNPs that showed a statistically significant association with bladder
cancer risk in pooled analyses. The I2 statistics provides an estimate of the heterogeneity across
studies.
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Figure 2.
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Meta-plots for NBN E185Q stratified by smoking status (ever versus never). The I2 statistics
provides an estimate of the heterogeneity across studies.

NIH-PA Author Manuscript
Cancer Res. Author manuscript; available in PMC 2010 September 1.

NIH-PA Author Manuscript

NIH-PA Author Manuscript
Brescia Bladder Cancer Study
Eastern European Bladder
Cancer Study3
French Bladder Cancer Study
Houston Bladder Cancer Study
Los Angeles Bladder Cancer
Study
Leeds Bladder Cancer Study
North Carolina Bladder Cancer
Study
New Hampshire Bladder
Cancer Study
Spanish Bladder Cancer Study
Shanghai Bladder Cancer
Study
Stockholm Bladder Cancer
Study
Torino Bladder Cancer Study
UCLA Bladder Cancer Study

BBCS
EEBCS

6,752

401
158

N/A

1149
535

899

800
215

316
849
676

214
540

Controls

6,348

379
170

311

1170
541

675

771
245

190
901
581

200
214

Cases

100
80

65

87
78

76

71
77

84
79
78

100
83

% Males1

Italy: hospital-based
USA: hospital-based

Sweden: hospital-based

Spain: hospital-based
China: population-based

USA: population-based

UK: hospital-based
USA: hospital-based

Italy: hospital-based
Hungary, Romania, Slovakia: hospitalbased
France: hospital-based
USA: hospital-based
USA: population-based

Source

(48)
(49)

(47)

(10)
NA

(45,46)

(20,38–40)
(41–44)

NA
(35,36)
(37)

(32,33)
(34)

References2

The EEBCS refers to the bladder cancer component of the ASHRAM case control study of bladder, skin and kidney cancers.

3

References that describe the original study and references that report data on the SNPs analyzed in pooled analyses. The EEBCS, FBCS, HBCS, LACBS, and SHBCS contributed original unpublished
genotype data for these analyses;

2

Percentage refers to cases;

1

TOTAL

TBCS
UCLABCS

SSBCS

SBCS
SHBCS

NHBCS

LBCS
NCBCS

FBCS
HBCS
LABCS

Study name

Study abbreviation

Characteristics of the studies included in pooled analyses

NIH-PA Author Manuscript

Table 1

Stern et al.
Page 14

Cancer Res. Author manuscript; available in PMC 2010 September 1.

NIH-PA Author Manuscript

Cancer Res. Author manuscript; available in PMC 2010 September 1.

A499V
rs2228000

K939Q
rs2228001

R194W
rs1799782

R399Q
rs25487

T241M
rs861539

XPC

XPC

XRCC1

XRCC1

XRCC3

TT
TM
MM

RR
RQ
QQ

RR
RW
WW

KK
KQ
QQ

AA
AV
VV

EE
EQ
QQ

TT
TC
CC

KK
KQ
QQ

DD
DN
NN

DD
DE
EE

8

9

7

4

3

5

4

8

5

6

1625
1980
606

1939
2043
593

3244
458
16

1031
1408
497

1343
906
143

1642
1451
347

746
665
157

1669
1899
527

1324
1303
351

1043
1822
837

N

per allele OR assuming a log-additive model

2

ORs were adjusted for gender, age at diagnosis, study, and smoking;

E185Q
rs1805794

NBN

1

S835S
rs1799801

ERCC4

D312N
rs1799793

ERCC2

K751Q
rs13181

D148E
rs1130409

APEX1

ERCC2

Genotype

Gene

Studies
N

Controls

39%
47%
14%

42%
45%
13%

87%
12%
0%

35%
48%
17%

56%
38%
6%

48%
42%
10%

48%
42%
10%

41%
46%
13%

44%
44%
12%

28%
49%
23%

%

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

per allele OR2

1427
1724
574

1708
1888
470

3180
430
19

925
1277
443

1316
929
184

1404
1376
341

742
691
146

1542
1770
560

1166
1248
363

909
1494
700

N

NIH-PA Author Manuscript

DNA repair SNPs and urinary bladder cancer OR among non-Latino whites
Cases

38%
46%
15%

42%
46%
12%

88%
12%
1%

35%
48%
17%

54%
38%
8%

45%
44%
11%

47%
44%
9%

40%
46%
14%

42%
45%
13%

29%
48%
23%

%
1ref
0.94
0.94
0.97
1ref
1.12
1.18
1.10
1ref
1.03
1.17
1.07
1ref
1.07
0.99
1.02
1ref
1.10
1.18
1.09
1ref
1.05
1.32
1.10
1ref
1.01
0.98
0.99
1ref
0.93
1.45
0.96
1ref
1.03
0.89
0.97
1ref
1.00
1.09
1.04

OR1

0.90–1.11
0.95–1.26
0.97–1.11

0.94–1.13
0.77–1.04
0.91–1.03

0.80–1.07
0.73–2.90
0.84–1.10

0.90–1.14
0.83–1.15
0.92–1.07

0.93–1.19
1.04–1.68
1.00–1.21

0.98–1.22
0.99–1.40
1.01–1.18

0.92–1.25
0.76–1.29
0.91–1.15

0.93–1.13
1.01–1.35
1.00–1.14

0.99–1.25
1.00–1.41
1.01–1.19

0.84–1.06
0.82–1.09
0.90–1.04

95% CI

NIH-PA Author Manuscript

Table 2

0.997
0.210
0.308

0.548
0.126
0.358

0.296
0.287
0.570

0.835
0.776
0.854

0.429
0.021
0.044

0.093
0.063
0.028

0.391
0.942
0.691

0.605
0.034
0.060

0.061
0.057
0.023

0.312
0.425
0.394

p

Stern et al.
Page 15

NIH-PA Author Manuscript
542/241
626/659
283/476
542/241
195/182
373/500
213/346
542/241
205/152
339/403
246/482

616/311
707/600
319/493
0.007
616/311
219/203
390/442
261/339
0.016
616/311
234/114
362/415
286/472
0.014

Test of interaction on a multiplicative scale

3

EQ

542/241
909/1135

EE

616/311
1026/1093
0.002

ORs adjusted for gender, age at diagnosis, and study

2

Assuming an log-additive mode of action;

1

Smoking status
Never
Ever
Test of interaction p-value3
Smoking status
Never
Former
Current
Test of interaction p-value3
Cigarettes per day
Never
1–10
11–20
21+
Test of interaction p-value3
Years of smoking
Never
0–19
20–39
40+
Test of interaction p-value3

Smoking variables

Controls/Cases by genotype

150/57
50/31
64/99
51/124

150/57
40/55
85/116
40/80

150/57
141/157
56/127

150/57
197/284

QQ

NIH-PA Author Manuscript

NBN E185Q x smoking interactions and bladder cancer risk among non-Latino whites

0.89
1.26
1.11
1.20

0.89
1.13
1.14
1.24

0.89
1.19
1.15

0.89
1.17

OR2

0.76–1.03
1.01–1.57
0.96–1.29
1.02–1.39

0.76–1.03
0.93–1.38
0.99–1.31
1.04–1.48

0.77–1.03
1.06–1.33
1.00–1.34

0.77–1.03
1.07–1.28

95% CI

Q allele risk1

0.107
0.040
0.158
0.024

0.105
0.212
0.070
0.014

0.128
0.003
0.058

0.110
0.0005

p-value

NIH-PA Author Manuscript

Table 3

Stern et al.
Page 16

Cancer Res. Author manuscript; available in PMC 2010 September 1.

