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Natalia Bogdanova38, Natalia Antonenkova43, Yuri I. Rogov44, Johann Hinrich Karstens39,

Marina Bermisheva45, Darya Prokofieva45, Shamil Hanafievich Gantcev47, Elza

Khusnutdinova46, Annika Lindblom48, Sara Margolin48, Georgia Chenevix-Trench50, Jonathan

Beesley50, Xiaoqing Chen50, for the kConFab AOCS Management Group52, Arto Mannermaa53,55,

Veli-Matti Kosma53,55, Ylermi Soini53,55, Vesa Kataja54,56, Diether Lambrechts57,

Betül T. Yesilyurt57, Marie-Rose Chrisiaens58, Stephanie Peeters58, Paolo Radice59,

Paolo Peterlongo59,61, Siranoush Manoukian60, Monica Barile62, Fergus Couch63,

Adam M. Lee64, Robert Diasio64, Xianshu Wang63, Graham G. Giles65, Gianluca Severi65,

Laura Baglietto65, Catriona Maclean66, Ken Offit67, Mark Robson67, Vijai Joseph67, Mia Gaudet68,

Esther M. John69,70, Robert Winqvist71, Katri Pylkäs71, Arja Jukkola-Vuorinen72, Mervi Grip73,

Irene Andrulis75, Julia A. Knight74, Anna Marie Mulligan76, Frances P. O’Malley77,78,

Louise A. Brinton1, Mark E. Sherman1, Jolanta Lissowska79, Stephen J. Chanock1, Maartje

Hooning80, John W.M. Martens81, Ans M.W. van den Ouweland82, J. Margriet Collée82, Per Hall49,

Kamila Czene49, Angela Cox83, Ian W. Brock83, Malcolm W.R. Reed83, Simon S. Cross84,

Paul Pharoah4, Alison M. Dunning4, Daehee Kang85, Keun-Young Yoo85, Dong-Young Noh85,

Sei-Hyun Ahn86, Anna Jakubowska87, Jan Lubinski87, Katarzyna Jaworska87, Katarzyna Durda87,

†List of study names in which each author belongs to is given in the Appendix.

Published by Oxford University Press 2011.

∗To whom correspondence should be addressed at: NIH/NCI, Division of Cancer Epidemiology and Genetics, Hormonal and Reproductive
Epidemiology Branch, 6120 Executive Boulevard, MSC 7234, EPS Suite 550, Room 5004, Bethesda, MD 20852-7234, USA. Tel: +1
3014023654; Fax: +1 3014020916; Email: figueroaj@mail.nih.gov

‡The first two and the last two authors were part of the writing group.

Human Molecular Genetics, 2011, Vol. 20, No. 23 4693–4706
doi:10.1093/hmg/ddr368
Advance Access published on August 18, 2011

D
ow

nloaded from
 https://academ

ic.oup.com
/hm

g/article-abstract/20/23/4693/556345 by guest on 16 O
ctober 2018



Suleeporn Sangrajrang88, Valerie Gaborieau89, Paul Brennan89, James McKay89,

Chen-Yang Shen90, Shian-ling Ding91, Huan-Ming Hsu92, Jyh-Cherng Yu92, Hoda Anton-

Culver93, Argyrios Ziogas93, Alan Ashworth13, Anthony Swerdlow13, Michael Jones13,

Nick Orr13, Amy Trentham-Dietz94, Kathleen Egan95, Polly Newcomb94,96, Linda Titus-

Ernstoff97,98, Doug Easton4{ and Amanda B. Spurdle51{

1Division of Cancer Epidemiology and Genetics, National Cancer Institute, Rockville, MD, USA, 2Sections of

Epidemiology and Genetics and 3Section of Cancer Genetics, The Institute of Cancer Research, Sutton, UK,
4United Kingdom Department of Oncology and Department of Public Health and Primary Care, University of

Cambridge, Cambridge, UK 5Centre for Molecular, Environmental, Genetic and Analytic Epidemiology, Genetic and

Analytic Epidemiology and 6Department of Pathology, The University of Melbourne, Melbourne, Vic, Australia
7Netherlands Cancer Institute, Antoni van Leeuwenhoek Hospital, Amsterdam, The Netherlands, 8Leiden University

Medical Center, Leiden, The Netherlands, 9Department of Medicine, Division of Hematology and Oncology, David

Geffen School of Medicine, University of California at Los Angeles, Los Angeles, CA, USA, 10Department of

Gynecology and Obstetrics, University Hospital Erlangen and 11Institute of Human Genetics, Friedrich-Alexander

University, Erlangen, Germany, 12Department of Epidemiology and Population Health, London School of Hygiene and

Tropical Medicine, Keppel St., London, UK, 13Breakthrough Breast Cancer Research Centre, The Institute of Cancer

Research, London, UK, 14National Institute for Health Research (NIHR) Comprehensive Biomedical Research Centre,

Guy’s and St. Thomas’ NHS Foundation Trust in partnership with King’s College London, London, UK, 15NHS

Foundation Trust, King’s College Hospital, London, UK, 16Welcome Trust Centre for Human Genetics and Oxford

Comprehensive Biomedical Research Centre, University of Oxford, UK, 17Clinical Science Institute. University

Hospital Galway, Galway, Ireland, 18Department of Obstetrics and Gynecology and 19National Center for Tumor

Diseases, University of Heidelberg, Heidelberg, Germany, 20Molecular Epidemiology Group, 21Division of Clinical

Epidemiology and Aging Research and 22Division of Cancer Epidemiology, German Cancer Research Center (DKFZ),

Heidelberg, Germany, 23Department of Clinical Biochemistry, Copenhagen University Hospital and 24Department of

Breast Surgery, Copenhagen University Hospital, Herlev Hospital, Denmark, 25Cancer Research Group, Human

Genetics Programme and 26Genetic and Molecular Epidemiology Group, Human Cancer Genetics Programme,

Spanish National Cancer Research Centre (CNIO), Madrid, Spain, 27Servicio de Cirugı́a General y Especialidades,

Hospital Monte Naranco, Oviedo, Spain, 28Servicio de Oncologı́a Médica, Hospital Universitario La Paz, Madrid,

Spain, 29Dr. Margarete Fischer-Bosch-Institute of Clinical Pharmacology, Stuttgart, and University of Tübingen,
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A genome-wide association study (GWAS) identified single-nucleotide polymorphisms (SNPs) at 1p11.2 and
14q24.1 (RAD51L1) as breast cancer susceptibility loci. The initial GWAS suggested stronger effects for both
loci for estrogen receptor (ER)-positive tumors. Using data from the Breast Cancer Association Consortium
(BCAC), we sought to determine whether risks differ by ER, progesterone receptor (PR), human epidermal
growth factor receptor 2 (HER2), grade, node status, tumor size, and ductal or lobular morphology. We gen-
otyped rs11249433 at 1p.11.2, and two highly correlated SNPs rs999737 and rs10483813 (r25 0.98) at 14q24.1
(RAD51L1), for up to 46 036 invasive breast cancer cases and 46 930 controls from 39 studies. Analyses by
tumor characteristics focused on subjects reporting to be white women of European ancestry and were
based on 25 458 cases, of which 87% had ER data. The SNP at 1p11.2 showed significantly stronger associa-
tions with ER-positive tumors [per-allele odds ratio (OR) for ER-positive tumors was 1.13, 95% CI 5 1.10–1.16
and, for ER-negative tumors, OR was 1.03, 95% CI 5 0.98–1.07, case-only P-heterogeneity 5 7.6 3 1025]. The
association with ER-positive tumors was stronger for tumors of lower grade (case-only P 5 6.7 3 1023) and
lobular histology (case-only P 5 0.01). SNPs at 14q24.1 were associated with risk for most tumor subtypes
evaluated, including triple-negative breast cancers, which has not been described previously. Our results
underscore the need for large pooling efforts with tumor pathology data to help refine risk estimates for
SNP associations with susceptibility to different subtypes of breast cancer.

Human Molecular Genetics, 2011, Vol. 20, No. 23 4695

D
ow

nloaded from
 https://academ

ic.oup.com
/hm

g/article-abstract/20/23/4693/556345 by guest on 16 O
ctober 2018



INTRODUCTION

Genome-wide association studies (GWASs) have successfully
identified common single-nucleotide polymorphisms (SNPs)
associated with breast cancer risk (1–9). The relative risks
associated with these SNPs are small (per allele OR , 1.3),
and large samples sizes are necessary to obtain more precise
estimates of risk particularly for tumor subtypes. Evaluating
the associations between susceptibility loci and tumor sub-
types could allow for improved risk assessment; and predict-
ing the risk for specific tumor subtypes may lead to targeted
early detection or prevention strategies. A recent multi-stage
Cancer Genetic Markers of Susceptibility (CGEMS) GWAS,
which included 1145 cases of invasive breast cancer and
1142 controls in the first stage, and 8625 cases and 9657 con-
trols in a replication stage, identified SNPs on 1p11.2 and
14q24.1 to be associated with breast cancer risk (4). Data sug-
gested associations for both SNPs were stronger for estrogen
receptor (ER)-positive tumors than for ER-negative tumors,
especially for 1p11.2. However, sample sizes in the initial
report were limited in being able to detect differences by
tumor subtype (4).

The Breast Cancer Association Consortium (BCAC) is an
international consortium of breast cancer studies formed to
identify and validate genetic risk factors associated with
breast cancer (1,9–18). The aim of this study was to more
accurately estimate breast cancer risk associated with the
1p.11.2 rs11249433 SNP and two 14q24.1 (RAD51L1)
highly correlated SNPs (rs999737, rs10483813, r2¼ 0.98),
and to investigate whether these breast cancer susceptibility
SNPs are associated with specific tumor types. Analyses
were based on data from a maximum of 39 case–control or
cohort studies in BCAC that included 46 036 invasive breast
cancer cases and 46 930 unaffected controls.

RESULTS

Study acronyms are defined in Supplementary Material,
Table S1, and estimated allele frequencies for each study
and P for departure from Hardy–Weinberg equilibrium for
the controls are reported in Supplementary Material, Table
S2. The frequency of the C-allele for rs11249433 at 1p11.2
ranged between 16 and 26% among white women of European
ancestry control groups, and was substantially lower for
women of Asian ancestry (2% for Asians versus 23% for
Europeans). The frequency of the A-allele for rs10483813 or
T-allele for rs999737 at 14q24.1 ranged between 32 and
44% across European ancestry control groups, and was also
substantially lower for women of Asian ancestry (3% for
Asians versus 40% for Europeans). We estimated per-allele
odds ratios (ORs) and 95% confidence intervals (CI) for
invasive breast cancer, considering European and Asian
women separately, for SNPs at the 1p11.2 and 14q24.1
(RAD51L1) using data from 39 studies (Figs 1 and 2).

Analyses of 1p11.2 SNP rs11249433 and breast cancer risk

Based on the analysis of subjects reporting to be of European
ancestry (42 574 invasive cases and 44 467 controls) from 36
studies, the estimated OR per C-allele for rs11249433 was

1.10 (95% CI ¼ 1.08–1.12; P ¼ 7.2 × 10217, study hetero-
geneity I2¼ 14.3 P ¼ 0.23; Fig. 1). Based on four studies
with subjects reporting to be of Asian ancestry (3462 cases
and 2463 controls), the estimated per-allele OR was 0.97
(95% CI ¼ 0.79–1.20; P ¼ 0.81; study heterogeneity
I2¼ 0.0 P ¼ 0.54; Fig. 1). Since the minor alleles for the
SNPs analyzed were substantially rarer in Asian populations,
we did not observe any significant risk associations in this
group, and we had significantly fewer subjects of Asian ances-
try, so subsequent analyses were restricted to subjects report-
ing to be of European ancestry. The estimated ORs for
heterozygotes and homozygotes in subjects of European
ancestry were: heterozygote OR 1.09 (95% CI ¼ 1.05–1.13;
P ¼ 2.9 × 1025); homozygote OR 1.22 (95% CI ¼ 1.17–
1.27; P ¼ 1.3 × 10219); Supplementary Material, Figure S1.

Using logistic regression models adjusting for study, and
data from 1395 DCIS cases and 26 662 controls, there was
no evidence for an association between rs11249433 and risk
of ductal carcinoma in situ (DCIS): OR 0.98 (95%
CI ¼ 0.90–1.06; P ¼ 0.57). There was no evidence of differ-
ences in OR by age [1.04 (95% CI ¼ 0.97–1.11), 1.10 (95%
CI ¼ 1.04–1.15), 1.11 (95% CI ¼ 1.06–1.16), and 1.10
(95% CI ¼ 1.061.14) for age categories ,40, 40–49, 50–59
and ≥60 years, respectively; P ¼ 0.70 for heterogeneity].
Analysis excluding cases selected for family history
gave similar estimates to analyses of all invasive cases:
per-allele OR 1.11 (95% CI ¼ 1.08–1.15). There was also
no evidence of differences in the per-allele ORs when case
groups were defined by the presence or absence of a first-
degree family member with breast cancer (P ¼ 0.56 for
heterogeneity).

Analyses of 14q24.1 (RAD51L1) rs10483813/rs999737
SNPs and breast cancer risk

Based on the analysis of subjects reporting to be of European
ancestry from 36 studies, the estimated OR per A-allele for the
rs10483813 or T-allele for the rs999737 14q24.1 (RAD51L1)
SNPs was 0.92 (95% CI ¼ 0.89–0.94; P ¼ 8.3 × 10214,
study heterogeneity I2¼ 0, P ¼ 0.76; Fig. 2). The estimated
per-allele OR for subjects of Asian ancestry (3459 cases and
2463 controls) from four studies was 1.04 (95% CI ¼ 0.68–
1.58; P ¼ 0.87) with some evidence of heterogeneity in OR
across studies (I2¼ 54.1, P ¼ 0.09; Fig. 2). Since the minor
alleles for the SNPs analyzed were substantially rarer in
Asian populations, we did not observe any significant risk
associations, and we had significantly fewer subjects of
Asian ancestry, so subsequent analyses were restricted to sub-
jects reporting to be of European ancestry. The estimated ORs
for rs10483813/rs999737 in European women were: heterozy-
gote OR 0.93 (95% CI ¼ 0.90–0.95; P ¼ 3.54 × 1027);
homozygote OR 0.82 (95% CI ¼ 0.77–0.88; P ¼ 6.0 ×
1029); Supplementary Material, Figure S2.

Using data from 1397 DCIS cases and 26 455 controls, the
estimated per-allele logistic regression models adjusted for
study the OR for DCIS was 0.92 (95% CI ¼ 0.83–1.01;
P ¼ 0.08), similar to that for invasive disease. Analysis by
age groups did not provide evidence of differences in the
OR by age [0.97 (95% CI ¼ 0.90–1.06), 0.90 (95% CI ¼
0.85–0.95), 0.88 (95% CI ¼ 0.840.92) and 0.96 (95%
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CI ¼ 0.921.00) for age categories ,40, 40–49, 50–59, and
≥60 years, respectively; P ¼ 0.17 for heterogeneity]. Analysis
excluding invasive cases selected for family history gave
similar estimates to those for all studies: per-allele OR 0.92

(95% CI ¼ 0.88–0.95). There was also no evidence of a dif-
ference in the per-allele OR when case groups were defined
by first-degree family history of breast cancer (P ¼ 0.24 for
heterogeneity).

Figure 1. Per-allele OR estimates and 95% CIs for 1p11.2 rs11249433 and breast cancer risk by study. Analysis was based on 46 036 invasive breast cancer cases
and 46 930 controls from 39 studies. Differences in total numbers are due to missing genotype data. Study acronyms are defined in Supplementary Material,
Table S1.
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Analyses of 1p11.2 SNP rs11249433 and 14q24.1
(RAD51L1) rs10483813/rs999737 SNPs by ER, PR
and HER2 status of tumors

The majority of studies (26 of 36 studies with women reporting
to be of European ancestry) contributed information on the

pathology of the breast tumor, and analyses were based on up
to 35 209 controls and 25 458 cases. The 1p11.2–rs11249433
SNP exhibited a stronger association with ER-positive tumors
than that with ER-negative tumors (Table 1). Per-allele ORs
for ER-positive and ER-negative tumors were 1.13 (95%
CI ¼ 1.10–1.16) and 1.03 (95% CI ¼ 0.981.07), respectively

Figure 2. Per-allele OR estimates and 95% CIs for 14q24.1 (RAD51L1) rs10483813 or rs999737 and breast cancer risk by study. Analysis was based on 46 036
invasive breast cancer cases and 46 930 controls from 39 studies. Differences in total numbers are due to missing genotype data. Study acronyms are defined in
Supplementary Material, Tables S1.
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(case-only P-heterogeneity ¼ 7.6 × 1025). In contrast, for
rs10483813/rs999737, there was an association with both
ER-positive and ER-negative disease, with per-allele OR of
0.90 (95% CI ¼ 0.87–0.93) for ER-positive and 0.93
(95% CI ¼ 0.88–0.98) for ER-negative tumors (case-only
P-heterogeneity ¼ 0.42). Analyses by PR status for the 1p11.2
and 14q24.1 (RAD51L1) SNPs showed similar results to those
observed by ER status (Table 1). The estimated OR for
rs11249433 was slightly higher for HER2-negative than that
for HER2-positive disease (case-only P-heterogeneity ¼ 0.23,
Table 1), but no difference by HER2 status was observed
when ER/PR-positive and ER/PR-negative cases were
considered separately (case-only P-heterogeneity ¼ 0.80 and
0.49, respectively; Table 2). There was a slight suggestion
of stronger effects for the rs10483813/rs999737 SNP
and HER2-positive tumors with per-allele OR of 0.91 (95%
CI ¼ 0.86–0.95) for HER2-negative and 0.85 (95%
CI ¼ 0.78–0.92) for HER2-positive tumors (case-only
P-heterogeneity ¼ 0.08, Table 1). There was still some sugges-
tion of a difference by HER2 status among ER/PR-positive
tumors (case-only P-heterogeneity ¼ 0.02, Table 2); however,
there was no suggestion of differences among ER/PR-negative
cases by HER2 expression (case-only P-heterogeneity ¼ 0.56,
Table 2).

Analyses of 1p11.2 SNP rs11249433 and 14q24.1
(RAD51L1) rs10483813/rs999737 SNPs by other tumor
characteristics

The 1p11.2 rs11249433 SNP showed a stronger association
with tumors of lower grade (P ¼ 7 × 1026; Table 3). There
was some indication of a higher risk for low-grade rather than
higher grade ER-positive tumors (adjusted case-only P ¼ 6.7
× 1023; Table 3), and no association with ER-negative
tumors of any grade (adjusted case-only P ¼ 0.99; Table 3).
There was no difference in risk by grade for the rs10483813/
rs999737 14q24.1 (RAD51L1) SNPs (Table 3). There was evi-
dence of a higher risk for ER-positive tumors of lobular com-
pared with ductal tumors for rs11249433 (1p11.2) (P ¼ 0.01;
Table 3), but no evidence for such differences in risk for
rs10483813/rs999737 (P ¼ 0.81; Table 3). We found no evi-
dence of heterogeneity for risk associated with 1p11.2 SNP
rs11249433 and 14q24.1 (RAD51L1) rs10483813/rs999737
SNPs by node status or tumor size (Tables 4 and 5).

DISCUSSION

Our large study has confirmed the associations with breast
cancer risk for both rs11249433 SNP at 1p11.2 and

Table 1. Per-allele OR and 95% CIs for the association of SNPs at 1p11.2 rs11249433 and 14q24.1 (RAD51L1) rs10483813 or rs999737 and breast cancer risk by
ER, PR and HER2 tumor expression for cases and controls reporting European Caucasian ancestry

Locus SNP Case–control
P

Case-only P
n OR 95% CI P n OR 95% CI

ER+ tumors versus controls ER2 tumors versus controls
1p11.2 rs11249433 16 874 1.13 1.10 1.16 3.71E–18 5099 1.03 0.98 1.07 0.21 7.6 E–05
14q24.1 rs10483813 or rs999737 16 693 0.90 0.87 0.93 1.32E–09 5060 0.93 0.88 0.98 0.004 0.42

PR+ tumors versus controls PR2 tumors versus controls
1p11.2 rs11249433 12 708 1.13 1.10 1.17 7.55E–16 6624 1.07 1.03 1.11 0.001 0.007
14q24.1 rs10483813 or rs999737 12 545 0.91 0.88 0.95 7.28E–07 6582 0.90 0.86 0.94 0.00001 0.42

HER22 tumors versus controls HER2+ tumors versus controls
1p11.2 rs11249433 7138 1.11 1.06 1.15 8.36E–07 1964 1.06 0.99 1.13 0.09 0.231
14q24.1 rs10483813 or rs999737 7137 0.91 0.86 0.95 5.84E–05 1956 0.85 0.78 0.92 1.04E–04 0.077

Analysis included a maximum of 35 209 controls and 22 116 cases with genotypes and ER status (cases-only); 35 210 controls and 19 471 cases for PR analysis;
28 194 controls and 9 178 cases for HER2. Differences in total number are due to missing genotype data. ORs are adjusted by study and are for European
Caucasians only. Case-only P-value was used to test for heterogeneity, and was estimated using a polytomous logistic regression model with receptor status as the
outcome adjusted by study.

Table 2. Per-allele ORs and 95% CIs for the association of SNPs at 1p11.2–rs11249433 and 14q24.1 (RAD51L1) rs10483813 or rs999737 and breast cancer risk
by ER. PR and HER2 expression in tumors for cases and controls reporting European Caucasian ancestry

Locus SNP Case–control Case-only P
n OR 95% CI P n OR 95% CI P

ER+/PR+ and HER22 ER+/PR+ and HER2+
1p11.2 rs11249433 5834 1.10 1.06 1.15 4.58E–06 1296 1.09 1.00 1.18 0.037 0.80
14q24.1 rs10483813 or rs999737 5828 0.92 0.88 0.97 0.002 1296 0.82 0.74 0.90 0.0001 0.02

Triple-negative tumors ER2, PR2 and HER2+
1p11.2 rs11249433 1155 1.07 0.98 1.17 0.11 635 1.02 0.91 1.14 0.71 0.49
14q24.1 rs10483813 or rs999737 1160 0.89 0.80 0.98 0.02 627 0.93 0.82 1.07 0.30 0.56

Analysis included a maximum of 28 194 controls and 8997 cases. ORs are adjusted by study and are for European Caucasians only. Case-only P-value was used to
test for heterogeneity, and was estimated using a polytomous logistic regression model comparing ER+/PR+ and HER2+ versus ER+/PR+ and HER2–tumors
and triple-negative versus ER2/PR2 and HER2+ tumors, respectively. Differences in total number are due to missing genotype data.
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rs10483813/rs999737 at 14q24.1 and refined the risk estimates
by clinically important tumor characteristics. The estimated
ORs for rs11249433 for women of European ancestry were
lower than reported by Thomas et al. (4) (Thomas et al.
reported heterozygote OR ¼ 1.16 versus BCAC OR ¼ 1.09;
and homozygote OR ¼ 1.30 versus BCAC OR ¼ 1.22). The
estimated homozygote OR for rs10483813/rs999737 was
also attenuated toward null in this study (Thomas et al.
reported heterozygote OR ¼ 0.94 versus BCAC OR ¼ 0.93;
and homozygote OR ¼ 0.70 versus BCAC OR ¼ 0.82). This
attenuation may reflect an overestimation in the initial
GWAS reports due to ‘winner’s curse’.

In addition to the estimates of association for European
women, we also estimated risks for Asian women based
on 3462 cases and 2463 controls from four studies.
Neither locus showed evidence for an association in this
group, but the estimated per-allele ORs for Asians were
both consistent with that reported for Europeans. The
wide confidence intervals in Asians were due to the

smaller sample size but also the low minor allele frequen-
cies in (both MAF , 3%). Future studies involving larger
numbers of subjects of other race/ethnicities will be neces-
sary to clarify the issue of consistency of findings across
racial/ethnic groups.

For the 1p11.2 rs11249433 SNP, we found evidence for a
greater OR for ER-positive versus ER-negative disease, con-
sistent with the initial report (4). Thomas et al. reported a
P value of 0.001 for heterogeneity from case-only analysis
for this same SNP. This observation was based on 6586
cases, 1314 of which were ER-negative in the initial GWAS
report. We investigated the association of these SNPs and
ER expression based on 22 116 cases; of which, 5099 were
ER-negative and found little evidence of any association
with ER-negative disease. Our data showed that the 1p11.2
locus was most strongly associated with ER-positive tumors
that are of low grade and lobular histology, which are more
likely to be screen-detected and tend to have good prognosis.
In contrast, rs10483813/rs999737 was associated with

Table 3. Per-allele ORs and 95% CI for the association of SNPs at 1p11.2–rs112494331p11.2 rs11249433 and 14q24.1 (RAD51L1) rs10483813 or rs999737 and
breast cancer risk by tumor grade and histology stratified by ER tumor expression

Locus SNP Cases (grade) Grade 1 Grade 2 Grade 3 Case-only
1 2 3 OR 95% CI OR 95% CI OR 95% CI P

All tumors
1p11.2 rs11249433 5222 10952 7471 1.18 1.13 1.23 1.12 1.09 1.16 1.05 1.01 1.09 7.01E–06
14q24.1 rs10483813 or rs999737 5193 10851 7301 0.88 0.84 0.93 0.93 0.9 0.97 0.91 0.87 0.95 0.51
ER-positive tumors only
1p11.2 rs11249433 3697 7307 3204 1.18 1.13 1.25 1.13 1.09 1.17 1.08 1.02 1.14 6.67E–03
14q24.1 rs10483813 or rs999737 3680 7244 3111 0.87 0.82 0.92 0.92 0.88 0.96 0.89 0.83 0.95 0.50
ER-negative tumors only
1p11.2 rs11249433 286 1120 2618 1.01 0.85 1.2 1.03 0.94 1.12 1.01 0.95 1.07 0.99
14q24.1 rs10483813 or rs999737 285 1116 2588 1.06 0.87 1.29 0.92 0.83 1.02 0.89 0.83 0.96 0.19

Cases (histology) Ductal Lobular Other Ductal/lobular
Locus SNP Ductal Lobular Other OR 95% CI OR 95% CI OR 95% CI P
All tumors
1p11.2 rs11249433 19 197 3742 2381 1.10 1.07 1.13 1.21 1.16 1.28 1.11 1.04 1.18 0.0001
14q24.1 rs10483813 or rs999737 18 940 3709 2361 0.91 0.88 0.94 0.91 0.85 0.96 0.92 0.86 0.99 0.81
ER-positive tumors only
1p11.2 rs11249433 10 558 2460 972 1.12 1.09 1.16 1.22 1.15 1.29 1.09 1.00 1.20 0.01
14q24.1 rs10483813 or rs999737 10 398 2443 962 0.91 0.88 0.95 0.89 0.83 0.95 0.90 0.81 1.01 0.56
ER-negative tumors only
1p11.2 rs11249433 3544 296 399 1.01 0.96 1.07 1.16 0.99 1.37 1.04 0.90 1.20 0.15
14q24.1 rs10483813 or rs999737 3516 292 395 0.93 0.88 0.99 0.85 0.70 1.04 0.93 0.78 1.10 0.27

Analysis included a maximum of 35 082 controls and max. 23 800 cases with genotypes, and grade status (cases only); and 33 535 controls and max. 25 458 cases
with genotypes, and histopathology information (cases only). ORs are adjusted by study and are for European Caucasians only. Case-only P-value was used to test
for heterogeneity, and was estimated using a polytomous logistic regression model with ductal histology as the referent.

Table 4. Per-allele ORs and 95% CIs for the association of SNPs at 1p11.2 rs11249433 and 14q24.1 (RAD51L1) rs10483813 or rs999737 and breast cancer risk
by node status

Locus SNP Case–control Case-only P
Node-positive tumors versus controls Node-negative tumors versus controls
Node + cases OR 95% CI P Node2 cases OR 95% CI P

1p11.2 rs11249433 8868 1.11 1.05–1.16 1.05E204 13,747 1.11 1.07–1.16 1.8 E207 0.80
14q24.1 rs10483813 or rs999737 8798 0.90 0.87–0.93 1.32E209 13,520 0.94 0.89–0.98 0.01 0.53

Analysis included a maximum of 33 284 controls and max 22 755 cases with genotypes, and node information (cases-only). ORs are adjusted by study and are for
European Caucasians only. Case-only P-value was used to test for heterogeneity, and was estimated using a polytomous logistic regression model with
node-positive status as the referent.
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multiple tumor types, and showed little evidence for a differ-
ence in OR by tumor characteristics except for potentially
HER2 expression. In particular, the SNP showed clear evi-
dence for an association with both ER-positive and
ER-negative disease and refutes the initial finding reported
by Thomas et al. Our results by ER status are also consistent
with parallel findings assessing modification of risk in BRCA1/
2 carriers by The Consortium of Investigators of Modifiers of
BRCA1/2 (CIMBA), which show that rs11249433 modifies
risk of BRCA2 carriers but rs10483813/rs999737 has no appar-
ent association with risk on the background of familial risk
conferred by BRCA1 or BRCA2 mutations (19). Further, our
estimates for risk of DCIS suggested similar effects to invasive
disease for the14q24.1 region, which we did not observe for
the 1p11.2 region. Together, these data do not support the pre-
vious report that the 14q24.1 rs10483813/rs999737 SNP asso-
ciations are stronger for ER-positive breast cancer (4), and
rather our data indicate that this locus confers susceptibility
to various subtypes of breast cancer.

The rs11249433 SNP locus is located in a relatively large non-
genic region of high linkage disequilibrium (LD) very close to
the centromere of chromosome 1, a region notoriously difficult
to map. The closest neighboring genes to this SNP are genes in
the low-affinity Fc gamma receptor family, FCGR1B, and the
transmembrane protein coding gene NOTCH2. SNPs in this
region have recently been associated with type 2 diabetes
(20). Recent pooled analysis have shown diabetes and related
conditions to increase risk of death for breast cancer (21);
however, epidemiological studies of type 2 diabetes and breast
cancer risk have given mixed results (22–24). A recent study
found some evidence of increased NOTCH2 expression in
breast tumors in carriers of the C allele of rs11249433, suggest-
ing that the breast cancer susceptibility at this locus may be
mediated through variation in NOTCH2 expression (25).

Both rs999737 and rs10483813 lie within an LD block in
intron 10 of RAD51L1 (also known as RAD51B). RAD51L1 is
a member of the Rad51-like proteins that are involved in double-
strand break (DSB) repair and homologous recombination (26).
Rare mutations in other genes in this pathway (notably BRCA1
and BRCA2) predispose to high risks of breast cancer, and most
recently common susceptibility variants in another DSB repair
genes (near MERIT40 on chromosome 19p13) have been
shown to modify risk for BRCA1 mutation carriers (27). Assum-
ing that the risk association is mediated through an effect on
RAD51L1 expression/function, the identification and confirm-
ation of the 14q24.1 (RAD51L1) locus increases the number of
genes within the repair pathway that may be important for sus-
ceptibility to breast and other cancers.

The analyses presented here have resulted in refined relative
risk estimates on the largest sample size to date for overall
breast cancer risk and risk for specific tumor subtypes, a
very important consideration for low-risk alleles of modest
effect that will, in the future, be used together in risk
models to assess the likelihood that women will be predis-
posed to breast cancer. Our analyses of these two loci high-
light the notion that some susceptibility factors are more
strongly associated with specific subtypes (e.g. 1p11.2 SNPs
are more strongly associated with ER-positive tumors of low
grade and lobular histology), while other loci are associated
across different subtypes of breast cancer (e.g. 14q24.1).T
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These findings demonstrate the importance of conducting
large studies with tumor pathology data in order to refine
risk estimates for all risk-associated SNPs identified by
GWAS and other studies, to provide the most robust SNP
risk models possible for assessing predisposition to different
types of breast cancer.

Key strengths of our study are its large sample size, and data
on tumor characteristics. Our study had .80% power at
P , 0.05 to detect an OR of 1.1 for ER and PR subtype ana-
lysis and 70% power for the rarer HER2+ breast cancers. A
limitation is the use of non-standardized data on tumor
markers since data were derived from studies using different
tissue collection and processing protocols, immunohistochem-
ical assays, and criteria for pathology review. Nevertheless,
we observed consistent associations across studies, indicating
that our findings are robust and highlight that breast tumors are
etiologically distinct. Further genetic mapping and functional
analyses will be required to determine the genetic variants
underlying both these susceptibility loci signals, and to delin-
eate the biological pathways involved in susceptibility to
different subtypes of breast cancer.

MATERIALS AND METHODS

Study samples

Thirty-nine breast cancer studies participating in BCAC con-
tributed data for cases and controls for the 1p11.2 SNP
rs11249433, and at least one of the two highly correlated
SNPs rs10483813 or rs999737 at14q24.1 (RAD51L1) (see Sup-
plementary Material, Table S1 for a list of studies and abbrevia-
tions, and a more detailed description of participating studies).
After excluding subjects that did not report to be of European
or Asian ancestry, the number of subjects available for analysis
was 46 036 invasive breast cancer cases, and 46 930 controls
from case–control or prospective cohort studies. Data on age
and race/ethnicity of participants was provided by each study.
Primary analysis estimated per-allele OR for Europeans and
Asian separately. Thirty-six studies from Europe, North
America and Australia included predominantly women of
white European ancestry. Except for the NC-BCFR study,
women whose reported race/ethnicity was non-European were
excluded from analyses. The NC-BCFR study had .100 sub-
jects reporting European or Asian ancestry, and was separated
into two groups for analysis: NC-BCFR whites and NC-BCFR
Asians. Analyses of Asian women included four studies, one
each from the USA (NC-BCFR Asians), Korea (SEBCS),
Taiwan (TWBCS) and Thailand (TBCS). We also had data on
1397 cases with ductal carcinoma in situ (DCIS) from 24
studies from women of European descent.

Pathology and tumor markers

The final numbers available for analysis were 46 036 invasive
breast cancer cases and 46 930 controls from 39 studies and
pathology data included in each analysis are shown in
Tables 1–5. Of the 36 studies that reported women of
European ancestry, the majority provided information on his-
topathologic subtype (24 studies: 76% ductal, 15% lobular,
9% other histologies), grade of differentiation (25 studies;

22% grade 1, 46% grade 2 and 32% grade 3 or higher),
tumor size (21 studies: 19% with the size of 1 cm or less,
43% with the size of .1–2 cm and 37% with the size of
.2 cm) and nodal involvement (26 studies: 60% node posi-
tive). Twenty-six studies provided data on ER and PR status
and 18 on HER2 status.

Genotyping

Genotyping for three SNPs (rs11249433, rs10483813 and
rs999737) was performed in the framework of BCAC as
described previously (10–13,15). Most studies carried out
genotyping using Taqman nuclease assay (Taqmanw), with
reagents designed by Applied Biosystems (http://www.app
liedbiosystems.com/) as Assays-by-DesignTM and genotyping
performed using the ABI PRISM 7900HT, 7700 or 7500
Sequence Detection Systems according to manufacturer’s
instructions. A few studies (GENICA, HEBCS, kConFab/
AOCS, LMBC, MBCSG and SASBAC) used the Sequenom
iPLEX MassARRAYTM system (Sequenom, San Diego,
CA, USA) with oligonucleotide design performed using Mas-
sARRAY Assay Design software (version 3.1). Genotyping
platform used by each study are indicated in Supplementary
Material, Table S2.

Out of 40 studies that performed the genotyping, data from
only one study were excluded due to not meeting the BCAC
quality control (QC) guidelines: (i) individual samples were
excluded based on the number of SNPs that were typed in this
phase of genotyping by each study, which were three SNPs
(rs11249433, rs10483813/rs999737 and rs2046210). Any
given sample was excluded if it failed genotyping for two of
the three SNPs. (ii) All samples on any one plate were excluded
if the plate had a SNP call rate ,90%; (iii) all genotype data for
any SNP were excluded if the overall call rate was ,95%; or
data for any SNP where duplicate concordance was ,98%.
For any SNP for which the P-value for departure from Hardy-
Weinberg equilibrium for controls was ,0.005, clustering of
the intensity plots was reviewed manually by a single person
and clustering was judged to be fine. In addition, all genotyping
centers assayed an identical plate of 94 control CEPH DNA
samples referred to as the Coriell plate (HAPMAPPT01,
Coriell Institute for Medical Research, Cambden, NJ, USA);
which also included five internal duplicates. Studies had to
achieve a call rate .90% and concordance .98% in order
for their data to be included. After applying these QC guide-
lines, data were available for a total of 39 studies (see Supple-
mentary Material, Table S1). For the 14q24.1 SNP data, 33
studies genotyped rs10483813, and five studies (GENICA,
HEBCS, LMBC, SASBAC and KCONFAB-AOCS) genotyped
rs999737. One study from Italy (MBCSG) genotyped both
SNPs (r2¼ 0.98, based on 1217 control samples, Supplemen-
tary Material, Table S3). For the MBCSG study, data for
rs10483813 were used in the analysis.

Statistical analysis

Departure from Hardy–Weinberg equilibrium was tested for
controls from each center using Pearson’s x2-test with 1df.
We presented the association of each SNP with breast
cancer risk assessed by meta-analysis using genotype
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frequencies in cases and controls. We also performed multiple
logistic regression adjusted for study which gave similar
results to meta-analysis (data not shown). For each SNP, we
performed one analysis estimating the separate odds ratios
(ORs) and 95% confidence intervals (CIs) for heterozygotes
and homozygote variants relative to the common-allele homo-
zygotes, and another analysis assuming a log-additive model
to estimate the OR per variant allele, assuming a log-additive
model. Between-study heterogeneity in OR was expressed
using the I2 statistic. Polytomous logistic regression was
used to estimate the OR for each breast cancer subtype (com-
paring case subtypes with all controls). OR and 95% CI were
estimated assuming a log-additive model for the association
with genotype, adjusted by study. Heterogeneity between
genotype OR for different tumor subtypes was assessed
using logistic regression analyses restricted to cases (case-only
analyses) with the tumor characteristic as the outcome vari-
able. For tumor subtypes with more than two levels (i.e.
grade and size), we used a polytomous logistic regression
model constraining the strength of association to increase lin-
early across levels (e.g. the parameter for grade 3 versus grade
1 was constrained to be twice that for grade 2 versus grade 1).
All statistical tests were two-sided. To test if the per-allele
ORs differed by age or family history, a likelihood ratio test
was used from fitting logistic regression models with and
without interaction terms. All analyses were carried out
using Stata: Release 9 (College Station, TX, USA).

SUPPLEMENTARY MATERIAL

Supplementary Material is available at HMG online.
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Fondo de Investigación Sanitario [PI081120 to J.B., PI081583
to R.L.M.]. We thank Charo Alonso, Tais Moreno, Guillermo
Pita, Primitiva Menendez and Anna González-Neira.
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APPENDIX

The list of study abbreviations

ABCFS: Australian Breast Cancer Family Study; ABCS: Amsterdam

Breast Cancer Study; BBCC: Bavarian Breast Cancer Cases and Con-

trols; BBCS: British Breast Cancer Study; BIGGS: Breast Cancer in

Galway Genetic Study; BSUCH: Breast Cancer Study of the Univer-

sity of Heidelberg; CGPS: Copenhagen General Population Study;

CNIO-BCS: Spanish National Cancer Centre Breast Cancer Study;

ESTHER: ESTHER Breast Cancer Study; FBCS: ICR Familial

Breast Cancer Study; GENICA: Gene Environment Interaction and

Breast Cancer in Germany; GESBC: Genetic Epidemiology Study

of Breast Cancer by Age 50; HABCS: Hannover Breast Cancer

Study; HEBCS: Helsinki Breast Cancer Study; HMBCS: Hannover-

Minsk Breast Cancer Study; HUBCS: Hannover-Ufa Breast Cancer

Study; KARBAC: Karolinska Breast Cancer Study; KConFab-

AOCS: Kathleen Cuningham Foundation Consortium for research

into Familial Breast Cancer/Australian Ovarian Cancer Study;

KBCP: Kuopio Breast Cancer Project; LMBC: Leuven Multidisciplin-

ary Breast Centre; MBCSG: Milan Breast Cancer Study Group;

MCBCS: Mayo Clinic Breast Cancer Study; MCCS: Melbourne Col-

laborative Cohort Study; NC-BCFR: Northern California Breast

Cancer Family Registry; OBCS: Oulu Breast Cancer Study;

OFBCR: Ontario Familial Breast Cancer Registry; PBCS: NCI

Polish Breast Cancer Study; RBCS: Rotterdam Breast Cancer

Study; SASBAC: Singapore and Sweden Breast Cancer Study;

SBCS: Sheffield Breast Cancer Study; SEARCH: Study of Epidemi-

ology and Risk factors in Cancer Heredity; SEBCS: Seoul Breast

Cancer Study; SZBCS: IHCC-Szczecin Breast Cancer Study; TBCS:

IARC-Thai Breast Cancer Study; TWBCS: Taiwanese Breast

Cancer Study; UCIBCS: UCI Breast Cancer Study; UKBGS: UK

Breakthrough Generations Study; US3SS: US Three State Study.
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