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Abstract
Although ERBB2 ampliﬁcation and overexpression is correlated with poor outcome in breast cancer, the
molecular mechanisms underlying the aggressive nature of these tumors has not been fully elucidated. To
investigate this further, we have used a transgenic mouse model of ErbB2-driven tumor progression (ErbB2KI
model) that recapitulates clinically relevant events, including selective ampliﬁcation of the core erbB2 amplicon.
By comparing the transcriptional proﬁles of ErbB2KI mammary tumors and human ERBB2-positive breast
cancers, we show that ErbB2KI tumors possess molecular features of the basal subtype of ERBB2-positive human
breast cancer, including activation of canonical b-catenin signaling. Inhibition of b-catenin–dependent signaling
in ErbB2KI-derived tumor cells using RNA interference impaired tumor initiation and metastasis. Furthermore,
treatment of ErbB2KI or human ERBB2-overexpressing tumor cells with a selective b-catenin/CBP inhibitor
signiﬁcantly decreased proliferation and ErbB2 expression. Collectively, our data indicate that ERBB2-mediated
breast cancer progression requires b-catenin signaling and can be therapeutically targeted by selective b-catenin/
CBP inhibitors. Cancer Res; 73(14); 4474–87. 2013 AACR.

Introduction
The progression of normal mammary epithelial cells to a
malignant phenotype involves multiple genetic events including ampliﬁcation and overexpression of proto-oncogenes, such
as ERBB2 (Neu, HER2; ref. 1). ERBB2 ampliﬁcation and subsequent overexpression strongly correlates with a negative
clinical prognosis in both lymph node–positive and -negative
breast cancer (2). Direct evidence supporting a role for ERBB2
in human breast cancer derives from observations made with
transgenic mice. Overexpression of activated ErbB2 in the
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mammary epithelium results in the rapid induction of metastatic multifocal mammary tumors (reviewed in ref. 3). One
limitation of these studies is that ErbB2 expression is driven by
the hormonally regulated mouse mammary tumor virus
(MMTV) promoter, resulting in nonphysiologic expression of
the transgene. In an attempt to more closely mimic the events
involved in ErbB2-induced mammary tumor progression, we
have generated transgenic mice that carry a Cre-inducible–
activated erbB2 allele under the transcriptional control of the
endogenous erbB2 promoter (herein referred to as the ErbB2KI
model; ref. 4). In contrast to the rapid tumor progression
observed in the MMTV-regulated ErbB2 strains, focal mammary tumors arose only after an extended latency period in the
ErbB2KI model, and this was further associated with a dramatic
elevation of both ErbB2 protein and transcript. Remarkably,
the elevated expression of ErbB2 was correlated with the
selective genomic ampliﬁcation of the activated erbB2 allele.
Thus, as in human breast cancers, ampliﬁcation of erbB2 seems
to be a critical event in mammary tumor progression in this
unique transgenic mouse model (reviewed in ref. 3).
Another critical event in the development of human cancer
is the dysregulation or mutational activation of the Wnt/
b-catenin signaling axis (5). b-Catenin is a multifunctional
protein that plays a vital structural role in cadherin-based cell
adhesion, and is an important transcriptional activator of
canonical Wnt-mediated gene expression (6, 7). Activation of
the Wnt/b-catenin pathway triggers a series of events that
inactivates a complex consisting of adenomatous polyposis
coli (APC), axin, and glycogen synthase kinase 3 b (GSK3b).
This complex is responsible for b-catenin degradation, and
its inactivation promotes accumulation of b-catenin in the
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cytoplasm and translocation to the nucleus. Nuclear b-catenin
forms a complex with T cell–speciﬁc transcription factor/
lymphoid-enhancer–binding factor (TCF/LEF) and recruits
the transcriptional coactivators cAMP-responsive elementbinding protein (CREB)-binding protein (CBP) and p300, along
with other components of the basal transcription machinery,
to regulate the expression of target genes such as Axin2, c-Myc,
and Tcf7 (8–10). Accumulation of cytosolic and nuclear b-catenin, due to stabilizing mutations in its N-terminal domain, is
commonly observed in human cancers such as colorectal
carcinoma. Although such mutations are uncommon in
human breast cancer, aberrant expression and/or accumulation of b-catenin in the cytoplasm and nucleus have been
observed and are associated with poor patient prognosis (11).
In this study, we have used the ErbB2KI model to gain insight
into the molecular and genetic events involved in ErbB2induced mammary tumor progression. Immunohistologic and
transcriptional proﬁling revealed that in contrast to mammary
tumors derived from a constitutive ErbB2 mouse model
(MMTV/NIC), ErbB2KI-derived tumors expressed markers
characteristic of the basal and ERBB2 subtypes of human
breast cancer and exhibited activation of the Wnt/b-catenin
signaling pathway. Consistent with the ErbB2KI mouse model,
a cohort of human ERBB2-positive invasive ductal carcinomas
also showed high cytoplasmic b-catenin and abundant expression of basal markers. To further validate the biologic importance of b-catenin signaling in ErbB2-induced tumorigenesis,
we used RNA interference to downregulate b-catenin in
ErbB2KI-derived mammary tumor cell lines. Reduction of
b-catenin levels signiﬁcantly impaired mammary tumor initiation and metastasis in these tumor cells, and was further
associated with reduced expression of components of the
erbB2 amplicon as well as ErbB3. Moreover, treatment of
ErbB2KI tumor cells with ICG-001, an inhibitor that speciﬁcally
antagonizes b-catenin/CBP–mediated transcription, which is
critical for maintenance of a nondifferentiated/proliferative
state (12, 13), resulted in a proliferative defect, which was
accompanied with reduced expression of ErbB2. Similarly,
treatment of human ERBB2-positive breast cancer cells with
ICG-001 signiﬁcantly decreased cell proliferation, which correlated with reduced levels of ErbB2. These observations show
that targeting of b-catenin–dependent signaling has potential
therapeutic value in the treatment of the basal category of
ERBB2-positive breast cancer.

Materials and Methods
Gene expression microarray data
Total RNA was isolated from 5 individual ErbBKI tumors.
Given the homogeneity of the MMTV/NIC model, 2 RNA pools
containing equal amounts of total RNA from 5 individual
tumors were generated to obtain MMTV/NIC proﬁles that are
representative of the general population (14). Total RNA
isolation and RNA sample preparations were conducted as
previously described (14). Labeled aRNA (750 ng) was hybridized against a Universal Mouse Reference RNA (Stratagene)
onto Agilent Whole Mouse Genome Oligo Microarrays
(G4122A; 44K). Duplicate hybridizations were conducted for
all samples using reverse-dye labeling. Microarray data analysis
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was conducted in the R statistical programming environment
(R Development Core Team, 2008) with Bioconductor (15).
Raw and normalized data can be found in National Center for
Biotechnology Information Gene Expression Omnibus (NCBI
GEO; GSE37954). Detailed data management is provided in the
Supplementary Data.
qRT-PCR analysis
Total RNA was isolated from ﬂash-frozen mammary tumor
tissue using the RNeasy Midi Kit from Qiagen as per the
manufacturer's instructions. For quantitative real-time reverse
transcription PCR (qRT-PCR) 25 or 50 ng of total RNA were
used with the QuantiTect SYBR Green RT-PCR Kit (Qiagen)
and the LightCycler (Roche). Each ampliﬁcation reaction was
carried out in triplicate in independent experiments and
transcript levels were normalized to glyceraldehyde-3-phosphate dehydrogenase (GAPDH). Primer sequences are available as Supplementary Data.
Histology and immunostaining of tissue sections
Mammary tumors and lungs were harvested from mice at
tumor endpoint. Tissue was ﬁxed and embedded as described
previously (16). Parafﬁn sections of 5 mm were stained with
hematoxylin and eosin (H&E). Step sections of lungs (5 mm 
50 mm) were scanned using a Scanscope XT Digital Slide
Scanner (Aperio) and analyzed at 5 magniﬁcation using
Imagescope software (Aperio) to quantify the total number
and surface area of lesions per lung. Immunostaining was
conducted as described previously (Supplementary Materials
and Methods; ref. 17).
Immunoblotting
Tumor lysates were prepared from ﬂash-frozen tissue and
immunoblot analyses were conducted on 15 mg of lysate as
described previously (14). For cell lines, extract was prepared in
radioimmunoprecipitation assay (RIPA) lysis buffer and 15 mg
of lysate was used for immunoblot analyses. Antibodies for
immunoblots include: c-Myc, Neu (C18), ErbB3 (C17), and Grb7
from Santa Cruz Biotechnology; b-catenin, survivin, Egfr, and
tubulin from Cell Signaling Technology, and b-actin from
Sigma-Aldrich. Horseradish peroxidase–conjugated secondary
antibodies were obtained from The Jackson Laboratory.
Cell culture, retroviral transduction, and orthotopic
transplants
Human breast cancer cell lines [MCF7, SKBR3, HCC202,
HCC1954, and MDAMB231 (American Type Culture Collection)] were maintained according to recommendations.
ErbB2KI-derived tumor cells (TM15c7-2 and c10-2) were maintained in Dulbecco's Modiﬁed Eagle Medium supplemented
with 10% FBS and SingleQuots (Clonetics). TM15 cell lines
expressing shRNAmirs-targeting b-catenin or nonsilencing
shRNA control (Open Biosystems) were generated by retroviral
transduction according to the manufacturer's instructions
followed by puromycin selection (4 mg/mL; Sigma-Aldrich).
For orthotopic transplants, TM15c10-2 cells (1.5  105 cells in
PBS solution) were injected into the no. 4 inguinal mammary
fat pad of athymic nude mice (Taconic). Mice were monitored
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twice weekly for tumor formation and tumor growth was
assessed by weekly caliper measurements. Mice were sacriﬁced
and tissues were harvested once the tumor volume reached
2,000 mm3. All experiments involving mice were carried out
in accordance with McGill University (Montreal, Quebec,
Canada) animal care guidelines.
Proliferation assay
CellTiter Aqueous MTS (Promega) proliferation assays were
conducted according to the manufacturer's protocols using
2,500 (TM15c10-2 and c7-2) and 5,000 (MMTV/NIC, MCF7,
SKBR3, HCC1954, HCC202, and MDAMB231) cells per well (96well optical-bottom plates, Nunc) in the presence of ICG-001
(10 mmol/L), dimethyl sulfoxide (DMSO), or medium.
Chromatin immunoprecipitation assay
Chromatin immunoprecipitation (ChIP) was conducted
as described previously (18). Additional details, materials and
methods are available in the Supplementary Data.
Human cohort tissues and statistical analysis
The Garvan/St.Vincent's Hospital (Sydney, Australia) outcome series comprises 292 operable invasive ductal carcinomas of the breast from patients treated by a single surgeon
between February 1992 and August 2002 at St.Vincent's Hospital. Ethics approval was granted for the use of pathology
specimens and cognate clinicopathologic data (Human
Research Ethics Committee of St.Vincent's Hospital, Sydney,
H00 036). A more detailed description of the clinicopathologic
characteristics of the cohort is published elsewhere (Supplementary Materials and Methods; refs. 19, 20). b-Catenin status
has previously been determined for this cohort as described
previously (Supplementary Materials and Methods; ref. 19).
Deﬁnition of intrinsic "molecular" phenotype of breast
cancer
This was assessed immunohistochemically using criteria
similar to those previously described (21) and FISH to determine ERBB2 status (20). Four different subgroups were
deﬁned: basal, ERBB2þ/ER/PR, luminal A and B. Statistical
evaluation was conducted using Statview 5.0 Software (Abacus
Systems). A P value of less than 0.05 was accepted as statistically signiﬁcant. ANOVA was used to determine differences in
expression of continuous variables across breast cancer subtypes as previously described (22). Kaplan–Meier analysis and
Cox-proportional HRs were used to determine association of
membrane to cytoplasmic (MTC) score < 0 with breast cancer–
speciﬁc death (Supplementary Materials and Methods; ref. 19).

Results
ErbB2KI mammary tumors express markers of human
basal breast cancer in a heterogeneous fashion
The ErbB2KI model recapitulates many cytogenetic features
of human ERBB2-positive breast cancer. On the basis of recent
observations that a subset of ERBB2-positive tumors coexpresses ERBB2 and basal cytokeratins (Krts; ref. 23), we investigated the cellular composition of ErbB2KI mammary tumors
and compared it with the morphologic features of our con-
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ventional MMTV/ErbB2 system (MMTV/NIC). MMTV/NIC
transgenic mice coexpress activated ErbB2 and Cre recombinase from the same bicistronic transcript and develop mammary tumors with a phenotype that is comparable with
MMTV/NDL2-5 animals, in which only activated ErbB2 is
expressed (24). Using cytokeratin markers that are reﬂective
of the different epithelial cell lineages within the mammary
gland, we observed uniform expression of the luminal marker
cytokeratin 8 in the ErbB2KI tumor (Fig. 1, top). However, many
of these tumors retained expression of basal cytokeratin
markers such as Krt5, Krt6, and Krt14 (Fig. 1 and Supplementary Fig. S1A). A similar heterogeneous expression was
observed for Trp63 and Egfr, which are also associated with
a basal phenotype (Fig. 1 and Supplementary Fig. S1A). In
contrast, MMTV/NIC tumors were exclusively Krt8-positive
but negative for these basal markers (Fig. 1, bottom). These
ﬁndings suggest that ErbB2KI mammary tumors exhibit a high
degree of intratumoral heterogeneity composed of mixed cell
lineages, whereas MMTV/NIC tumors are derived from a
uniform luminal cell type.
In addition, immunoﬂuorescent staining detected cells
coexpressing both cell linage markers Krt14 and Krt8 in
ErbB2KI tumors (Supplementary Fig. S1B). Moreover, tumors
with a substantial fraction of Krt8/14–positive cells also
showed coexpression of Krt8 and the basal marker Krt5
(Supplementary Fig. S2), suggesting the presence of putative
bipotent cells. Taken together, this immunohistopathologic
survey indicates that ErbB2KI mammary tumor progression is
associated with a high degree of intratumoral heterogeneity.
ErbB2KI-induced mammary tumors possess molecular
features of both the ERBB2 and basal-like subtypes of
human breast cancer
Previously, we showed that ErbB2KI mammary tumor progression is associated with distinct phenotypical and genomic
properties compared with MMTV/ErbB2–derived tumors (25).
To further elucidate the molecular basis associated with these
unique features of the ErbB2KI model, we obtained transcriptional proﬁles from ErbB2KI-induced tumors and compared
them with proﬁles from MMTV/NIC tumors and normal
mammary glands (FVB m. gl.). Using a class discovery
approach with those genes that varied most across the dataset,
the samples primarily cluster into 2 deﬁned groups, which
completely separate the normal controls (FVB m. gl.) from the
tumors (Supplementary Fig. S3A). The analysis further segregates the 2 ErbB2 mouse models into 2 distinct subclusters
(Supplementary Fig. S3A). Notably, the ErbB2KI tumor-derived
proﬁles displayed heterogeneous gene expression patterns.
Among the transcripts that were upregulated speciﬁcally in
the ErbB2KI tumors were genes encoding components and
targets of the Wnt/b-catenin pathway and the TGF-b signaling
pathway (Fig. 2A). Moreover, basal cytokeratins displayed
altered transcript levels, supporting our initial immunohistochemical analyses (Fig. 1).
To understand the molecular differences between tumors
derived from the 2 ErbB2 models, genes systematically upregulated in each of the models were analyzed for enrichment in
Gene Ontology (GO) and Kyoto Encyclopedia of Genes and
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Figure 1. ErbB2 tumors express
basal markers. Representative
immunostained sections
of ErbB2KI tumors with distinct
cellular regions positive for basal
markers Krt14, 5, and 6, whereas
Egfr and Trp63 displayed uniform
expression patterns (top). MMTV/
NIC tumors were immunonegative
for all tested basal markers
(bottom). Both ErbB2-induced
mouse models abundantly
express the luminal marker Krt8.
Total number of tumors analyzed:
ErbB2KI, n ¼ 18; MMTV/NIC,
n ¼ 10 (scale bar, 50 mm).
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Genomes (KEGG) pathways (Supplementary Tables). Although
the 2 ErbB2-driven tumor models shared a number of common
signaling pathways (Supplementary Tables), there were also
some substantial differences. Notably, the ErbB2KI tumors
expressed genes related to categories involved in mesenchymal
cell development, regulation of the c-jun-NH2-kinase (JNK)
cascade, stem cell maintenance, and immune response. In
addition, the ErbB2KI tumors preferentially expressed categories of genes involved in Wnt, TGF-b, insulin, and Egfr signaling
(Supplementary Tables). In contrast, MMTV/NIC mammary
tumors were enriched in KEGG and GO terms related to
protein modiﬁcation, cell growth and death, metabolism, and
ErbB and ﬁbroblast growth factor (FGF) receptor signaling
(Supplementary Tables). Similar data implicating the Wnt/
b-catenin signaling pathway in ErbB2KI tumor progression
were obtained using Gene Set Enrichment Analysis (GSEA)
analyses, supporting the GO and KEGG results, and particularly highlighting the overrepresentation of Wnt/b-catenin
signatures in the ErbB2KI model (Supplementary Tables).
Recently, a murine-speciﬁc tumor dataset and intrinsic gene
list have been established from transgenic mouse models that
resemble the intrinsic subtypes of human breast cancer based
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on their gene expression (26). Using this murine-speciﬁc
intrinsic gene list and tumor dataset, unsupervised hierarchical clustering assigned the ErbB2KI and MMTV/NIC models to
distinct molecular groups (Fig. 2B and Supplementary Fig.
S3B). MMTV/NIC mammary tumors clustered with another
MMTV-driven ErbB2 mouse model (MMTV/Neu) and with
other typical luminal-like tumor murine models, including
MMTV/polyoma virus middle T antigen tumors (Fig. 2B). In
contrast, the ErbB2KI tumors grouped with tumors that are
associated with basal characteristics such as MMTV/Cre/
BRCA1, p53/, p53/þ/insulin receptor, and MMTV/Wnt
strains (Fig. 2B; ref. 26).
Next, we explored how the transcriptional proﬁles generated
from 2 different ErbB2 breast cancer mouse models correspond to the human disease. ErbB2 tumor-derived gene
expression proﬁles were compared with proﬁles from human
breast cancers using a cross-species intrinsic gene set as a basis
(26). Consistent with our results obtained from the intramouse model comparison, the MMTV/NIC tumors clustered
with the human luminal subtypes, whereas the ErbB2KI tumors
clustered within the human ERBB2 subtype (Fig. 3A). To
preclude the inﬂuence of the erbB2 amplicon on human
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Figure 2. Comparison of ErbB2 and MMTV/NIC mammary tumors with other transgenic mouse models of breast cancer. A, unsupervised class discovery
analysis of normal FVB m. gl., ErbB2KI tumors, and MMTV/NIC tumors; the samples were segregated into 3 separate clusters. B, class discovery analysis of
ErbB2KI and MMTV/NIC tumors with various transgenic mouse models of breast cancer using a murine-speciﬁc intrinsic gene list. ErbB2KI tumors
cluster with mouse models of similar histopathology, whereas MMTV/NIC tumors are associated with luminal-like models. Arrows indicate ErbB2KI tumors or
MMTV/NIC tumors within the clusters.

subtypes in this cross-species comparison, we removed Grb7
(the only erbB2 amplicon gene found in the original crossspecies gene set) from the intrinsic gene list. Although the
MMTV/NIC tumors still clustered with the human luminal
subtypes, the ErbB2KI tumors now grouped with the basal
subtype (Fig. 3B). These ﬁndings substantiate the close resemblance of ErbB2KI tumors to the human ERBB2 subtype, but
indicate that ErbB2KI mammary tumors contain molecular
features of both the ERBB2 and basal subtypes of human breast
cancer.
ErbB2KI mammary tumor progression is associated with
the activation of the Wnt/b-catenin signaling cascade
As we had identiﬁed a Wnt/b-catenin signaling axis in
ErbB2KI mammary tumors at the transcriptional level (Fig.
2A), we next investigated whether ErbB2KI tumors exhibited
evidence of activation of this pathway. To test this possibility,
tumor sections from either MMTV/NIC or ErbB2KI mice were
subjected to immunoﬂuorescence analyses with antibodies
against total b-catenin and activated b-catenin (27). In contrast to the strict membrane localization of total b-catenin and
the weak, diffused cytoplasmic signal of the activated form in

4478

Cancer Res; 73(14) July 15, 2013

the MMTV/NIC tumors, nuclear staining for both forms of
b-catenin was detected in 75% (15 of 20) of ErbB2KI samples
(Fig. 4A). Consistent with these observations, ErbB2KI mammary tumors with nuclear b-catenin also displayed partial loss
of membranous E-cadherin, a protein that forms a complex
with b-catenin in adherens junctions, whereas the MMTV/NIC
samples showed robust membrane-associated expression of Ecadherin (Fig. 4A). These data suggest that the majority of
ErbB2KI tumors show activated Wnt/b-catenin signaling.
In support of this notion, signiﬁcant upregulation of direct
b-catenin transcriptional targets, including Cyclin D1, Sox9,
c-Myc, and 2 hallmarks of an active Wnt/b-catenin pathway,
Axin2 and Tcf7, were detected in most of the ErbB2KI mammary
tumors (Fig. 4B–D; refs. 8, 9, 28–30). In contrast, MMTV/NIC
tumors showed only basal level expression of these b-catenin
targets (Fig. 4B–D). Consistent with the inherent intratumoral
heterogeneity observed in ErbB2KI mammary tumors, there
was a high degree in variability in the expression of these
b-catenin targets within the ErbB2KI cohort.
Cytoplasmic and nuclear b-catenin accumulation has been
commonly observed in poor outcome basal-like breast cancers
that express ErbB2 (19, 31). In addition, recent studies have
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Figure 3. Comparison of mammary tumors from ErbB2 mouse models with primary human breast cancers. Unsupervised hierarchical clustering analyses of
KI
ErbB2 and MMTV/NIC tumors and 181 human breast tumors using genes from the intersection of human and mouse intrinsic gene lists (26). A, the
heatmap presented includes one gene (Grb7) of the erbB2 amplicon. The MMTV/NIC tumors cluster with luminal breast cancers, whereas the ErbB2KI
tumors group with the ERBB2-positive subtype. B, the cluster analysis was repeated using the mouse–human intrinsic gene list after removing Grb7.
Although the MMTV/NIC tumors group with luminal breast cancer, the ErbB2KI tumors cluster with the basal subtype. Arrows indicate ErbB2KI tumors or
MMTV/NIC tumors within the clusters.

shown that ERBB2-overexpressing tumors can be subdivided
in different groups based on their estrogen receptor (ER) status
and the expression of basal cytokeratins (23, 32). To establish
whether subcellular b-catenin localization impacts on either
ER status or the expression of basal cytokeratins, we conducted
further statistical analyses of our previously described patient
cohort (19). The results showed that tumors with signiﬁcantly
higher cytoplasmic b-catenin [reﬂected by the MTC score <0
(19)] segregated predominantly to the basal-like and ERBB2þ
/ER/PR subtypes (Fig. 5A and B). Consistent with the
ErbB2KI tumor proﬁles, both basal and ERBB2þ/ER/PR
subtypes displayed signiﬁcantly higher expression of basal
cytokeratins (Krt5/6 and Krt14; Fig. 5A and B). Moreover, like
the ErbB2KI mammary tumors, partial loss of membranous Ecadherin correlated with high cytoplasmic b-catenin within
ERBB2þ/ER/PR tumors (Fig. 5A). In addition, ERBB2þ
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/ER/PR tumors that displayed a cytoplasmic b-catenin
expression pattern (MTC score < 0; n ¼ 16) were associated
with a higher rate of breast cancer–speciﬁc death (HR, 2.5; P ¼
0.02; Fig. 5C). Thus, our observations indicate that a distinct
cohort of ERBB2-positive invasive ductal carcinomas display
high cytoplasmic b-catenin, abundant expression of basal
markers, partial loss of membranous E-cadherin, and are
associated with poor outcome.
Downregulation of b-catenin in ErbB2KI-derived tumor
cells impairs both the initiation and metastatic phases of
mammary tumor progression
Although the above studies indicate that active b-catenin
signaling can be detected in the ErbB2KI tumors and a distinct
group of human ERBB2-positive breast cancers, the biologic
signiﬁcance of b-catenin signaling in ERBB2 mammary tumor
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progression is unclear. To directly test the importance of
b-catenin in this process, RNA interference was used to downregulate endogenous b-catenin in ErbB2KI-derived clonal
mammary tumor cells. One striking feature of these cell lines
is the difference in their ability to metastasize to lung, with 2
clones being highly metastatic (TM15c7-2 and c10-2; ref. 33). To
this end, stable c7-2 and c10-2 cell lines expressing either
nonspeciﬁc shRNA or shRNAs targeting b-catenin (shCtnnb1)
were generated. Although the in vitro growth rates of the
pooled clones expressing b-catenin shRNA were comparable
with the growth rates of the controls (Supplementary Fig. S4A),
the b-catenin-knockdown cells exhibited a pronounced defect
in invasion in contrast to the control cells (Supplementary Fig.
S4B). Immunoblot analyses conﬁrmed reduced b-catenin protein levels in both cell lines expressing b-catenin–speciﬁc
shRNAs (Supplementary Fig. S4C and S4D). Interestingly, in
addition to the reduced levels of b-catenin, immunoblot analyses also detected a decrease in ErbB2 (Supplementary Fig.
S4C and S4D). Similar data were obtained for a different set
of b-catenin–speciﬁc shRNAs (Supplementary Fig. S4D), indi-
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Figure 4. ErbB2 mammary tumors
display Wnt/b-catenin activation.
A, immunoﬂuorescence analysis of
b-catenin (green), E-cadherin (red),
and activated b-catenin (purple) in
ErbB2KI and MMTV/NIC tumors.
Representative sections show
nuclear localization for both forms
of b-catenin and partial loss of
E-cadherin in ErbB2KI tumors
(n ¼ 20). MMTV/NIC tumors
displayed membrane-associated
b-catenin and E-cadherin and
diffuse cytoplasmic activated
b-catenin (n ¼ 10). Nuclei were
stained with 40 ,6-diamidino-2phenylindole (blue; scale bar,
20 mm). B, ErbB2KI and MMTV/NIC
tumor lysates (15 mg) were
subjected to c-myc immunoblot
(IB) analysis. Vinculin served as a
loading control. C, qRT-PCR
analysis of Wnt/b-catenin target
genes Axin2 and Tcf7 as indicated.
mRNA expression was normalized
to GAPDH. Error bars represent
SD of triplicates obtained in
3 independent experiments;
P values were calculated by
two-tailed t test. D, left, data
representative of 10 tumors for
each ErbB2 mouse model (10–20
ﬁelds/tumor) and are depicted as
percentage of cyclin D1þ (CcnD1)
and Sox9þ cells  SEM. Right,
representative images of
immunohistochemically stained
tumor sections for cyclin D1 and
Sox9 (scale bar, 50 mm).
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cating that loss of b-catenin results in a reduction in ErbB2
protein levels.
To assess whether b-catenin deﬁciency could alter the in
vivo tumorigenic potential of these cells, the tumor cells
were injected into the mammary fat pad of athymic mice and
monitored for mammary tumor induction. Although control
mice exhibited rapid induction of mammary tumors,
TM15c10-2 tumor cells expressing the b-catenin shRNA
showed a substantial delay in tumor onset (Fig. 6A). In addition
to the effect on tumor onset, the TM15c10-2shCtnnb1 cells
displayed striking differences in their metastatic potential
when compared with controls. Although 100% of the control
animals developed lung metastases with an average number of
15 to 16 lesions per lung, only 60% of mice injected with
TM15c10-2shCtnnb1 cells formed lung lesions, with one lesion
per lung on average (Fig. 6B). Similarly, the average total
surface area of these lesions was dramatically reduced in the
mice injected with the b-catenin–deﬁcient tumor cells when
compared with surface area of lesions in the control groups
(Supplementary Fig. S5A).
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subtypes (ERBB2 /ER /PR )
show high expression of
cytoplasmic b-catenin and basal
marker cytokeratin 5/6. A,
immunohistochemical analysis of
luminal and ERRB2þ/ER/PR
breast tumors; representative
H&E-, b-catenin-, cytokeratin 5/6
(CK5/6)-, and E-cadherin–stained
sections. Images were taken at
400. B, basal-like and ERBB2þ
/ER/PR subtypes expressed the
highest levels of cytoplasmic
b-catenin, CK5/6, and CK14 when
compared with luminal A and B
subtypes. C, Kaplan–Meier
survival analysis of the breast
cancer patient cohort showing
separation of patients of
the ERBB2þ/ER/PR subtype
that have cytoplasmic b-catenin
expression as indicated (n ¼ 16;
MTC score < 0). These patients had
a worse outcome in comparison
with the rest of the cohort of
invasive ductal carcinoma.
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Because b-catenin–deﬁcient ErbB2KI cells exhibited low
levels of ErbB2 protein (Supplementary Fig. S4C and S4D),
we next examined the expression of ErbB2 in mammary fat
pad outgrowths of ErbB2KI cell lines lacking b-catenin and
control groups. Consistent with our in vitro studies, b-catenin–deﬁcient tumors showed a signiﬁcant decrease in ErbB2
protein and transcript levels, whereas relative erbB2 ampliﬁcation was unchanged across all samples (Fig. 6C and
Supplementary Fig. S5B). Moreover, given the strong correlation between the expression of ErbB2, ErbB3, and components of the erbB2 amplicon, including Grb7, Stard3, and
Perld1, we assessed their expression in these samples (34,
35). Like ErbB2 levels, the expression of these proteins was
signiﬁcantly reduced in b-catenin–deﬁcient mammary
tumors (Fig. 6C).
To verify that b-catenin signaling was impaired in these
tumors, the relative expression of several b-catenin target
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genes was measured by qRT-PCR analysis. Indeed, signiﬁcant
decrease in b-catenin, Axin2, and Tcf7 transcripts were
detected in most of the b-catenin–deﬁcient tumors, as well
as reduced expression of Cyclin D1 (Supplementary Fig. S5C
and S5D). These observations indicate that b-catenin is critical
for both the initiation and metastatic phases of ErbB2KI
mammary tumor progression.
Inhibition of b-catenin/CBP–dependent signaling by
ICG-001 decreases tumor cell proliferation and leads to
reduced ErbB2/ERBB2 expression in ErbB2KI mouse and
ERBB2-positive human mammary tumor cells
To further address the role of b-catenin signaling in mammary tumorigenesis, we next assessed whether administration
of a small-molecule inhibitor of b-catenin (ICG-001) would
impact on the transformed phenotype of ErbB2-driven tumor
cells. ICG-001 speciﬁcally prevents b-catenin/CBP–mediated
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Figure 6. Inhibition of b-catenin signaling in ErbB2 -derived tumor cells impairs tumor initiation and metastasis and is associated with reduced expression of
erbB2 amplicon components as well as ErbB3. A, ErbB2KI tumor cells (TM15c10-2) and stable cells expressing nonsilencing shRNA control (non-shRNA) or
b-catenin–speciﬁc shRNA (shCtnnb1) were injected into the mammary fat pad of athymic mice and tissue was harvested at endpoint (2,000 mm3).
Tumor volumes are presented for 5 independent mice for each group. B, H&E-stained step sections of lungs were scored for the total number of lesions per
lung as indicated. Ratios in parentheses indicate the number of mice with lung lesions relative to the total number of mice examined. Error bars represent SEM
(two-tailed t test). C, left, tumor lysates (15 mg) from each group were immunoblotted for the indicated proteins. Right, mean relative mRNA expression
levels of Grb7, Stard3, PerlD1, ErbB2, and ErbB3 transcript measured by qRT-PCR in TM15c10-2, non-shRNA, and shCtnnb1 tumors as indicated.
mRNA levels were normalized to GAPDH. Error bars represent SD of triplicates obtained in 3 independent experiments.  , P < 0.05;   , P < 0.01;    , P < 0.001;
two-tailed t test versus controls. D, left, graph showing the proliferation of ErbB2KI cells (TM15c7-2, c10-2) treated with ICG-001 as indicated (MTS proliferation
assay). Data are normalized to values from parental cells. Error bars represent SEM of triplicates obtained in independent experiments;  , P < 0.05;   , P < 0.01;

, P < 0.001; two-tailed t test versus controls. Right, ErbB2KI cell lysates (15 mg) were treated with ICG-001 for 48 hours and subjected to immunoblot (IB)
analysis for the indicated proteins.

transcription, which is critical for maintenance of a nondifferentiated/proliferative state, without affecting b-catenin/p300–
dependent signaling, which is important for initiation of
cellular differentiation (12, 13). Treatment of 2 independent
ErbB2KI-derived tumor cell lines (TM15c7-2 and c10-2) with
ICG-001 resulted in a clear proliferative defect in both cell lines
without impacting the apoptotic status of the cells (Fig. 6D,
left). In contrast, proliferation in 2 independent MMTV/NIC–
derived tumor cell lines was not affected by ICG-001 treatment
(Supplementary Fig. S5E), supporting our data that b-catenin
signaling is not activated in this MMTV-driven ErbB2 mouse
model.
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Biochemical analyses of ICG-001–treated ErbB2KI cells
revealed lower levels of survivin, a b-catenin/CBP–regulated
target gene (36), in these cells (Fig. 6D, right). Like b-catenin–
deﬁcient ErbB2KI tumor cells, speciﬁc inhibition of the b-catenin/CBP signaling resulted in reduced expression of ErbB2,
Egfr, Grb7, and ErbB3 (Fig. 6D, right). Collectively, these
observations argue that inhibition of b-catenin/CBP function
severely affected ErbB2KI tumor cell proliferation accompanied by a reduction in the levels of Egfr family members (ErbB2,
ErbB3, and Egfr) and Grb7.
To conﬁrm the importance of b-catenin/CBP signaling
in human ERBB2-dependent breast tumor progression, we
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evaluated whether ICG-001 impacts on the proliferative status
of a number of ERBB2-expressing human breast cancer cell
lines. Given the association of b-catenin signaling with ERBB2overexpressing breast cancer cells that are ER/PR, we
evaluated the b-catenin status in 3 such lines (HCC202,
HCC1954, and SKBR3; ref. 37). Immunoﬂuorescence analysis
using b-catenin and activated b-catenin antibodies revealed
the presence of activated b-catenin in the nucleus in all 3
ERBB2þ/ER/PR cell lines (Fig. 7A). In contrast, luminal
MCF7 cells (ERBB2/ERþ/PRþ) exhibited strict membrane
localization and the classical basal cell line MDAMB231
(ER/PR/ERBB2) showed nuclear localization of b-catenin
(Supplementary Fig. S6A). We next assessed the effects of
inhibition of b-catenin/CBP–mediated transcription by incubating these human breast cancer cells with ICG-001. The
results showed that all cell lines with evidence of activated
b-catenin exhibited either a strong (SKBR3 and MDAMB2310)
or a moderate (HCC202 and HCC1954) growth inhibition (Fig.
7B and Supplementary Fig. S6B). In contrast, ICG-001 had a
modest effect on cell proliferation in the luminal control cancer
cell line (MCF7; Supplementary Fig. S6B). The observed ICG001–mediated proliferative defect was not associated with an
increase in apoptosis as cell surface Annexin V staining was
unaffected (Supplementary Fig. S6C).
Consistent with impaired b-catenin/CBP signaling, biochemical analyses of ICG-001–treated tumor cells in comparison with DMSO- and untreated cells exhibited signiﬁcantly
reduced levels of survivin in the basal and all 3 ERBB2-positive
cell lines (Fig. 7C and Supplementary Fig. S6D). Moreover, in
support with our data obtained from ErbB2KI tumor cells,
ERBB2-overexpressing human cell lines displayed substantially
lower levels of ERBB2, GRB7, ERBB3, and EGF receptor (EGFR)
when treated with ICG-001 (Fig. 7C). Together, these data
suggest that targeting b-catenin/CBP signaling results in the
repression of ERBB2 and an associated decrease in cell proliferation among ERBB2-overexpressing breast cancer cell lines.
To this end, our data indicate that antagonizing b-catenin
signaling leads to repression of ErbB2/ERBB2 expression in
both mouse and human mammary tumor cells. To explore
whether b-catenin directly activated ERBB2 transcription,
we conducted ChIP analyses on the ERBB2 promoter with
b-catenin- and RNA polymerase II–speciﬁc antisera.
Although we could not detect recruitment of b-catenin to
the ERBB2 proximal promoter, we detected a 3-fold enrichment in b-catenin and a 20-fold enrichment in RNA polymerase II recruitment to an intronic ERBB2 site (Fig. 7D),
which has been shown to be bound by several factors that
are important in the transcriptional regulation of ERBB2
(18, 38). b-Catenin and RNA polymerase II occupancy to this
site was further enriched upon treatment with the Wnt3
ligand (Fig. 7D). We further exposed the cells to ICG-001 for
48 hours and there was no impact on recruitment of b-catenin to the intronic ERBB2 site (data not shown), whereas
RNA polymerase II occupancy was substantially decreased
(Fig. 7D). Importantly, activation by Wnt/b-catenin signaling
in SKBR3 cells led to a 2-fold increase in the recruitment of
RNA polymerase II to the promoter of ERBB2, whereas
inhibition of b-catenin/CBP by ICG-001 decreased RNA
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polymerase II recruitment by 2-fold (Fig. 7D). Interestingly,
we observed a similar impact on RNA polymerase II occupancy on the proximal promoter of other components of the
ERBB2 amplicon after Wnt3 and ICG-001 treatment (Grb7,
Stard3, and PerlD1; Supplementary Fig. S6E). Together, these
data indicate that b-catenin/CBP–mediated signaling directly regulates ERBB2 expression in ERBB2-positive breast
cancer cells.

Discussion
A hallmark of human breast cancer is its intrinsic heterogeneity, reﬂecting the underlying molecular complexity
of the disease. On the basis of comprehensive gene expression proﬁling, 5 major molecular subtypes have been identiﬁed (luminal A, luminal B, basal-like, ERBB2-positive, and
normal-like) that are associated with differences in patient
outcome and response to treatment (39). A growing body of
evidence established by transcriptional proﬁling, comparative genome hybridization, and immunohistochemical analyses, suggests that the biology of ERBB2-positive tumors is
similarly heterogeneous. Indeed, this molecular subtype can
be subdivided into ERþ and ER tumors, which may explain
the variable response to ERBB2-targeted therapy (23, 32, 40–
43). To address this issue, we used the ErbB2KI mouse model,
which exhibits several unique features, including expression
of ErbB2 from its endogenous promoter and spontaneous
ampliﬁcation of the erbB2 locus, resembling that of human
ERBB2-positive breast cancers (4). In this study, we showed
that ErbB2KI mammary tumor progression is associated with
heterogeneous expression of distinct basal (Krt5, Krt6,
Trp63, and Egfr), myoepithelial (Krt14), and luminal markers
(Krt8), and the presence of cells exhibiting bipotential
characteristics, whereas constitutive MMTV/NIC tumors are
composed of a uniform luminal epithelial cell type (Fig. 1
and Supplementary Figs. S1 and S2).
Consistent with these histopathologic features, the gene
expression signatures from ErbB2KI mammary tumors differ
from those of MMTV/NIC tumors (Fig. 2A). Although genes
related to protein modiﬁcation, cell growth, and death, and
FGF receptor signaling were associated with MMTV/NIC
tumors, the transcriptional signature obtained from ErbB2KI
tumors comprised genes implicated in mesenchymal cell
development, Wnt, TGF-b, and Egfr signaling pathways (Fig.
2A and Supplementary Tables). Moreover, a comparison of
these ErbB2-driven expression proﬁles with data derived from
other murine models revealed that ErbB2KI samples shared
molecular features with murine models representative of the
mesenchymal/basal phenotype (Fig. 2B). Using an intrinsic
mouse/human signature (26), we further showed that ErbB2KI
mammary tumors closely resemble both the basal-like and
ERBB2-positive subtypes of human breast cancer (Fig. 3). In
contrast, MMTV/NIC tumors exhibited transcriptional features typical of the solid/luminal subtype (Fig. 3). Because
high ErbB2 expression is achieved much earlier in the MMTV/
NIC strain in comparison with ErbB2KI mice, it is likely that the
tumor-initiating cell type may differ between the 2 models. In
support of this argument, ErbB2KI mammary tumors contain
cells expressing Trp63 and coexpressing Krt8/14 and Krt8/5
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(Fig. 1 and Supplementary Figs. S1 and S2), which are indicative
of a multipotent phenotype (44, 45).
On the basis of our gene expression data, we found that
ErbB2KI mammary tumors overexpressed components of the
Wnt/b-catenin signaling pathway, contained cellular regions
with nuclear b-catenin, and abundantly expressed classical
Wnt/b-catenin targets, including cyclin D1, c-Myc, Axin2, and
Tcf7 (Figs. 2 and 4). These ﬁndings indicate that ErbB2KI
mammary tumor progression is associated with Wnt/b-catenin activation. Consistent with this concept, recent genomic
and immunohistochemical proﬁling of human ERBB2-ampliﬁed tumors identiﬁed an ERBB2þ/ER subgroup that was
associated with the accumulation of cytoplasmic b-catenin,
overexpression of Wnt/b-catenin signaling components, and
increased risk of recurrence (41). We identiﬁed a subgroup
within our ERBB2-positive patient cohort characterized as
ERBB2þ/ER/PR, which predominantly displayed cytoplasmic b-catenin and was associated with poor clinical outcome (Fig. 5). Collectively, these observations suggest that
mammary tumor progression in the ErbB2KI mouse model
recapitulates many of the molecular events observed in the
human basal-ERBB2 subtype, including activation of a b-catenin signaling network.
The importance of b-catenin signaling in ErbB2 mammary
tumorigenesis is further highlighted by the observation that
downregulation of endogenous b-catenin expression in
ErbB2KI-derived mammary tumor cells (TM15c7-2 and c102) severely impaired the invasive capacity of these cells in vitro
(Supplementary Fig. S4) and impacted both the initiation and
metastatic phases of tumor progression in vivo (Fig. 6). Our
observations are consistent with numerous reports where
genetic ablation of b-catenin in various in vivo systems diminished metastatic progression (46, 47), providing support for
b-catenin as a critical mediator of the metastatic process.
The importance of b-catenin in ErbB2 tumor induction is
further supported by studies with the ICG-001 small-molecule
inhibitor that speciﬁcally antagonizes the interaction of
b-catenin with CBP but not with p300, facilitating downregulation of a subset of b-catenin/CBP–responsive genes. Treatment with ICG-001 caused a signiﬁcant proliferative defect in
mouse ErbB2KI mammary tumor cells and in several human
ERBB2-overexpressing cancer cells in vitro. Both cell systems
showed reduced levels of survivin, which is indicative of
antagonized b-catenin/CBP signaling (Figs. 6D and 7C). This
growth defect was not related to increased apoptosis but rather
associated with a defect in cell proliferation. A body of evidence
indicates that survivin function is not only limited to inhibition
of apoptosis but also involves the regulation of cell division; its
overexpression allows cancer cells to resume cell division
(reviewed in ref. 48).

Interestingly, while inhibition of b-catenin/CBP signaling
resulted in a proliferative defect, downregulation of endogenous b-catenin in ErbB2KI-derived tumor cells affected invasion but not cell growth. One possible explanation for this
difference is that ICG-001 antagonizes the expression of a
speciﬁc subset of b-catenin/CBP–responsive genes, whereas
downregulation of b-catenin could lead to a wide range of
effects. Consistent with the importance of b-catenin in cellular
viability, stable cell lines expressing b-catenin–speciﬁc shRNAs
still retained basal level expression of b-catenin (Fig. 6C and
Supplementary Fig. S4C and S4D). Given the ability of b-catenin to recruit histone remodeling complexes such as SWI/SNF
and polycomb repressor complexes 1 and 2 (PCR1/2; refs. 49–
51), it is conceivable that downregulation of b-catenin in
ErbB2KI tumor cells results in genome-wide reprogramming
due to an altered epigenetic landscape, which compensates for
loss of b-catenin. As a consequence, these cells maintained
their proliferative properties but lost their invasive potential.
Further experiments are needed to enhance our understanding
of b-catenin signal integration and cross-talk in ErbB2-overexpressing tumor cells.
The complexity by which b-catenin regulates Wnt-dependent and -independent transcription has only emerged recently (reviewed in ref. 52). Aberrant activation of the Wnt pathway
leads to nuclear localization of b-catenin where it functions as
a scaffold to link TCF factors with numerous complexes to
regulate target genes. In this study, we have found that loss of
endogenous b-catenin in mouse ErbB2KI tumor cells correlated
with low expression of ErbB2, Grb7, Stard3, PerlD1, and ErbB3
(Fig. 6C). Similarly, inhibition of b-catenin/CBP signaling by
ICG-001 in this system signiﬁcantly suppresses ERBB2, Grb7,
and ERBB3 expression in a panel of human ERBB2-overexpressing tumor cells (Figs. 6D and 7C). Moreover, our ChIP data also
illustrate a possible regulation of ERBB2 gene expression by
b-catenin/CBP signaling (Fig. 7D). We found recruitment of
b-catenin and RNA polymerase II at an intronic ERBB2 site,
which was further enhanced upon Wnt3 exposure, whereas
ICG-001 treatment disrupted RNA polymerase II occupancy at
this site. This site is particularly important as transcription
factors such as ERRa and ER-a have been shown to compete
for binding to this site to activate or repress ERBB2 transcription (18, 38). In addition, recent data have established that
ERRa, b-catenin, and Lef1 form a transcriptionally active
complex to activate gene expression (53). Taken together, the
strong reduction of ERBB2 expression observed upon ablation
of b-catenin activity either through RNA interference or IGC001 is due to a disruption of the ERRa/b-catenin/CBP–dependent recruitment of RNA polymerase II to an intronic ERBB2
site that regulates ERBB2 transcription. Consistent with these
data, it has been previously shown that ICG-001 speciﬁcally


ERBB2-overexpressing ER tumor cells (SKBR3, HCC202, HCC1954; scale bar, 20 mmol/L). B, MTS proliferation assays were conducted on ICG-001–treated
and control human breast tumor cells as indicated. Data are normalized to values from parental cells. Error bars represent SEM of triplicates from
independent experiments;  , P < 0.01;   , P < 0.001; two-tailed t test versus DMSO control). C, ICG-001–treated tumor cells (48 hours) and relevant controls
were lysed and immunoblotted (IB) for the indicated proteins (15 mg of lysates). D, standard ChIP experiment in SKBR3 cells shows b-catenin and
RNA-PolII recruitment to the intronic ERBB2 site. Wnt3 exposure (100 ng/mL; 4 hours) increased b-catenin and RNA-PolII recruitment. ICG-001 (10 mmol/L;
48 hours) decreased RNA-PolII recruitment to the intronic ERBB2 site. Wnt3 increased, whereas ICG-001 decreased RNA-PolII occupancy on the ERBB2
promoter. Values were normalized against the control region and against the immunoglobulin G (IgG) control.
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interferes with the ability of b-catenin to form complexes with
CBP and Lef1 (54). The ICG-001–dependent reduction in GRB7
transcription can also be attributed to the fact that the
proximal promoters of GRB7 and other ERBB2 amplicon
components are also regulated by these b-catenin–containing
complexes (Supplementary Fig. S6D and S6E).
Collectively, this work highlights the relevance of the
ErbB2KI mouse strain as a preclinical model system of
ERBB2-positive breast cancer and provides novel insights into
b-catenin signaling in ERBB2-mediated breast cancer progression. These data further implicate b-catenin as a potential
target in ERBB2-positive breast cancer and show how the
inhibition of a speciﬁc function of b-catenin presents a novel
therapeutic approach that could improve the outcome of
patients with this disease.
Disclosure of Potential Conﬂicts of Interest
S.A. O'Toole has Commercial Research Grant from Novartis, honoraria from
Speakers Bureau of Lilly Oncology, and is a consultant/advisory board member of
Roche. M. Kahn has ownership interest (including patents) in Prism BioLab and
is a consultant/advisory board member of Prism BioLab. No potential conﬂicts of
interest were disclosed by the other authors.

Authors' Contributions
Conception and design: B. Schade, W.J. Muller
Development of methodology: B. Schade, V. Sanguin-Gendreau, V. Giguere, M.
Kahn, W.J. Muller
Acquisition of data (provided animals, acquired and managed patients,
provided facilities, etc.): B. Schade, V. Sanguin-Gendreau, T. Bui, G. Deblois,
S.A. O'Toole, E.K.A. Millar, S.J. Zardawi, E. Lopez-Knowles, R.L. Sutherland,
V. Giguere, W.J. Muller

Analysis and interpretation of data (e.g., statistical analysis, biostatistics,
computational analysis): B. Schade, R. Lesurf, V. Sanguin-Gendreau, G. Deblois,
S.A. O'Toole, S.J. Zardawi, V. Giguere, W.J. Muller
Writing, review, and/or revision of the manuscript: B. Schade, R. Lesurf,
V. Sanguin-Gendreau, S.A. O'Toole, E.K.A. Millar, M. Kahn, W.J. Muller
Administrative, technical, or material support (i.e., reporting or organizing data, constructing databases): B. Schade, V. Sanguin-Gendreau, E.K.A.
Millar, E. Lopez-Knowles, M. Hallett, W.J. Muller
Study supervision: V. Giguere, M. Hallett

Acknowledgments
The authors thank Morag Park and the Breast Cancer Functional Genomics
Group for using their Agilent Microarray platform; Cynthia Lavoie and Vasilios
Papavasiliou for mammary fat pad injections; Vi-Minh-Tri Su and Dr. Dongmei
Zuo for their histologic support; and Ken McDonald for assistance with ﬂow
cytometry analysis. The authors also thank Dr. Harvey Smith and Trisha Rao for
their critical comments and editorial assistance.

Grant Support
This work was supported by grants from Terry Fox Team 020002, NIH PO1
2PO1CA099031-06A1, CIHR MOP 93525 (W.J. Muller), and NIH MMHC grant. W.J.
Muller is supported by CRC Chair in Molecular Oncology. The National Health
and Medical Research Council (Program Grant 535903 to R.L. Sutherland;
Fellowship 427601 to R.L. Sutherland), the Cancer Institute New South Wales
(Translational Program Grant 10/TPG/1-04 to R.L. Sutherland, E.K.A. Millar, and
S.A. O'Toole); Sydney Catalyst Translational Research Centre 11/TRC/1-02 (R.L.
Sutherland); Fellowship 10/CRF/1-07 (S.A. O'Toole), the Australia and New
Zealand Breast Cancer Trials Group (S.A. O'Toole and R.L. Sutherland), the
Australian Cancer Research Foundation (R.L. Sutherland), the Sydney Breast
Cancer Foundation (S.A. O'Toole), the RT Hall Trust (R.L. Sutherland) and the
Petre Foundation (R.L. Sutherland).
The costs of publication of this article were defrayed in part by the payment of
page charges. This article must therefore be hereby marked advertisement in
accordance with 18 U.S.C. Section 1734 solely to indicate this fact.
Received October 21, 2012; revised March 28, 2013; accepted April 15, 2013;
published OnlineFirst May 29, 2013.

References
1.

Slamon DJ, Clark GM, Wong SG, Levin WJ, Ullrich A, McGuire WL.
Human breast cancer: correlation of relapse and survival with ampliﬁcation of the HER-2/neu oncogene. Science 1987;235:177–82.
2. Andrulis IL, Bull SB, Blackstein ME, Sutherland D, Mak C, Sidlofsky S,
et al. neu/erbB-2 ampliﬁcation identiﬁes a poor-prognosis group of
women with node-negative breast cancer. Toronto Breast Cancer
Study Group. J Clin Oncol 1998;16:1340–9.
3. Ursini-Siegel J, Schade B, Cardiff RD, Muller WJ. Insights from transgenic mouse models of ERBB2-induced breast cancer. Nat Rev
Cancer 2007;7:389–97.
4. Andrechek ER, Hardy WR, Siegel PM, Rudnicki MA, Cardiff RD, Muller
WJ. Ampliﬁcation of the neu/erbB-2 oncogene in a mouse model of
mammary tumorigenesis. Proc Natl Acad Sci U S A 2000;97:3444–9.
5. Polakis P. Wnt signaling and cancer. Genes Dev 2000;14:1837–51.
6. Daugherty RL, Gottardi CJ. Phospho-regulation of beta-catenin adhesion and signaling functions. Physiology (Bethesda) 2007;22:303–9.
7. Incassati A, Chandramouli A, Eelkema R, Cowin P. Key signaling nodes
in mammary gland development and cancer: beta-catenin. Breast
Cancer Res 2010;12:213.
8. Jho EH, Zhang T, Domon C, Joo CK, Freund JN, Costantini F. Wnt/
beta-catenin/Tcf signaling induces the transcription of Axin2, a
negative regulator of the signaling pathway. Mol Cell Biol 2002;22:
1172–83.
9. Roose J, Clevers H. TCF transcription factors: molecular switches in
carcinogenesis. Biochimica Biophysica Acta 1999;1424:M23–37.
10. Clevers H. Wnt/beta-catenin signaling in development and disease.
Cell 2006;127:469–80.
11. Lin SY, Xia W, Wang JC, Kwong KY, Spohn B, Wen Y, et al. Betacatenin, a novel prognostic marker for breast cancer: its roles in cyclin
D1 expression and cancer progression. Proc Natl Acad Sci U S A
2000;97:4262–6.

4486

Cancer Res; 73(14) July 15, 2013

12. Emami KH, Nguyen C, Ma H, Kim DH, Jeong KW, Eguchi M, et al. A
small molecule inhibitor of beta-catenin/CREB-binding protein transcription [corrected]. Proc Natl Acad Sci U S A 2004;101:12682–7.
13. Teo JL, Ma H, Nguyen C, Lam C, Kahn M. Speciﬁc inhibition of CBP/
beta-catenin interaction rescues defects in neuronal differentiation
caused by a presenilin-1 mutation. Proc Natl Acad Sci U S A 2005;
102:12171–6.
14. Schade B, Lam SH, Cernea D, Sanguin-Gendreau V, Cardiff RD, Jung
BL, et al. Distinct ErbB-2 coupled signaling pathways promote mammary tumors with unique pathologic and transcriptional proﬁles. Cancer Res 2007;67:7579–88.
15. Gentleman R, Carey V, Bates D, Bolstad B, Dettling M, Dudoit S, et al.
Bioconductor: open software development for computational biology
and bioinformatics. Genome Biol 2004;5:R80.
16. Dankort DL, Wang Z, Blackmore V, Moran MF, Muller WJ. Distinct
tyrosine autophosphorylation sites negatively and positively modulate
neu-mediated transformation. Mol Cell Biol 1997;17:5410–25.
17. Marcotte R, Smith HW, Sanguin-Gendreau V, McDonough RV, Muller
WJ. Breast cancer special feature: mammary epithelial-speciﬁc disruption of c-Src impairs cell cycle progression and tumorigenesis. Proc
Natl Acad Sci U S A 2012;109:2808–13.
18. Deblois G, Chahrour G, Perry MC, Sylvain-Drolet G, Muller WJ, Giguere
V. Transcriptional control of the ERBB2 amplicon by ERRalpha and
PGC-1beta promotes mammary gland tumorigenesis. Cancer Res
2010;70:10277–87.
19. Lopez-Knowles E, Zardawi SJ, McNeil CM, Millar EK, Crea P, Musgrove EA, et al. Cytoplasmic localization of beta-catenin is a marker of
poor outcome in breast cancer patients. Cancer Epidemiol Biomarkers
Prev 2010;19:301–9.
20. Millar EK, Graham PH, O'Toole SA, McNeil CM, Browne L, Morey AL,
et al. Prediction of local recurrence, distant metastases, and death

Cancer Research

b-Catenin Signaling in ErbB2 Mammary Tumorigenesis

21.

22.

23.

24.

25.

26.

27.

28.

29.
30.

31.

32.

33.
34.

35.

36.

after breast-conserving therapy in early-stage invasive breast cancer
using a ﬁve-biomarker panel. J Clin Oncol 2009;27:4701–8.
Cheang MC, Voduc D, Bajdik C, Leung S, McKinney S, Chia SK, et al.
Basal-like breast cancer deﬁned by ﬁve biomarkers has superior
prognostic value than triple-negative phenotype. Clin Cancer Res
2008;14:1368–76.
Zardawi SJ, Zardawi I, McNeil CM, Millar EK, McLeod D, Morey AL,
et al. High Notch1 protein expression is an early event in breast cancer
development and is associated with the HER-2 molecular subtype.
Histopathology 2010;56:286–96.
Blows FM, Driver KE, Schmidt MK, Broeks A, van Leeuwen FE,
Wesseling J, et al. Subtyping of breast cancer by immunohistochemistry to investigate a relationship between subtype and short and long
term survival: a collaborative analysis of data for 10,159 cases from 12
studies. PLoS Med 2010;7:e1000279.
Ursini-Siegel J, Hardy WR, Zuo D, Lam SH, Sanguin-Gendreau V,
Cardiff RD, et al. ShcA signalling is essential for tumour progression in
mouse models of human breast cancer. EMBO J 2008;27:910–20.
Andrechek ER, Laing MA, Girgis-Gabardo AA, Siegel PM, Cardiff RD,
Muller WJ. Gene expression proﬁling of neu-induced mammary tumors
from transgenic mice reveals genetic and morphological similarities
to ErbB2-expressing human breast cancers. Cancer Res 2003;63:
4920–6.
Herschkowitz JI, Simin K, Weigman VJ, Mikaelian I, Usary J, Hu Z, et al.
Identiﬁcation of conserved gene expression features between murine
mammary carcinoma models and human breast tumors. Genome Biol
2007;8:R76.
van Noort M, Meeldijk J, van der Zee R, Destree O, Clevers H. Wnt
signaling controls the phosphorylation status of beta-catenin. J Biol
Chem 2002;277:17901–5.
Blache P, van de Wetering M, Duluc I, Domon C, Berta P, Freund JN,
et al. SOX9 is an intestine crypt transcription factor, is regulated by the
Wnt pathway, and represses the CDX2 and MUC2 genes. J Cell Biol
2004;166:37–47.
Tetsu O, McCormick F. Beta-catenin regulates expression of cyclin D1
in colon carcinoma cells. Nature 1999;398:422–6.
Yan D, Wiesmann M, Rohan M, Chan V, Jefferson AB, Guo L, et al.
Elevated expression of axin2 and hnkd mRNA provides evidence that
Wnt/beta-catenin signaling is activated in human colon tumors. Proc
Natl Acad Sci U S A 2001;98:14973–8.
Khramtsov AI, Khramtsova GF, Tretiakova M, Huo D, Olopade OI, Goss
KH. Wnt/beta-catenin pathway activation is enriched in basal-like
breast cancers and predicts poor outcome. Am J Pathol 2010;
176:2911–20.
Bagaria SP, Ray PS, Wang J, Kropcho L, Chung A, Sim MS, et al.
Prognostic value of basal phenotype in HER2-overexpressing breast
cancer. Ann Surg Oncol 2012;19:935–40.
Dillon RL, Muller WJ. Distinct biological roles for the akt family in
mammary tumor progression. Cancer Res 2010;70:4260–4.
Hodgson JG, Malek T, Bornstein S, Hariono S, Ginzinger DG, Muller
WJ, et al. Copy number aberrations in mouse breast tumors reveal loci
and genes important in tumorigenic receptor tyrosine kinase signaling.
Cancer Res 2005;65:9695–704.
Siegel PM, Ryan ED, Cardiff RD, Muller WJ. Elevated expression of
activated forms of Neu/ErbB-2 and ErbB-3 are involved in the induction
of mammary tumors in transgenic mice: implications for human breast
cancer. EMBO J 1999;18:2149–64.
Ma H, Nguyen C, Lee KS, Kahn M. Differential roles for the coactivators
CBP and p300 on TCF/beta-catenin-mediated survivin gene expression. Oncogene 2005;24:3619–31.

www.aacrjournals.org

37. Neve RM, Chin K, Fridlyand J, Yeh J, Baehner FL, Fevr T, et al. A
collection of breast cancer cell lines for the study of functionally distinct
cancer subtypes. Cancer Cell 2006;10:515–27.
38. Hurtado A, Holmes KA, Geistlinger TR, Hutcheson IR, Nicholson RI,
Brown M, et al. Regulation of ERBB2 by oestrogen receptor-PAX2
determines response to tamoxifen. Nature 2008;456:663–6.
39. Sorlie T, Perou CM, Tibshirani R, Aas T, Geisler S, Johnsen H, et al.
Gene expression patterns of breast carcinomas distinguish tumor
subclasses with clinical implications. Proc Natl Acad Sci U S A
2001;98:10869–74.
40. Park SY, Lee HE, Li H, Shipitsin M, Gelman R, Polyak K. Heterogeneity
for stem cell-related markers according to tumor subtype and histologic stage in breast cancer. Clin Cancer Res 2010;16:876–87.
41. Sircoulomb F, Bekhouche I, Finetti P, Adelaide J, Ben Hamida A,
Bonansea J, et al. Genome proﬁling of ERBB2-ampliﬁed breast cancers. BMC Cancer 2010;10:539.
42. Staaf J, Jonsson G, Ringner M, Vallon-Christersson J, Grabau D,
Arason A, et al. High-resolution genomic and expression analyses of
copy number alterations in HER2-ampliﬁed breast cancer. Breast
Cancer Res 2010;12:R25.
43. Staaf J, Ringner M, Vallon-Christersson J, Jonsson G, Bendahl PO,
Holm K, et al. Identiﬁcation of subtypes in human epidermal growth
factor receptor 2–positive breast cancer reveals a gene signature
prognostic of outcome. J Clin Oncol 2010;28:1813–20.
44. DiRenzo J, Signoretti S, Nakamura N, Rivera-Gonzalez R, Sellers W,
Loda M, et al. Growth factor requirements and basal phenotype of
an immortalized mammary epithelial cell line. Cancer Res 2002;
62:89–98.
45. Zhang M, Behbod F, Atkinson RL, Landis MD, Kittrell F, Edwards D,
et al. Identiﬁcation of tumor-initiating cells in a p53-null mouse model of
breast cancer. Cancer Res 2008;68:4674–82.
46. Wagh PK, Gray JK, Zinser GM, Vasiliauskas J, James L, Monga SP,
et al. b-Catenin is required for Ron receptor-induced mammary tumorigenesis. Oncogene 2011;30:3694–704.
47. Damsky WE, Curley DP, Santhanakrishnan M, Rosenbaum LE, Platt
JT, Gould Rothberg BE, et al. b-Catenin signaling controls metastasis
in Braf-activated Pten-deﬁcient melanomas. Cancer Cell 2011;20:
741–54.
48. Mita AC, Mita MM, Nawrocki ST, Giles FJ. Survivin: key regulator of
mitosis and apoptosis and novel target for cancer therapeutics. Clin
Cancer Res 2008;14:5000–5.
49. Li X, Gonzalez ME, Toy K, Filzen T, Merajver SD, Kleer CG. Targeted
overexpression of EZH2 in the mammary gland disrupts ductal morphogenesis and causes epithelial hyperplasia. Am J Pathol 2009;175:
1246–54.
50. Margueron R, Li G, Sarma K, Blais A, Zavadil J, Woodcock CL, et al.
Ezh1 and Ezh2 maintain repressive chromatin through different
mechanisms. Mol Cell 2008;32:503–18.
51. Simon JA, Kingston RE. Mechanisms of polycomb gene silencing:
knowns and unknowns. Nat Rev Mol Cell Biol 2009;10:697–708.
52. Willert K, Jones KA. Wnt signaling: is the party in the nucleus? Genes
Dev 2006;20:1394–404.
53. Dwyer MA, Joseph JD, Wade HE, Eaton ML, Kunder RS, Kazmin D,
et al. WNT11 expression is induced by estrogen-related receptor alpha
and beta-catenin and acts in an autocrine manner to increase cancer
cell migration. Cancer Res 2010;70:9298–308.
54. Wend P, Runke S, Wend K, Anchondo B, Yesayan M, Jardon M, et al.
WNT10B/beta-catenin signalling induces HMGA2 and proliferation in
metastatic triple-negative breast cancer. EMBO Mol Med 2013;5:
264–79.

Cancer Res; 73(14) July 15, 2013

4487

Published OnlineFirst May 29, 2013; DOI: 10.1158/0008-5472.CAN-12-3925

β-Catenin Signaling Is a Critical Event in ErbB2-Mediated Mammary
Tumor Progression
Babette Schade, Robert Lesurf, Virginie Sanguin-Gendreau, et al.
Cancer Res 2013;73:4474-4487. Published OnlineFirst May 29, 2013.

Updated version
Supplementary
Material

Cited Articles

E-mail alerts
Reprints and
Subscriptions
Permissions

Access the most recent version of this article at:
doi:10.1158/0008-5472.CAN-12-3925
Access the most recent supplemental material at:
http://cancerres.aacrjournals.org/content/suppl/2013/06/10/0008-5472.CAN-12-3925.DC1.html

This article cites by 54 articles, 30 of which you can access for free at:
http://cancerres.aacrjournals.org/content/73/14/4474.full.html#ref-list-1

Sign up to receive free email-alerts related to this article or journal.
To order reprints of this article or to subscribe to the journal, contact the AACR Publications Department at
pubs@aacr.org.
To request permission to re-use all or part of this article, contact the AACR Publications Department at
permissions@aacr.org.

Downloaded from cancerres.aacrjournals.org on October 23, 2013. © 2013 American Association for Cancer Research.

