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Abstract

Introduction: Estrogen receptor (ER) and progesterone receptor (PR) testing are performed in the evaluation of
breast cancer. While the clinical utility of ER as a predictive biomarker to identify patients likely to benefit from
hormonal therapy is well-established, the added value of PR is less well-defined. The primary goals of our study
were to assess the distribution, inter-assay reproducibility, and prognostic significance of breast cancer subtypes
defined by patterns of ER and PR expression.

Methods: We integrated gene expression microarray (GEM) and clinico-pathologic data from 20 published
studies to determine the frequency (n = 4,111) and inter-assay reproducibility (n = 1,752) of ER/PR subtypes
(ER+/PR+, ER+/PR-, ER-/PR-, ER-/PR+). To extend our findings, we utilized a cohort of patients from the Nurses’
Health Study (NHS) with ER/PR data recorded in the medical record and assessed on tissue microarrays
(n = 2,011). In both datasets, we assessed the association of ER and PR expression with survival.

Results: In a genome-wide analysis, progesterone receptor was among the least variable genes in ER- breast
cancer. The ER-/PR+ subtype was rare (approximately 1 to 4%) and showed no significant reproducibility (Kappa =
0.02 and 0.06, in the GEM and NHS datasets, respectively). The vast majority of patients classified as ER-/PR+ in the
medical record (97% and 94%, in the GEM and NHS datasets) were re-classified by a second method. In the GEM
dataset (n = 2,731), progesterone receptor mRNA expression was associated with prognosis in ER+ breast cancer
(adjusted P <0.001), but not in ER- breast cancer (adjusted P = 0.21). PR protein expression did not contribute
significant prognostic information to multivariate models considering ER and other standard clinico-pathologic
features in the GEM or NHS datasets.

Conclusion: ER-/PR+ breast cancer is not a reproducible subtype. PR expression is not associated with prognosis
in ER- breast cancer, and PR does not contribute significant independent prognostic information to multivariate
models considering ER and other standard clinico-pathologic factors. Given that PR provides no clinically
actionable information in ER+ breast cancer, these findings question the utility of routine PR testing in breast
cancer.

Keywords: Estrogen receptor, Progesterone receptor, Breast cancer, Immunohistochemistry, Gene expression
microarrays, Biomarkers, Inter-assay reproducibility
* Correspondence: abeck2@bidmc.harvard.edu
1Department of Pathology, Beth Israel Deaconess Medical Center and
Harvard Medical School, Boston, MA, USA
Full list of author information is available at the end of the article

© 2013 Hefti et al.; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly cited.

mailto:abeck2@bidmc.harvard.edu
http://creativecommons.org/licenses/by/2.0


Hefti et al. Breast Cancer Research 2013, 15:R68 Page 2 of 13
http://breast-cancer-research.com/content/15/4/R68
Introduction
Evaluation of hormone receptor expression is a central
component of the pathological evaluation of breast cancer
[1]. The biologic, prognostic and predictive importance of
assessment of estrogen receptor (ER) expression in breast
cancer is well established; however, the added value of pro-
gesterone receptor (PR) assessment is controversial [2-4].
Despite this uncertainty, the American Society of Clinical
Oncology and the College of American Pathologists recom-
mend testing for both ER and PR on all newly diagnosed
cases of invasive breast cancer [1].
Since the 1970s, it has been hypothesized that PR ex-

pression will be associated with response to hormonal
therapies in ER+ breast cancer, as it is thought that ER
and PR co-expression demonstrates a functionally intact es-
trogen response pathway [5-8]. Analyses from observational
studies showed that loss of PR expression was associated
with worse overall prognosis among ER+ breast cancers
[9-13]. These results suggested that evaluation of PR status
in ER+ breast cancer might be used to help guide clinical
management, as high levels of PR expression may iden-
tify a subset of ER+ patients most likely to benefit from
hormonal therapy [7].
However, a recent meta-analysis of long-term outcomes

of 21,457 women with early stage breast cancer in 20
randomized trials of adjuvant tamoxifen identified ER
expression as the sole pathological factor predictive of
response with no significant independent contribution
by PR (relative risk of recurrence following tamoxifen
treatment as compared with placebo or observation was
0.63 (SE 0.03) in the ER+/PR+ group and 0.60 (SE 0.05)
in the ER+/PR- group) [14]. These data show that al-
though PR negativity is associated with a more aggressive
subtype of ER+ breast cancer, evaluation of PR expression
cannot be used to identify ER+ patient subsets most
likely to benefit from hormonal therapy. Consequently,
the clinical utility of PR evaluation in ER+ breast cancer
is uncertain.
The biological and clinical significance of the ER-/PR+

breast cancer subtype is even more controversial, with some
reports claiming it represents a distinct, clinically useful
biologic entity [15,16], while others posit that ER-/PR+
classification is primarily a technical artifact [17,18] and
too rare to be of clinical use [2]. In large published series,
the percentage of ER-/PR+ cases has been in the range of
zero [18] to four percent [11,19]. In the Early Breast
Cancer Trialists’ Collaborative Group (EBCTCG) meta-
analysis, PR expression was not significantly predictive
of tamoxifen treatment response in ER-negative breast
cancer, although there was a slight trend, which failed to
reach statistical significance [14]. In the EBCTCG analysis,
the investigators noted that as methods for assessment of
hormone receptor status have improved, the proportion
of cases reported as ER-/PR+ has decreased from
approximately 4% in the early 1990s to only 1% in recent
SEER (Surveillance, Epidemiology, and End Results) cancer
registry data, suggesting that as methods of ER testing
and interpretation have improved, the rates of false nega-
tive ER results have decreased [14]. Given the rarity
and uncertain clinical and biological significance of the
ER-/PR+ classification, it has been recommended that
patients classified as ER-/PR+ should undergo repeat
ER testing to rule out a false negative result [1].
Thus, despite the fact that ER and PR evaluation have

played central roles in breast cancer diagnostics and re-
search since the 1970s, it is currently not well established
if the joint assessment of ER and PR stratifies breast can-
cers into four biologically meaningful and clinically useful
subgroups (ER+/PR+, ER+/PR-, ER-/PR-, and ER-/PR+).
To provide further insight into the biology of ER and PR
expression and the clinical utility of ER and PR testing in
breast cancer, we performed an integrative analysis, in-
corporating gene expression profiling data, survival data
and ER and PR protein expression data from several large
cohorts of breast cancer patients (Figure 1).
The primary aims of our study are to:
1) Determine the frequency and reproducibility of
breast cancer subtypes defined by ER and PR
expression levels.

2) Determine the association of PR expression with
survival in ER+ and ER- breast cancer and assess the
contribution of PR to multivariate prognostic
models, including ER and standard clinico-
pathologic factors.
Methods
Study overview
An overview of the study design and the set of analyses
performed on the GEM and NHS datasets are shown in
Figure 1.
Gene expression microarray (GEM) cohort
We integrated data from a total of 20 previously pub-
lished gene expression microarray datasets. Nineteen of
the datasets were initially provided as supporting mater-
ial in [20], and the 20th dataset comes from The Cancer
Genome Atlas (TCGA) breast cancer cohort [21]. To
access the TCGA data, we downloaded the Level 3 loess
normalized Agilent (Santa Clara, CA, USA) microarray
mRNA expression data from the Broad Institute’s Genome
Data Analysis Center. None of the public gene expression
microarray data used in this study required additional
consent to analyze or publish results obtained from the
data. Further description of the datasets is provided in
Additional file 1: Table S1.



GEM Dataset NHS Dataset

Aim Analysis
Data 

Source
Sample 

Size
Genome 

wide
Analyte(s)

Data 
Source

Sample 
Size

Genome 
wide

Analyte(s)

P
at

te
rn

s 
o

f 
E

R
/P

R
 

E
xp

re
ss

io
n

Freq. of ER/PR 
subtypes

GEM 4,111 No mRNA MR 2,011 No Protein

Freq. of ER/PR 
subtypes

MR 1,752 No Protein TMA 2,011 No Protein

PGR variability in 
ER+ and ER-

GEM 3,666 Yes mRNA

E
R

/P
R

S
u

b
ty

p
e 

R
ep

ro
d

u
ci

b
ili

ty

Inter-assay
Reproducibility

GEM, MR 1,752 No
mRNA,
Protein

MR, 
TMA

2,011 No
Protein, 
Protein

E
R

/P
R

an
d

 S
u

rv
iv

al

ESR1 and PGR 
prognostic 

association in 
univariate and

multivariate 
models

GEM 975 No mRNA TMA 2,011 No Protein

ER and PR 
prognostic 

association in 
univariate and

multivariate 
models

MR 465 No Protein MR 2,011 No Protein

PGR prognostic 
association in 

ER+ and ER-
GEM 2,731 Yes mRNA

Figure 1 Overview of study design and analyses performed. MR, medical record; GEM, gene expression microarray; TMA, tissue microarray.
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Gene expression profiling data scaling and merging
The datasets used in our study were generated using
diverse microarray platforms and originating from dif-
ferent laboratories. We used normalized log2(intensity)
for single-channel platforms and log2(ratio) in dual-channel
platforms. Hybridization probes were mapped to Entrez
Gene ID. When multiple probes mapped to the same
GeneID, we used the probe with the highest variance in the
dataset under study. We scaled and centered expression
values for each gene to have a mean of zero and standard
deviation of one in the dataset, prior to merging the data
from the different datasets. The complete dataset contains
data on 4,111 patients (all with ER and PR measurements).
For the genome-wide analyses, we limited the analysis
to the 3,666 patients with valid data from at least 80%
of the genes.

Estrogen receptor and progesterone receptor mRNA
expression
We obtained gene expression profiling data on estrogen
receptor (ESR1) and progesterone receptor (PGR) mRNA
expression from 4,111 patients. Patients were classified
as ER+/ER- and PR+/PR- by modeling a mixture of
two Gaussians from the estrogen receptor mRNA and pro-
gesterone receptor mRNA expression levels (separately).
This procedure was implemented with the Mclust function
in the mclust package in R with equal variance. A similar
approach to subtyping was used in [20]. After subtyping
by ESR1 and PGR mRNA expression separately, patients
were classified into joint ER/PR categories: ER+/PR+, ER+/
PR-neg, ER-/PR-neg and ER-/PR+.
ER and PR protein expression in the GEM dataset
We obtained protein expression data from immunohisto-
chemistry (IHC) from the clinical data provided in [20] and
from the Broad Institute’s Genome Data Analysis Center
for patients from TCGA. In total, we obtained matched
mRNA and protein expression data for ESR1/ER and
PGR/PR for 1,752 patients in the GEM dataset.
Assessment of agreement between gene expression- and
protein-based ER/PR classifications in the GEM dataset
To assess inter-assay reproducibility, we computed the pro-
portion of cases in each diagnostic category as determined
from the protein expression data in the medical record
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(MR) that were classified into the same diagnostic category
using the mRNA expression data. For each binary diagnostic
classification schema (ER+/PR+ vs. other; ER+/PR- vs. other;
ER-/PR- vs. other; and ER-/PR+ vs. other), we computed
Cohen’s Kappa statistic [22]. The Kappa score is widely
used in studies of diagnostic agreement and interpretation
can be aided by published guidelines: (<0 no agreement; 0
to 0.2 slight; 0.21 to 0.40 fair; 0.41 to 0.60 moderate; 0.61
to 0.80 substantial; 0.81 to 1 almost perfect) [23]. Kappa
statistics were implemented in R using the Kappa function
in the vcd package.

Survival analyses in the GEM dataset
Univariate survival analysis of gene expression in ER+ and
ER- breast cancer
We used the survival data and “traditional scaled” breast
cancer gene expression profiling data for 2,731 patients
and 13,091 genes provided in [24]. Patients were stratified
into ER+ (n = 2,013, 74%) and ER- (n = 718, 26%) subtypes
by modeling a mixture of two Gaussians from the ESR1
mRNA expression levels. Univariate survival analyses were
performed using the Cox Proportional Hazards model,
implemented with the coxph function in the survival pack-
age in R. The statistical significance of each gene’s survival
association was estimated based on the gene’s Wald Test
P-value in the Cox model. Survival P-values were adjusted
for multiple hypotheses using the method of Benjamini
and Hochberg [25].

Multivariate survival analysis of ESR1 and PGR expression
levels in breast cancer
We obtained mRNA expression data on ESR1 and PGR
expression and information on overall survival, age, grade,
lymph node status and tumor size for 975 patients. We
obtained information on ER and PR protein expression
with overall survival, age, grade, lymph node status and
tumor size for 465 patients. Using these data, we built
multivariate Cox regression models to overall survival.

Data visualization in the GEM dataset
For visualization of the high-dimensional data in our ana-
lyses, we produced smoothed versions of scatterplots with
colors representative of the data densities. The smoothed
scatterplots were generated using the smoothScatter func-
tion in the graphics package in R. For our plotting parame-
ters, we used 250 bins for density estimation. The densities
were represented (from least dense to most dense) by
the following sequence of colors: white > beige > gray >
black > orange > red.

Nurses’ Health Study (NHS) cohort
The Nurses’ Health Study cohort was established in 1976
when 121,701 female US registered nurses ages 30 to 55
responded to a mail questionnaire that inquired about risk
factors for breast cancer [26]. Every two years, women are
sent a questionnaire and asked whether breast cancer has
been diagnosed, and if so, the date of diagnosis. All women
with reported breast cancers (or the next of kin if deceased)
are contacted for permission to review their medical records
so as to confirm the diagnosis. Pathology reports are also
reviewed to obtain information on ER and PR status. In-
formed consent was obtained from each participant. This
study was approved by the Committee on the Use of Human
Subjects in Research at Brigham and Women’s Hospital.

NHS tissue microarrays and immunohistochemistry
Tissue microarrays (TMAs) have been constructed from
paraffin blocks of breast cancers that developed between
1976 and 2000 among women enrolled in the NHS. Details
of TMA construction and IHC procedures for ER and PR
have been previously described [27]. Briefly, immunohisto-
chemical staining was performed for ER and PR on 5 μm
paraffin sections cut from TMA blocks. Immunostains
for each marker were performed in a single staining run
on a Dako Autostainer (Dako Corporation, Carpinteria,
CA, USA). The following antibodies and dilutions were
used: for ER, a mouse monoclonal (clone 1D5) from
Dako at 1:200 dilution; and for PR, a mouse monoclonal
(PR 636) from Dako at 1:50 dilution. Study pathologists
reviewed the immunostained sections under a micro-
scope and estimated the percentage of tumor cells
showing nuclear immunoreactivity in every tissue core.
A case was considered as positive when there was stain-
ing in >1% of the tumor cell nuclei in any of the three
cores from that case, and negative when no nuclear
staining was seen in any of the three cores.

Assessment of agreement between TMA- and medical
record-based ER/PR classifications in NHS
A total of 2011 patients had information on ER and PR
status from the medical record (MR) (28% by IHC, 72%
by biochemical assays) and from TMAs (all by IHC). We
computed the proportion of classifications in the MR
that received concordant classifications by TMA and
computed Kappa statistics for each of the four ER/PR
subtypes (similar to the analysis in the GEM dataset).
We note that in clinical practice the IHC cut-off for
positive ER and PR staining changed from approximately
10% to 1% over the course of the study. This change
may account for some inflation of the discordance esti-
mates in the NHS dataset, as the cut-off of 1% was
used for interpretation of the TMAs. We would expect
this inflation to affect ER and PR similarly.

Univariate and multivariate survival analyses in NHS
To assess the association of ER and PR expression with
survival, we performed multivariate Cox regression to
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breast cancer-specific survival, using age, year of diagnosis,
treatment, stage and grade as co-variates in the models.

Results
Progesterone receptor mRNA tends to be expressed at
low-levels in ER- breast cancer and the ER-/PR+ subtype is
extremely rare
We performed a genome-wide analysis to determine the
relative level of PGR expression and variability of PGR
expression in ER- and ER+ breast cancer (Figure 2). To
determine cut-points for ER and PR positivity based on
the ESR1 and PGR mRNA data, we fit a mixture of two
Gaussians to the ESR1 mRNA data and PGR mRNA data
(separately), which produced a positivity cut-point of −1.3
for ESR1 and 0.4 for PGR. Based on these cut-points, we
classified each of 3,666 cancers as ER+ (2,505; 68%) or
ER- (1,161; 32%) based on mRNA expression levels. We
then computed the standard deviation of each gene separ-
ately in the ER+ and ER- cancers. This analysis demon-
strates that PGR's variability is strongly dependent on ER
status (Figure 2A). PGR shows highly variable expression
levels in ER+ breast cancer (PGR is more variable than
approximately 98% of the genes in the genome among
ER+ cancers). In contrast, PGR expression is highly in-
variable in ER- breast cancer (PGR expression is less
variable than >99% of the genes in the genome in ER-
breast cancer). These data are concordant with the ob-
servation that measurement of PR expression can be used
to aid in the stratification of ER+ breast cancer into more-
and less-aggressive disease subtypes [12,13,15]. The lack of
variation of PGR expression in ER- breast cancer suggests
that it is unlikely PR will provide clinically or biologically
useful information for the stratification of ER- breast cancer.
To gain further insight into the relationship of ESR1

and PGR expression, we performed a scatterplot of
ESR1 and PGR mRNA expression levels across 4,111
breast cancers (Figure 2B). This analysis shows that ESR1
and PGR expression demonstrate a highly asymmetric rela-
tionship, in which PGR expression tends to be low/absent in
ER- breast cancer, with >95% of ER- cases showing relatively
low-levels of PGR expression (less than the cut-point of 0.4),
while PGR expression varies from low-to-high in ER+ breast
cancer, with 43% of ER+ breast cancers showing relatively
high levels of PGR expression and 57% of ER+ breast can-
cers showing relatively low levels (Figure 2B). Thus, the
ER-/PR+ subtype is by far the most rare (n = 45; 1%). All
other ER/PR subtypes contain at least 25% of the cancers:
ER+/PR+ (n = 1,316; 32%), ER+/PR- (n = 1,720; 42%), and
ER-/PR- (n = 1,030; 25%).
We assessed the ER/PR subtypes derived from the

protein-based assays in the NHS and GEM datasets. The
three protein-based analyses showed highly similar distri-
butions of the ER/PR subtypes (Figure 3), with: 60 to 66%
of cases classified as ER+/PR+, 13 to 16% as ER+/PR-, 20
to 21% as ER-/PR-, and only 1 to 4% as ER-/PR+. In gen-
eral, the distributions of ER/PR subtypes were similar in
the mRNA and protein-based analyses, with the exception
of a significantly higher proportion of ER+ cases classified
as PR- in the microarray data: approximately 50% of ER+
cases were classified as PR- in the mRNA dataset, com-
pared with only approximately 20% in the protein expres-
sion data from the GEM dataset (P <2.2e-16) and 21% and
17% in the NHS MR and TMA protein-based analyses. In
all analyses, the ER-/PR+ classification represented the
rarest ER/PR subtype, accounting for between 1 to 4%
of cases.

ER-/PR+ is the least reproducible breast cancer subtype
To gain further insight into whether ER-/PR+ breast
cancer represents a true breast cancer disease subtype,
we assessed the inter-assay reproducibility of ER/PR sub-
types for cancers that underwent subtype classification by
two methods (mRNA expression assessment by microarray
vs. protein expression reported in the MR in the GEM
dataset; and protein expression recorded in the MR vs.
analyzed by IHC on TMAs in the NHS dataset). For each
ER/PR subtype, we computed the proportion of cases in
the MR that received the same classification by the second
method, and we computed Kappa statistics for each ER/PR
subtype (Figure 4).
For cases classified as ER+/PR+ by MR in the GEM

dataset, 92% were classified as ER+ by GEM, although
this percentage was split between ER+/PR+ (54%) and
ER+/PR- (38%). In the NHS dataset, 89% of cases clas-
sified as ER+/PR+ by the MR received the same classifi-
cation by TMA. The Kappa values for ER+/PR+ were 0.37
(95% CI 0.33 to 0.41) and 0.60 (95% CI 0.57 to 0.64) in the
GEM and NHS datasets, respectively. As would be
expected, we see greater inter-assay concordance in
the NHS dataset, as both assays in the NHS dataset are
protein-based, while the GEM dataset analyses are based
on the agreement of protein and mRNA expression data.
For cases classified as ER+/PR- in the MR in the GEM

dataset, 82% were classified as ER+ in the microarray data,
with the ER+/PR- category the most common classifica-
tion (63%). Similarly, in the NHS for cases classified as ER+/
PR- in the MR, 86% were classified as ER+ in the TMA data
with a relatively even split between ER+/PR+ and ER+/
PR-. The Kappa values for ER+/PR- were 0.19 (95% CI 0.13
to 0.24) and 0.37 (95% CI 0.30 to 0.43) in the GEM and
NHS datasets, respectively.
In the GEM dataset, 78% of ER-/PR- cases in the MR

were classified as ER-/PR- by microarray. In the NHS
dataset, 69% of ER-/PR- cases in the MR were classified as
ER-/PR- in the TMA analysis. In both datasets, the majority
of discordant cases were re-classified as ER+ by the second
method (94% and 86% in the GEM and NHS datasets, re-
spectively), with relatively few ER-/PR- cases reclassified as
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Figure 2 Analyses of estrogen receptor and progesterone receptor mRNA expression in breast cancer. A: Genome-wide analysis of
expression variability in ER+ and ER- breast cancer. This smoothed scatterplot shows the distribution of 11,966 genes plotted based on their
variability in mRNA levels in ER+ breast cancer (X axis) and ER- breast cancer (Y axis). The color represents the density of genes and ranges from
white > beige > gray > black > orange > red, with red the most dense and white the most sparse. We computed the standard deviation (SD) of
each gene within ER+ cases (n = 2,505) and ER- cases (n = 1,161). PGR is represented by a red triangle in the bottom-right portion of the plot,
demonstrating that PGR shows highly variable expression in ER+ breast cancer (Ranked 157th out of 11,966 genes, 1.3th percentile). Conversely,
PGR is one of the least variable genes in ER- breast cancer (Ranked 11,957th out of 11,966 genes, 99.9th percentile). B: Estrogen receptor and
progesterone receptor mRNA expression in GEM dataset. This smoothed scatterplot shows the distribution of 4,111 breast tumors. Each tumor is
plotted based on its ESR1 expression level (X-Axis) and PGR expression level (Y-Axis). The color represents the data density and ranges from white >
beige > gray > black > orange > red, with red the most dense and white the most sparse. The jagged black lines represent the cut-points for
converting the continuous mRNA values into a positive/negative binary score. The cut-points used were −1.3 and 0.4 for ESR1 and PGR, respectively.
Based on these classification boundaries, 1,316 (32%) of cases were classified as ER+/PR+ (+/+), 1720 (42%) as ER+/PR- (+/−), 1,030 (25%) as ER-/PR-
(−/−), and 45 (1%) as ER-/PR+ (−/+).
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ER-/PR+. The Kappa values for ER-/PR- were 0.65 (95%
CI 0.61 to 0.69) and 0.63 (95% CI 0.59 to 0.67) in the
GEM and NHS datasets.
The ER-/PR+ category showed by far the lowest inter-

assay agreement with concordance of only 2/62 (3%) and
4/71 (6%) of cases classified as ER-/PR+ in the MR in the
GEM and NHS datasets, respectively. In both the GEM
and NHS datasets, the ER-/PR+ cases were re-classified
relatively evenly into ER+ and ER- subtypes, with a 50/50
and 55/45 split into ER+ and ER- subtypes in the GEM and
NHS datasets, respectively. The Kappa values for ER-/PR+
were 0.02 (95% CI −0.18 to 0.21) and 0.06 (95% CI −0.12 to
0.25) in the GEM and NHS datasets, indicating no signifi-
cant agreement (both 95% CIs include zero).

ER classifications are more reproducible than PR
classifications
To gain insight into the individual contributions of ER
and PR to the reproducibility of joint ER/PR assessments,
we assessed the inter-assay agreement of ER and PR separ-
ately. In the GEM dataset, there is a higher proportion of
concordance for ER classifications as compared with PR:
1,526/1,752 (87%) agreement (Kappa = 0.66 (95% CI 0.62
to 0.70)) for ER classifications compared with 1,147/1,752
(65%) agreement (Kappa = 0.35 (95% CI 0.31 to 0.39)) for
GEM Dataset (n=1752)
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Figure 3 ER and PR subtype frequency and inter-assay concordance.
tissue microarray.
PR classifications (P for difference in proportions <2.2e-16).
The NHS dataset shows similar findings, with more
concordance in ER classifications as compared with PR
(although the difference are smaller than seen in the mRNA
vs. Protein analysis in the GEM dataset): 1,761/2,011 (88%)
agreement (Kappa = 0.64 (95% CI 0.60 to 0.69)) for ER vs.
1,634/2,011 (81%) agreement (Kappa = 0.59 (95% CI 0.55 to
0.62)) for PR (P for difference in proportions = 4.3e-8).
We note that these Kappa estimates are likely underesti-

mates of the inter-assay reproducibility observed in current
clinical practice, since: 1) the GEM dataset-based analysis is
comparing mRNA expression with IHC from data obtained
across multiple different institutions; 2) protein expression
data in the NHS MR were recorded by different labora-
tories, using multiple methods (IHC, biochemical assays),
spanning several decades; and 3) the NHS TMA cases
sampled only a subset of the tumor and did not have the
benefit of the whole slide analysis used in routine clinical
practice. Although these factors may produce an under-
estimate of Kappa values in our study, we would expect
these limitations to affect the Kappa values for ER and PR
relatively similarly, and thus, it is unlikely that these factors
confound analyses of the relative reproducibility of ER com-
pared with PR and of the relative distribution and relative
reproducibility of the combined ER/PR subtypes.
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Progesterone receptor mRNA expression and breast
cancer prognosis in ER-defined subtypes
Next, we focused our analysis on progesterone receptor's
prognostic association in ER+ and ER-negative breast
cancer. PGR mRNA expression was significantly associ-
ated with improved prognosis in ER+ breast cancer
(adjusted P-Value = 0.0003); however, in our genome-
wide analysis, we identified hundreds of genes with stronger
prognostic association in ER+ breast cancer (PGR's associ-
ation was ranked 728th out of the approximately 13 K
genes (approximately 6th percentile), Figure 5, Additional
file 1: Table S2). The set of genes more prognostic than
PGR in ER+ breast cancer was highly enriched for genes
associated with proliferation and cell cycle (for example,
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Figure 5 Genome-wide survival analysis stratified by ER status. This smoothed scatterplot shows the distribution of the prognostic
association of 13,091 genes in ER+ (X-axis) and ER- (Y-axis) breast cancer. The P-values plotted have been corrected for multiple hypothesis testing
using the method of Benjamini and Hochberg [25]. The color represents the density of genes and ranges from white > beige > gray > black > orange
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triangle represents PGR and the green triangle represents ESR1. PGR expression is associated with prognosis in ER+ breast cancer; however, 727 genes
are more prognostic than PR with the most prognostic genes showing a prognostic association to the significance level of P <1 × 1012 as compared
with the prognostic significance level of 3 × 10–4 achieved by PR.
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12% of this set of genes was associated with the GO
term mitotic cell cycle, false discovery rate (FDR) for
enrichment = 3.4e-32), including the highly ranked gene
AURKA (adjusted P-value <2.4e-13). In agreement with
prior studies [13], we find that (in contrast to PGR) ESR1
mRNA expression levels are not associated with survival in
ER+ breast cancer (Figure 5).
Approximately 1.3 K genes were identified as sig-

nificant at an adjusted P-value of 0.05 in ER- breast
cancer. The set of top-ranked prognostic genes in ER-
breast cancer was highly enriched for genes involved
in the immune response (for example, 37% of the
genes achieving an adjusted survival P-value of 1e-4
are associated with the GO term “immune response”,
FDR for enrichment = 1.3e-11). PGR expression was
not significantly associated with prognosis in ER- breast
cancer (adjusted P-value = 0.21).

Survival analyses incorporating ER and PR expression and
clinico-pathologic factors
To further evaluate the clinical significance of ER and
PR expression, we built multivariate prognostic models
incorporating ER and PR protein expression and standard
clinico-pathologic factors. In the GEM dataset, a total of
465 patients had ER and PR protein expression data, covar-
iate data and overall survival data available. When either
ER or PR was included in multivariate prognostic models
considering age, grade, tumor size (T) and nodal status (N),
hormone receptor status was significantly associated with
overall survival (Figure 6). When both ER and PR protein
expression were included in the same multivariate prog-
nostic model, neither ER nor PR made an independent
contribution to the prognostic model.
We performed a similar set of analyses on the NHS

dataset. To ensure consistent assessment of IHC staining,
we used ER and PR as measured on the TMAs, as these
were produced and interpreted at a central laboratory. Due
to the different data points recorded for this cohort,
age, treatment (chemotherapy and endocrine treatment,
endocrine treatment only, chemotherapy only, or no
treatment recorded), radiation (present vs. absent), stage
and grade were included in multivariate models of breast
cancer-specific survival. We found that, as with the protein
expression data from the GEM dataset, ER and PR obtained
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statistically significant coefficients when included in separ-
ate multivariate Cox models, but neither was significant
when both were included in the same model (Figure 6).
To prevent any confounding of inclusion of endocrine
treatment in the prognostic model considering ER and/
or PR, we performed the analysis with the exclusion of
the endocrine treatment covariate. We obtained highly
similar results suggesting no significant confounding
(Additional file 1: Table S4).
When our analyses were repeated using disease free

survival (DFS) in the GEM dataset, ER by immunohisto-
chemistry was significantly associated with DFS (P = .002)
in a prognostic model considering age, grade, tumor size
(T) and nodal status (N); however, PR was not (P = .151)
when included in the model (without ER). When both
hormone receptors by IHC were included in a model to
DFS, neither obtained a significant coefficient (P = .67 for
PR, .21 for ER), similar to results observed in the overall
survival analyses (Additional file 1: Table S3). When using
the mRNA data to DFS, neither of the hormone receptors
achieved significant coefficients when either one or both
were included in prognostic models. However, the GEM
dataset was collected from multiple different institutions,
and thus it is possible that different criteria were used to
define DFS at different institutions, which may weaken the
DFS analyses in this meta-dataset. On the NHS dataset,
the DFS analysis was largely concordant with the results
from the breast cancer-specific analysis (Additional file 1:
Table S3), with significant (or borderline-significant)
coefficients when ER and PR were included separately in a
multivariate model, but non-significant coefficients when
both were included in the same model (Additional file 1:
Table S3).
Next, we evaluated the prognostic significance of com-

bined hormone receptor status (ER+/PR+, ER+/PR-, ER-/
PR-). Due to the extremely small sample size of ER-/PR+
cases and to the fact that the ER-/PR+ cases did not satisfy
the proportional hazards assumption, we have excluded
this classification from the combined hormonal receptor
status multivariate survival analysis. We used the ER+/
PR+ classification as our reference group. In both the
GEM and NHS dataset, the ER+/PR- group showed no
significant association with decreased survival as com-
pared with the ER+/PR+ by IHC. By mRNA expression
levels in the GEM dataset, the ER+/PR- group was as-
sociated with decreased survival (Additional file 1:
Table S5).

Discussion
It is recommended that all newly diagnosed breast cancers
be evaluated for PR and ER protein expression by immuno-
histochemistry [1]. The clinical utility of ER as a predictive
biomarker to identify breast cancer patients that will benefit
from hormonal therapy is well established [14]. The added
clinical value of assessing PR is controversial [2-4]. The
goals of our study were to assess the frequency, repro-
ducibility and prognostic association of breast cancer
subtypes defined by ER/PR expression.
Prior work has shown that PR loss in ER+ breast cancer

is associated with a more aggressive subset of ER+
breast cancer [9-13,15]. A limitation of most prior studies
examining the prognostic significance of PR expression in
ER+ breast cancer is that they have not examined the
prognostic performance of PR relative to other genes,
genome-wide. It has recently been shown that a large
number of “randomly selected” genes and gene sets
obtain statistically significant associations with patient
prognosis in ER+ breast cancer [28], suggesting that
prior to inferring the biological significance of a cancer
biomarker (gene or gene signature) based on correlation
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with survival, it is necessary to determine the marker’s
ability to stratify patients into prognostically variable
groups relative to the performance of randomly selected
genes/gene-sets in the dataset [24,28].
Our study contributes to the prior literature on the

prognostic value of PR expression in breast cancer, by
performing a genome-wide survival analysis of approxi-
mately 13 K genes across approximately 2.7 K patients
stratified by ER status. In this analysis, PGR expression
was associated with prognosis in ER+ but not in ER-
breast cancer. However, PGR was not among the most
strongly prognostic markers in ER+ breast cancer, ranking
in the sixth percentile genome-wide, with approximately
5% of the approximately 13 K genes in the analysis showing
at least as strong a prognostic association as PGR in ER+
breast cancer. Thus, in an unbiased genome-wide search
for the most prognostic markers in ER+ breast cancer, pro-
gesterone receptor would be unlikely to be selected. In our
multivariate survival analyses from both the GEM and
NHS datasets, ER and PR were significantly associated with
survival in multivariate survival models considering ER or
PR and standard clinco-pathologic factors; however, when
both hormone receptors were included in the same multi-
variate model, neither ER nor PR were significant.
The most important attribute of a cancer biomarker is

not correlation with patient prognosis but efficacy in
predicting response to specific therapies. It has long been
hypothesized that evaluation of PR expression in ER+
breast cancer could be used to identify a patient subset
most likely to benefit from hormonal therapy [7]. A recent
meta-analysis of 20 randomized clinical trials of tamoxifen
efficacy (n approximately 20 K) demonstrated that both
ER+/PR+ and ER+/PR- patients show significant benefit
from tamoxifen therapy, and PR is not a useful marker for
predicting tamoxifen response in ER+ breast cancer [14].
A recent study evaluating the ability of PR expression to
predict benefit from exemestane vs. tamoxifen in ER+
breast cancer similarly identified no association between
PR expression and treatment benefit [29], providing further
evidence to suggest that PR is a prognostic, but not a pre-
dictive biomarker in ER+ breast cancer [30]. The potential
role of PR as a predictive biomarker for determining benefit
from chemotherapy in ER+ breast cancer is also not well
defined. A recent study by Viale et al. [31] assessed the
added benefit of PR for predicting response to chemo-
endocrine therapy in ER+ breast cancer, and the investiga-
tors did not identify a significant interaction of PR status
with chemotherapeutic regimen in predicting disease free
survival. The value of PR for predicting chemotherapy re-
sponse in ER+ breast cancer remains uncertain, and this is
an important area for future study.
The biological and clinical significance of PR expression

in ER- breast cancer is poorly understood and is contro-
versial [1,16,17]. Some studies have suggested that
ER-/PR+ breast cancers show distinct clinical and
biological features [9,15], implying that ER-/PR+ may repre-
sent a true breast cancer disease subtype. Other studies
have maintained that ER-/PR+ breast cancer is too rare
(0 to 0.1% frequency) to represent a true disease subtype
and that as IHC-based methods for ER/PR assessment im-
prove, the ER-/PR+ classification will become even rarer
[2,17,18]. The recent EBCTG meta-analysis of randomized
trials of tamoxifen efficacy identified a slight trend for PR
expression to be associated with benefit from tamoxifen
therapy in ER- breast cancer; although this result did not
reach statistical significance [14].
Our study makes two primary contributions to the prior

body of literature regarding ER-/PR+ breast cancer. First,
we perform a large gene expression microarray-based ana-
lysis incorporating the measurement of mRNA levels of
ESR1 and PGR from approximately 4 K breast cancers. We
find that PGR is one of the least variable genes in ER-
breast cancer (ranked 10th genome-wide, <0.1 percentile),
and the great majority of ER- cases show low/absent PGR
expression levels. Thus, ER-/PR+ breast cancer is by far
the most rare breast cancer subtype defined by ER/PR
expression, accounting for approximately 1% of cases in
the mRNA-based analyses. We find similar findings in the
protein-based analyses, in which the ER-/PR+ subtype is
the rarest ER/PR subtype, accounting for between 1% and
4% of the cases.
The consistency of the observation (both in our study,

and in prior studies) that ER-/PR+ breast is by far the most
rare breast cancer subtype, accounting for approximately 1
to 4% of cases, establishes that ER and PR show a highly
asymmetric pattern of co-expression, in which ER-
implies PR-, but PR- does not imply ER-. These “Boolean
implications” [32] support the long-held biological model
that PR is under the control of ER [5,6,8].
The second major contribution of our study to the

characterization of ER-/PR+ breast cancer is that we
performed an inter-assay reproducibility analysis across
two large and diverse breast cancer datasets, in which ER
and PR were assessed by multiple methods on the same set
of tumors. This analysis shows that ER-/PR+ breast cancer
is by far the least reproducible breast cancer subtype, with
the vast majority (94% and 97% in the two datasets) of
cases classified as ER-/PR+ in the MR re-classified when
testing was performed by a secondary method. The re-
classified cases were relatively evenly split between ER+
and ER- subgroups on repeat testing.
Taken together, our data do not support that ER-/PR+

represents a biologically distinct or clinically useful
breast cancer subtype. These data suggest that PR testing
is not warranted in ER- breast cancer, as ER-/PR+ breast
cancer is very rare and non-reproducible, thus the vast
majority of cases classified as ER-/PR+ will represent
false classifications. Our data suggest that ER+/PR-
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breast cancer represents a distinct disease subtype, which
accounts for approximately 15% of breast cancers, shows
fair reproducibility, and is associated with worse prognosis
as compared with ER+/PR+ breast cancer; however, our
genome-wide analysis identifies hundreds of genes that are
significantly more prognostic than PR in ER+ breast cancer,
suggesting that other candidate prognostic biomarkers are
likely to outperform PR for predicting patient survival in
ER+ breast cancer. Further, until there are data to establish
that PR is a predictive (and not merely prognostic) marker
in ER+ breast cancer (and outperforms competing pre-
dictive biomarkers in ER+ breast cancer), the clinical
rationale for routine PR testing in ER+ breast cancer will
remain uncertain.

Conclusions
The College of American Pathologists and American
Society of Clinical Oncology recommend ER and PR
testing for all newly diagnosed cases of invasive breast
cancer [1]. While the clinical and biological importance of
ER in breast cancer is well-established, the added clinical
benefit of PR evaluation is uncertain. In our integrative
analysis, incorporating gene expression profiling data,
immunohistochemistry data, and clinical data across
two large and diverse datasets, we find that:

1. PR tends to be expressed at low levels in ER- breast
cancer.

2. PR expression is not associated with prognosis in
ER- breast cancer.

3. ER-/PR+ breast cancer is not a reproducible subtype.

Thus, PR testing is of uncertain clinical utility in ER-
breast cancer. The clinical utility of measuring PR ex-
pression in ER+ breast cancer is also not well-defined. Sev-
eral studies (including ours) show that loss of PR
expression is associated with a more aggressive subset
of ER+ breast cancer; however, it is important to note
that testing for PR expression currently provides no
clinically actionable information in ER+ breast cancer,
as patients will receive endocrine therapy regardless of
PR status and there is no consensus as to whether
knowledge of PR expression by IHC has a role in informing
the use of chemotherapy in ER+ breast cancer. Further, our
study identifies hundreds of genes that are more prognostic
than PR in ER+ breast cancer demonstrating that it is
unlikely that PR will emerge as a top-performing prog-
nostic biomarker in ER+ breast cancer. Therefore, there
is currently no strong evidence to support the clinical
utility of routine PR testing in ER+ or ER- breast cancer.
Given that breast cancer is the most common cancer
diagnosed in women, eliminating PR testing from the
routine diagnostic work-up of invasive breast cancer
could save the health care industry tens of millions of
dollars per year, with no loss in the clinical utility of the
pathological evaluation.

Additional file

Additional file 1: Table S1. Description of gene expression microarray
datasets used in the analyses. Table S2. Results of genome-wide survival
analysis stratified by ER status. Columns 3 and 4 present the Wald-test
statistic for prognostic association in ER- and ER+ breast cancer,
respectively. Columns 5 and 6 present the adjusted P-value for the
prognostic association in ER- and ER+ breast cancer, respectively.
Columns 7 and 8 present the negative log10 of the adjusted P-values
(these values are plotted in Figure 5). Table S3. Disease-free survival
analysis. Table S4. NHS survival analysis including and excluding endocrine
therapy. Table S5. Survival analysis with combined receptor status.

Abbreviations
DFS: Disease free survival; EBCTCG: Early Breast Cancer Trialists’ Collaborative
Group; ER: Estrogen receptor; ESR1: Estrogen receptor mRNA; FDR: False
discovery rate; GEM: Gene expression microarray; IHC: Immunohistochemistry;
MR: Medical record; NHS: Nurses’ health study; PGR: Progesterone receptor
mRNA; PR: Progesterone receptor; SEER cancer registry: Surveillance,
epidemiology, and end results; TCGA: The cancer genome atlas; TMA: Tissue
microarray.

Competing interests
AHB is a consultant to Roche Diagnostics and is supported by an award from
the Klarman Family Foundation. This work was supported by GlaxoSmithKline
(WE234 (EPI40307)) and a Public Health Service Grant CA087969 from the
National Cancer Institute, National Institutes of Health, Department of Health
and Human Services.

Authors' contributions
MMH participated in the statistical analyses and wrote the manuscript. RH
and NWK participated in the statistical analyses. RMT and LCC participated in
the study design and helped to draft the manuscript. BHK helped to
coordinate the gene expression dataset and helped to draft the manuscript.
AHB participated in study design, statistical analyses, and wrote the
manuscript. All authors read and approved the final manuscript.

Acknowledgements
We thank the participants and staff of the Nurses’ Health Study cohort, for
their valuable contributions. We thank the following state cancer registries
for their help: AL, AZ, AR, CA, CO, CT, DE, FL, GA, ID, IL, IN, IA, KY, LA, ME, MD,
MA, MI, NE, NH, NJ, NY, NC, ND, OH, OK, OR, PA, RI, SC, TN, TX, VA, WA and
WY. The study sponsors had no role in the design of the study; the
collection, analysis, and interpretation of the data; the writing of the
manuscript; or the decision to submit the manuscript for publication.

Author details
1Department of Pathology, Beth Israel Deaconess Medical Center and
Harvard Medical School, Boston, MA, USA. 2Channing Division of Network
Medicine, Department of Medicine, Brigham and Women’s Hospital and
Harvard Medical School, Boston, MA, USA. 3Integrative Systems Biology,
Institut de Recherches Cliniques de Montréal, University of Montreal,
Montreal, QC, Canada.

Received: 29 January 2013 Accepted: 24 July 2013
Published: 23 August 2013

References
1. Hammond ME, Hayes DF, Dowsett M, Allred DC, Hagerty KL, Badve S,

Fitzgibbons PL, Francis G, Goldstein NS, Hayes M, Hicks DG, Lester S, Love R,
Mangu PB, McShane L, Miller K, Osborne CK, Paik S, Perlmutter J, Rhodes A,
Sasano H, Schwartz JN, Sweep FC, Taube S, Torlakovic EE, Valenstein P, Viale
G, Visscher D, Wheeler T, Williams RB, et al: American Society of Clinical
Oncology/College of American Pathologists guideline recommendations
for immunohistochemical testing of estrogen and progesterone
receptors in breast cancer. J Clin Oncol 2010, 28:2784–2795.

http://www.biomedcentral.com/content/supplementary/bcr3462-S1.ods


Hefti et al. Breast Cancer Research 2013, 15:R68 Page 13 of 13
http://breast-cancer-research.com/content/15/4/R68
2. Olivotto IA, Truong PT, Speers CH, Bernstein V, Allan SJ, Kelly SJ, Lesperance
ML: Time to stop progesterone receptor testing in breast cancer
management. J Clin Oncol 2004, 22:1769–1770.

3. Colozza M, Larsimont D, Piccart MJ: Progesterone receptor testing: not the
right time to be buried. J Clin Oncol 2005, 23:3867–3868. author reply
3869–3870.

4. Fuqua SA, Cui Y, Lee AV, Osborne CK, Horwitz KB: Insights into the role of
progesterone receptors in breast cancer. J Clin Oncol 2005, 23:931–932.
author reply 932–933.

5. Horwitz KB, Koseki Y, McGuire WL: Estrogen control of progesterone
receptor in human breast cancer: role of estradiol and antiestrogen.
Endocrinology 1978, 103:1742–1751.

6. Horwitz KB, McGuire W: Estrogen control of progesterone receptor in
human breast cancer, correlation with nuclear processing of estrogen
receptor. J Biol Chem 1978, 253:2223–2228.

7. Horwitz KB, McGuire WL: Predicting response to endocrine therapy in
human breast cancer: a hypothesis. Science 1975, 189:726–727.

8. Horwitz KB, McGuire WL: Estrogen control of progesterone receptor
induction in human breast cancer: role of nuclear estrogen receptor. Adv
Exp Med Biol 1979, 117:95–110.

9. Dunnwald LK, Rossing MA, Li CI: Hormone receptor status, tumor
characteristics, and prognosis: a prospective cohort of breast cancer
patients. Breast Cancer Res 2007, 9:R6.

10. Grann VR, Troxel AB, Zojwalla NJ, Jacobson JS, Hershman D, Neugut AI:
Hormone receptor status and survival in a population-based cohort of
patients with breast carcinoma. Cancer 2005, 103:2241–2251.

11. Bardou VJ, Arpino G, Elledge RM, Osborne CK, Clark GM: Progesterone
receptor status significantly improves outcome prediction over estrogen
receptor status alone for adjuvant endocrine therapy in two large breast
cancer databases. J Clin Oncol 2003, 21:1973–1979.

12. Cancello G, Maisonneuve P, Rotmensz N, Viale G, Mastropasqua MG, Pruneri G,
Montagna E, Iorfida M, Mazza M, Balduzzi A, Veronesi P, Luini A, Intra M,
Goldhirsch A, Colleoni M: Progesterone receptor loss identifies luminal B
breast cancer subgroups at higher risk of relapse. Ann Oncol 2013, 24:661–668.

13. Prat A, Cheang MC, Martin M, Parker JS, Carrasco E, Caballero R, Tyldesley S,
Gelmon K, Bernard PS, Nielsen TO, Perou CM: Prognostic significance of
progesterone receptor-positive tumor cells within immunohistochemically
defined luminal A breast cancer. J Clin Oncol 2013, 31:203–209.

14. Early Breast Cancer Trialists' Collaborative Group (EBCTCG), Davies C, Godwin J,
Gray R, Clarke M, Cutter D, Darby S, McGale P, Pan HC, Taylor C, Wang YC,
Dowsett M, Ingle J, Peto R: Relevance of breast cancer hormone receptors
and other factors to the efficacy of adjuvant tamoxifen: patient-level
meta-analysis of randomised trials. Lancet 2011, 378:771–784.

15. Rakha EA, El-Sayed ME, Green AR, Paish EC, Powe DG, Gee J, Nicholson RI,
Lee AH, Robertson JF, Ellis IO: Biologic and clinical characteristics of breast
cancer with single hormone receptor positive phenotype. J Clin Oncol
2007, 25:4772–4778.

16. Rhodes A, Jasani B: The oestrogen receptor-negative/progesterone
receptor-positive breast tumour: a biological entity or a technical
artefact? J Clin Pathol 2009, 62:95–96.

17. De Maeyer L, Van Limbergen E, De Nys K, Moerman P, Pochet N, Hendrickx W,
Wildiers H, Paridaens R, Smeets A, Christiaens MR, Vergote I, Leunen K, Amant F,
Neven P: Does estrogen receptor negative/progesterone receptor positive
breast carcinoma exist? J Clin Oncol 2008, 26:335–336. author reply 336–338.

18. Nadji M, Gomez-Fernandez C, Ganjei-Azar P, Morales AR: Immunohistochemistry
of estrogen and progesterone receptors reconsidered: experience with 5,993
breast cancers. Am J Clin Pathol 2005, 123:21–27.

19. Colditz GA, Rosner BA, Chen WY, Holmes MD, Hankinson SE: Risk factors for
breast cancer according to estrogen and progesterone receptor status.
J Natl Cancer Inst 2004, 96:218–228.

20. Haibe-Kains B, Desmedt C, Loi S, Culhane AC, Bontempi G, Quackenbush J,
Sotiriou C: A three-gene model to robustly identify breast cancer
molecular subtypes. J Natl Cancer Inst 2012, 104:311–325.

21. Cancer Genome Atlas Network: Comprehensive molecular portraits of
human breast tumours. Nature 2012, 490:61–70.

22. Carletta J: Assessing agreement on classification tasks: the kappa
statistic. Comput Linguist 1996, 22:249–254.

23. Landis JR, Koch GG: The measurement of observer agreement for
categorical data. Biometrics 1977, 33:159–174.
24. Beck AH, Knoblauch NW, Hefti MM, Kaplan J, Schnitt SJ, Culhane AC,
Schroeder MS, Risch T, Quackenbush J, Haibe-Kains B: Significance analysis
of prognostic signatures. PLoS Comput Biol 2013, 9:e1002875.

25. Benjamini Y, Hochberg Y: Controlling the false discovery rate: a practical and
powerful approach to multiple testing. J R Stat Soc B 1995, 57:289–300.

26. Colditz GA, Hankinson SE: The Nurses’ Health Study: lifestyle and health
among women. Nat Rev Cancer 2005, 5:388–396.

27. Tamimi RM, Baer HJ, Marotti J, Galan M, Galaburda L, Fu Y, Deitz AC,
Connolly JL, Schnitt SJ, Colditz GA, Collins LC: Comparison of molecular
phenotypes of ductal carcinoma in situ and invasive breast cancer.
Breast Cancer Res 2008, 10:R67.

28. Venet D, Dumont JE, Detours V: Most random gene expression signatures
are significantly associated with breast cancer outcome. PLoS Comput
Biol 2011, 7:e1002240.

29. Bartlett JM, Brookes CL, Robson T, van de Velde CJ, Billingham LJ, Campbell
FM, Grant M, Hasenburg A, Hille ET, Kay C, Kieback DG, Putter H,
Markopoulos C, Kranenbarg EM, Mallon EA, Dirix L, Seynaeve C, Rea D:
Estrogen receptor and progesterone receptor as predictive biomarkers
of response to endocrine therapy: a prospectively powered pathology
study in the Tamoxifen and Exemestane Adjuvant Multinational trial.
J Clin Oncol 2011, 29:1531–1538.

30. Mackey JR: Can quantifying hormone receptor levels guide the choice of
adjuvant endocrine therapy for breast cancer? J Clin Oncol 2011, 29:1504–1506.

31. Viale G, Regan MM, Maiorano E, Mastropasqua MG, Golouh R, Perin T,
Brown RW, Kovacs A, Pillay K, Ohlschlegel C, Braye S, Grigolato P, Rusca T,
Gelber RD, Castiglione-Gertsch M, Price KN, Goldhirsch A, Gusterson BA,
Coates AS: Chemoendocrine compared with endocrine adjuvant therapies
for node-negative breast cancer: predictive value of centrally reviewed
expression of estrogen and progesterone receptors – International Breast
Cancer Study Group. J Clin Oncol 2008, 26:1404–1410.

32. Sahoo D, Dill DL, Gentles AJ, Tibshirani R, Plevritis SK: Boolean implication
networks derived from large scale, whole genome microarray datasets.
Genome Biol 2008, 9:R157.

doi:10.1186/bcr3462
Cite this article as: Hefti et al.: Estrogen receptor negative/progesterone
receptor positive breast cancer is not a reproducible subtype. Breast
Cancer Research 2013 15:R68.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit


	Abstract
	Introduction
	Methods
	Results
	Conclusion

	Introduction
	Methods
	Study overview
	Gene expression microarray (GEM) cohort
	Gene expression profiling data scaling and merging
	Estrogen receptor and progesterone receptor mRNA expression
	ER and PR protein expression in the GEM dataset
	Assessment of agreement between gene expression- and protein-based ER/PR classifications in the GEM dataset
	Survival analyses in the GEM dataset
	Univariate survival analysis of gene expression in ER+ and ER- breast cancer
	Multivariate survival analysis of ESR1 and PGR expression levels in breast cancer

	Data visualization in the GEM dataset
	Nurses’ Health Study (NHS) cohort
	NHS tissue microarrays and immunohistochemistry
	Assessment of agreement between TMA- and medical record-based ER/PR classifications in NHS
	Univariate and multivariate survival analyses in NHS

	Results
	Progesterone receptor mRNA tends to be expressed at low-levels in ER- breast cancer and the ER-/PR+ subtype is extremely rare
	ER-/PR+ is the least reproducible breast cancer subtype
	ER classifications are more reproducible than PR classifications
	Progesterone receptor mRNA expression and breast cancer prognosis in ER-defined subtypes
	Survival analyses incorporating ER and PR expression and clinico-pathologic factors

	Discussion
	Conclusions
	Additional file
	Abbreviations
	Competing interests
	Authors' contributions
	Acknowledgements
	Author details
	References

