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Abstract

A significant progress has been made in describing cellular hierarchy and the stem cell 
niche in the human mammary gland. Mammary stem and progenitor cells exist in two 
different states: epithelial-like and mesenchymal-like. Several features of the mammary 
stem cells predispose them to play a critical role in breast cancer initiation, progression 
and metastasis. Signaling pathways contributing to the self-renewal, such as Wnt, Notch, 
Hh and BMP, have been shown to be linked with breast cancer stem cells. Furthermore, 
biomarkers connected with stemness, such as CD44, CD24, EpCAM and ALDH1, have 
been identified and used to characterize these cells. Additionally, many different miRNA 
families and microenvironmental factors were shown to regulate a lot of cancer stem cells 
properties and maintain their stemness. All these findings have started a new era of breast 
cancer research. In present breast cancer, stem cells have become the targets of breast 
cancer therapy, although the tests are mainly on the basic stage level. Since the cancer 
stem cells are able to escape chemotherapy and are resistant to drugs, radiotherapy and 
apoptotic processes, the therapeutic targeting is mostly concentrated on the disruption 
of survival signaling pathways and the use of modern technology, like nanotechnology.

Keywords: cancer stem cells, breast cancer, MaSC, BCSCs, stem cell niche, 
miRNA, EMT

1. Introduction

As most epithelia, mammary epithelium continuously replaces dead or damaged cells during 
the whole life of an animal and this process called tissue homeostasis is critical for adult tis-
sues maintenance. Typically, epithelial tissue homeostasis is maintained through the presence 
of stem cells (SC). They are functionally defined in connection with their ability to self-renew 
and differentiate into cell lineages of their original tissue [1–3]. Mammary stem cells (MaSC) 
are capable of generating the complex bilayer system of the mammary epithelium composed 
of basal (myoepithelial) and luminal (secretory) epithelial cells. In addition, there are mesen-
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chymal stem cells (MSCs), representing the stromal (fat pad) part of this organ [1]. According 
to current knowledge, scientists had made the model of SC mitotic division, which can be 
symmetric or asymmetric. During symmetric division, stem cell gives two daughter stem cells 
and it allows for the expansion of stem cell population. When a stem cell undergoes asym-
metric division, one stem cell is obtained maintaining the self-renewal properties, whereas 
the another cell is called a progenitor cell. Progenitor cells have a more restricted potential 
in terms of their renewal and differentiation. Progenitor cells also have limited proliferation 
capacity and can undergo senescence [1, 2].

Several features of MaSC make them plausible sites for breast cancer (BC) initiation. Breast 
cancer is a potentially life-threatening malignant tumor that still causes high mortality among 
women. Decreasing mortality rates has been achieved, that is, by efficient screening strate-
gies [4]. Still, BC is ranked on the second place among cancer types regarding mortality [5]. It 
has been estimated that approximately 1.3 million females develop BC each year with around 
465,000 expected to succumb to the disease [6–8]. MaSC have been postulated to underlie the cel-
lular heterogeneity observed in human breast cancers due to their preserved replicative capacity 
and differentiation potential, resulting in prolonged life span and thus increased probability of 
harboring and accumulation of mutations [9, 10]. The cancer stem cell (CSC) fraction typically 
constitutes 1–5% of the tumor size [8, 11]. In the healthy human mammary gland, SC account for 
approximately 8% of the cells [12]. The concept of CSC has led to the development of new theo-
retical models explaining the cellular origin of cancer [13, 14]. One theory, called the stochastic 
theory, claims that every single cell can potentially become cancerous in the appropriate micro-
environment. However, differentiated cells are probably unable to accumulate a sufficient num-
ber of mutations in order to become neoplastic because of their shorter life span. Second theory, 
called the hierarchy (CSC) theory, suggests that CSC are more likely to initiate the tumor, as 
they have longer life span, increased migratory and proliferative potential and advanced DNA 
repair mechanisms. Since it is more probable that these two models coexist, a dynamic version 
of the CSC model has been developed, suggesting that within the tumor hierarchy, differenti-
ated tumor cells may undergo dedifferentiation as a result of microenvironmental influences. In 
addition to the generation of cells with stem-like properties, the tumor microenvironment is also 
involved in the preservation of the established CSC subpopulation [15, 16].

Increasing evidence demonstrates that CSC play a critical role not only in BC initiation, but 
also in progression and metastasis [13]. Accumulating evidence indicates that the local recur-
rent and/or distant metastatic tumors, which constitute the major causes of lethality in the 
clinic, are related to the aggressive phenotype of a small fraction of cancer stem cells, tumor-
initiating cells (TICs) or cancer metastasis-initiating cells (CMICs) [17].

Breast cancer stem cells (BCSCs) are able to escape chemotherapy due to elevated expression 
of ABC transporters that enable them to efflux some chemotherapeutic drugs [13]. They are 
resistant to apoptosis (they also express high levels of anti-apoptotic proteins, such as sur-
vivin and Bcl-2) and show drug resistance [11]. In addition, the activity of BCSCs can enhance 
and the ratio of side population can increase after radiation treatment. Furthermore, BC has 
capability to resist radiotherapy [17–19]. Therefore, it has been suggested that BCSCs might 
be responsible for tumor regrowth and the development of drug resistance [2, 13, 17].
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Identification of BCSCs represents a major step forward in elucidation of the BC tumor hier-
archy and has started a new era of breast cancer research. Still, in present, there is no uniform 
approach, which would allow for a quick and simple detection of BCSCs in solid tumors. 
Therefore, a lot of scientific studies are focused on targeting BCSCs in BC therapy in different 
ways, using the current knowledge about those cells. For example, BCSCs are characterized 
by the activation of stemness-related pathways, such as the Notch and Wnt pathways and by 
the expression of certain stem cell markers. Since CSC are highly resistant to chemotherapy, 
additional treatment of BC patients with BCSC-specific drugs and inhibitors, which target the 
Wnt or Notch pathway, respectively, will be required [2].

2. The concept of stem cell hierarchy in the mammary gland

The mammary epithelial tissue forms a highly organized branched bilayered ductal network 
consisting of basal myoepithelial cells and luminal (secretory) epithelial cells [1, 20]. Distinct 
markers characterize luminal and basal cells. Luminal cells express cytokeratins (CKs) 8/18 
and 19, as well as other molecular markers, such as MUC1, GATA3 and CD24. Basal myoepi-
thelial cells express CK14 (50 kDa), CK5 (58 kDa) and CK17 (46 kDa), as well as smooth muscle 
actin (SMA) and vimentin [21]. Numerous scientific reports have provided evidence of exis-
tence of a much more complex mammary epithelial hierarchy, which is responsible for tissue 
growth and maintenance during periods of development and homeostasis [20]. Mammary 
cell proliferation, turnover and tissue regeneration are functions of MaSC [21, 22]. To present 
the idea in a simplified model, progenitor cell lineages are derived strictly from bi-potent or 
multi-potent stem cells. Then, they divide and differentiate into the epithelium of adult mam-
mary gland composed of both matured luminal and basal cells [23] (Figure 1A). The scientists 
have identified different subpopulations of cells in human and mouse mammary gland, using 
cell sorting techniques [20]. Subsets of mammary epithelial cells (MEC) were characterized 
using different surface markers. Accordingly, CD24 and EpCAM are known to be the luminal 
cell markers and CD49f and CD29 are the basal cell markers. This diversification is invariably 
used in classifying of luminal and basal MEC populations.

The perspective of MaSC isolation, which then were be able to give rise to an entire mammary 
epithelial tree upon transplantation of a single stem cell [24, 25] and the phenotypic identifica-
tion of several mammary epithelial progenitor cell (MaPC) populations [26, 27], has enhanced 
our current understanding of the differentiation hierarchy [28]. Furthermore, in vivo genetic 
tracing experiments have shown that both cell types contribute to morphogenesis in puberty 
and pregnancy and ductal maintenance in the adult gland [28].

To characterize MaSC, a clear distinction between normal stem cells and tumor stem cells 
must be made. Emerging evidence suggests that normal breast cells, as well as breast cancer 
stem and progenitor cells, exist in two different states, epithelial-like and mesenchymal-like 
[27, 29, 30] (Figure 1B). Recent studies revealed that in the case of human BCSCs, epithelial-
like stem cells express aldehyde dehydrogenase (ALDH+), whereas mesenchymal-like stem 
cells are characterized by CD44⁺/CD24⁻ surface expression [29, 31–33].
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Figure 1. The simplistic draft of hierarchical model of human mammary gland stem cells (A) and correlation of stem 
cells with breast cancer (BC) subtypes (B). Bi-potent or multi-potent stem cells (with self-renewal ability) give rise to 
lineage-restricted bi-potent progenitor cells. These progenitors then divide and differentiate into the mature luminal 
(ductal and alveolar) and basal cells of the adult mammary epithelium. Cells are characterized with expression of 
different surface markers—which allow for phenotypic identifying of the subpopulations. Normal mammary stem 
cells (MSC) must be distinguished from tumor stem cells (BCSCs). Deregulation of MaSC self-renewal may contribute 
to preneoplasia of mammary gland. In particular, deregulation of conserved signaling pathways, such as Wnt, Notch 
and hedgehog, is linked with oncogenesis. Breast tumors are divided into hypothetical subtypes according to different 
profiles and different origins of cells. We can find following subtypes: normal-like/claudin low, luminal and basal-
like and overexpressing HER2. Luminal progenitors cells (A and B) are mostly associated with good prognosis, those 
with HER2 overexpressing, also with luminal features, but usually associated with poor survival. Basal-like (the most 
heterogeneous) origin from luminal progenitors cells and those tumors are the most aggressive and with tendency to 
exhibit triple-negative phenotype. Additionally, those tumors are highly associated with BRCA1 gene mutations.
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3. MaSC and BCSC markers

The approaches to BCSC isolation at present include the following: surface marker sorting, 
aldehyde dehydrogenase activity assay, flow cytometry sorting side population, etc. [8]. 
CD44, CD24 and ALDH1 are the most commonly used biomarkers to identify the BCSC frac-
tion [31]. Two proteins, CD44 and CD24, were found in 2003 to be useful markers to distin-
guish tumor-initiating cells (TICs) from non-tumorigenic cells in BC [2].

CD44 (hyaluronan-binding transmembrane protein) is expressed in different isoforms and 
can have different glycosylation patterns [34]. Its smallest form (CD44s) is expressed in 
many cells, whereas its variant forms (CD44v) are particularly found in cancer cells. CD44v 
is involved in EMT, cellular migration, transendothelial migration and extravasation and it 
supports many cellular activities required to initiate tumor growth and metastasis [2, 34]. 
CD24 (heavily glycosylated membrane protein) downregulation may be required to prevent 
its interference with CD44-dependent invasiveness [35], though the underlying mechanism 
is not clear since CD24 also has tumor-promoting effects [2, 36]. The gene expression profile 
associated with CD44+/CD24− cells was demonstrated to correlate with a worse prognosis in 
BC [33] and approximately one-third of all circulating BC cells in the blood of BC patients is 
CD44+/CD24− [37]. CD44+/CD24− phenotype of cell surface markers has an increased ability 
to form tumors in immunosuppressed mice than the bulk of the tumor cells [38]. Maycotte 
et al. had analyzed CD24 and CD44 expression in MCF7 and MDA-MB-468 cell lines using 
assay based on flow cytometry. Analysed cells showed different levels of autophagic flux 
(“autophagic flux” is defined as the activity of autophagic degradation, which comprises 
autophagosomes formation, transportation of substartes and lysosomic degradation) [39]. 
CD24 expression was decreased in cells with low autophagic flux in both cancer cell lines. 
Similar results were obtained in cells expressing shRNA for ATG7 or BECN1, as these cells also 
showed low expression of CD24, whereas the expression of CD44 remained stable. Presented 
results indicate that cells with decreased autophagic activity have declined CD24 expression. 
These results suggest that autophagy can selectively regulate CSC maintenance in autophagy-
dependent breast cancer cells. It has been widely predicted that a quality control mechanism, 
like autophagy, is important for maintaining normal and cancer stem cell homeostasis [7, 38].

Palmer et al. [40] proposed a stem gene pluripotentiality signature as an indicator of the 
tumor grade in a variety of solid tumors, including BC. In addition to tissue samples, BCSC 
subpopulations have also been identified ex vivo within individual cultured BC cell lines. In 
triple-negative BC cell lines, CD44+/CD24−/low BCSCs were further classified into two subcat-
egories: the CD44high/CD24− mesenchymal-like basal B and the CD44high/CD24low epithelioid 
basal A, which displayed stronger tumor-initiating properties [15].

Recent data suggest that CD44 and CD24 may not be sufficient to distinguish the cancer cell 
subpopulation with CSC/TIC activity, so other proteins, like ALDH1 (aldehyde dehydro-
genase 1) and EpCAM (epithelial cell adhesion molecule), may also be required for cancer 
cells to develop tumor-initiating potential [2]. Members of ALDH1 family ALDH1A1 and 
ALDH1A3 are thought to be the most important for stem cell activity in cancer cells [41]. 
Recently, ALDH1 expression has been linked to the expression of RhoC [15, 42], a GTPase 
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known to be involved in metastasis. ALDH1-positive breast cancer cells could be identified 
by the ALDEFLUOR assay and they showed stem-like and tumor-initiating activities [15]. 
In the abovementioned experiment of Palmer et al. [40], distinct ALDEFLUOR-positive sub-
groups with stem cell characteristics have been shown to exist in eight BC cell lines and a 413 
gene-specific molecular signature characterizing these BCSCs was determined by microarray 
analysis.

EpCAM, a transmembrane protein, was considered to be a cellular adhesion molecule until 
it was discovered that it is able to activate c-myc involved in maintenance of stemness [36]. 
The level of EpCAM expression may be critical for defining stem cells. Recent reports dem-
onstrated that BCSC activity is associated with low EpCAM expression, whereas luminal or 
basal cells showed either high or no expression of EpCAM, respectively [43].

The aforementioned epithelial-like and mesenchymal-like BCSCs have been shown to inter-
convert from one type to another, presumably depending on the tumor phase and require-
ments [31]. The use of CD49f as an additional marker for the detection of BC cells lacking 
CK8/18/19 expression has been shown to possibly enhance the detection of circulating tumor 
cells (CTCs) involved in EMT-associated processes, such as drug resistance and metastasis 
[44]. CD44+/CD24− cells express epithelial-mesenchymal transition (EMT) genes [17], display 
a quiescent phenotype and are localized in the tumor periphery, possibly promoting tumor 
spreading. The characteristic pattern of surface markers expression (CD44+/CD24−/low) was 
found mostly in molecular subtype of breast tumors presenting low expression of claudin. It 
is accompanied by EMT-associated genes, like N-cadherin, FoxC2 and Zeb [17]. In contrast, 
ALDH1+ cells are situated within the tumor. They are typical epithelial cells, expressing mes-
enchymal-epithelial transition (MET) genes and high rate of proliferation, which can influ-
ence tumor progression. All these subpopulations are similarly expressing a large number 
of genes, which were confirmed by high-throughput gene expression profiling (microarray 
analyses). BCSCs are suggested to have hallmarks of both types of normal MaSCs, epithe-
lial (EpCAM+/CD49f+) and mesenchymal (EpCAM−/CD49f+). According to research results, 
BCSCs with phenotype ALDH1+/CD44+/CD24- are more aggressive and exhibit big meta-
static potential. In the immunosuppressed mice, it was possible to induce tumor growth using 
just a few ALDH1+/CD44+/CD24- cells [31].

In human breast tumor cells, phenotype CD44+/CD24low is connected with basal-like tumors, in 
particular with inherited BRCA1 BC. Additionally, the cells are expressing the CD49f marker 
and their status is CK5/14high EGFRhigh and ERlow, PRlow, HER-2low. It is worth noting that basal-like 
tumors are often linked to poorer prognosis. The occurrence of the CD44+/CD24low phenotype 
was found to be lower in tumors of luminal type and particularly HER-2+ tumors, irrespective 
of ER status [11]. Results of a different study demonstrated the presence of BCSC subtypes in a 
CTCs population, in peripheral blood samples taken from 30 patients. In total number of 1439 
CTCs, 35% of the CTCs in 2/3 patients displayed the CD44+/CD24−/low phenotype, while 17.7% 
CTCs selected in seven patients revealed phenotype ADLH1high/CD24−/low [45].

β1-integrin subunit (CD29) has also been implicated in the phenotypic characterization 
of BCSCs. It has been shown that BRCA1 mutant cancer cell lines contain CD24+CD29+ or 
CD24+CD49f+ cells, with increased proliferation and colony-forming ability [15].
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In BCTCs epithelial markers expression is routinely detected and therefore, many isolation 
techniques are based on the use of specific antibodies, like EpCAM and MUC1. For exam-
ple, for EpCAM identification, the most popular tests are CellsearchTM system (Veridex LLC, 
Raritan, NJ, USA) approved by the US Food and Drug Administration, the herringbone chip, 
the AdnaTest breast cancer detection kit, fluorescence-activated cell sorting (FACS) analysis 
and the microfluidic technology. Apart from the peripheral blood, BCSCs have also been iso-
lated directly from the primary or metastatic tumors of breast cancer patients [31].

Other techniques used for stem cell isolation are 3D cultivation in cell cultures spheroids. 
Stem cells are detectable by light microscopy as small and light cells (SLC) and have the 
ability to maintain DNA staining (using BrdU) due to their low proliferative activity [46]. 
However, it was shown that only 15% of [3H] thymidine-positive cells are also positive for one 
of the two stem cell markers p21CIP1 or Musahi-1 (MSi-1) [47].

The next marker worth mentioning is CD133 (prominin-1). Hematopoietic progenitors and 
adult stem cells normally express this transmembrane glycoprotein. It is a well-established 
melanoma and brain CSC marker. In addition, the expression of CD133 has been also detected 
in BCSCs and has been associated with resistance to chemotherapy in BC biopsies [48]. 
Furthermore, distinct CD44+/CD24− and CD133+ subpopulations with CSC characteristics have 
been detected in BRCA1 breast tumors, while CD44posCD49fhiCD133/2hi cells were character-
ized by xenograft-initiating capacity in estrogen receptor–negative BC [15]. Co-expression 
of stem (ALDH1) and EMT (TWIST) markers has been demonstrated in CTCs from patients 
with early and metastatic BC. The majority of CTCs expressing the SC marker CD133 also 
co-expressed the EMT marker N-cadherin and vice versa. The expression of CD133 in CTCs 
of BC patients has been suggested to promote chemoresistance [15]. Basal-type breast tumors 
with elevated SLUG expression were shown to overexpress stem-like genes, including CD133 
[20]. Additional studies revealed that BC overexpressing SLUG display increased proportions 
of CD44+/CD24− CSCs, suggesting that transcriptional programs induced by SLUG promote 
stemness [49].

Activation of some genes is proposed to be associated with stem cell phenotypic character-
istics, for example, Sox2 gene (a transcription factor involved in the maintenance of pluri-
potency of undifferentiated embryonic stem cells) [15]. Activation of this gene is typical for 
early steps of BC development and characterizes tumors with basal-like phenotype. Increased 
expression of Sox2 is analyzed as prognostic predictor of BC. Also, mutations in p53 are repre-
sentative for BC with stem cell-like patterns. It is suggested that loss of p53 function promotes 
dedifferentiation and is positively selected during tumor progression [15, 50].

4. The role of microenvironment in BC progression: stem cell niche

Stem cell niche refers to a microenvironment in which stem cells reside. The anatomical niche 
for SC is composed of different compartments [51]. Signals from surrounding cells (stromal 
cells, a specific type of fibroblast which interacts with the stem/progenitor cells via surface 
receptors, gap junctions, cytokines, growth factors, hormones, etc.) and extracellular matrix 
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(ECM) seem to be involved in regulation of SC activity, regulation of SC renewal and sur-
vival [1]. Since mammary gland is an endocrine-responsive organ, many hormonal factors 
are analyzed also in connection with stem cells, for example, the biological influence of E2 
and P on the compartment of stem and progenitor cells is largely unknown. However, it is 
assumed that the stem cells are estrogen receptor (ER) negative, whereas the progenitor cells 
are ER positive [2]. The role of BRCA1 gene in human ER− stem/progenitor cell differentiation 
into ER + luminal epithelial cells has been revealed in the latest scientific findings [11]. ER− 

stem cell transition into ER+ progenitor cells is precluded by BRCA1 deletion. Studies dem-
onstrated that women with heterozygous mutations in the BRCA1 gene are more susceptible 
to breast and ovarian cancers and the tumors formed were mostly of basal-like phenotype, 
showing characteristic deficiency of ER, PR and HER-2 receptors.

As mentioned above, deregulation of the microenvironmental homeostasis of normal SC is 
suggested to contribute to their neoplastic transformation [52]. The activation of the EMT 
program has been associated with the acquisition of SC traits by normal and neoplastic cells 
[15]. Transcription factors involved in EMT (e.g. Snail, Twist and Zeb) have also been found 
to induce SC properties in human mammary carcinoma cells [15]. Environmental cues from 
signaling molecules, which induce EMT in BC such as IL-6, can promote pluripotency in 
breast cancer cells via a positive feedback loop including NF-kB, Lin28 and Let-7 miRNA [15].

5. miRNA and stem cells in breast cancer

MicroRNAs are negative regulators of genes, repressing expression at the posttranscriptional 
level [53]. They also regulate various properties of CSC, including self-renewal, differentia-
tion, proliferation and fate determination, by affecting several key signaling pathways at the 
molecular level. Many different miRNA families have already been connected with suppress-
ing/promoting cancer cells. For example, miR-125a is known tumor suppressor in bulk tumor 
cells of BC origin [53, 54]; however, it has been shown that miR-125a plays a different role 
in breast epithelial SC, which is cancer promotion [53]. MicroRNA profiling of BCCSs indi-
cated that miR-200c, miR-203 and miR-375 expression was significantly inhibited, whereas 
the expression of miR-125b, miR-100, miR-221 and miR-222 was most notably enhanced 
[55]. Expression analysis of miRNAs in both normal mouse and human mammary tissue has 
revealed three conserved clusters of miRNAs, miR-200C-141, miR-200b-200a-429 and miR-
183-96-182, that appear to be downregulated in MaSC and putative BCSCs [56, 57]. In humans, 
miR-93 level was significantly higher in luminal progenitor cells than in the MaSC-enriched 
population and overexpression of this miRNA biased these cells toward a luminal fate [58].

MiR-200 family serves as a key mediator of CSC due to its prominent role as an EMT regulator. 
These family members are downregulated in BCCSs due to epigenetic alternation, in compar-
ison with non-tumorgenic cancer cells [59]. Downregulation of miR-200 expression expands 
the SC compartment and promotes BC progression. The tumor suppressor p53, which can 
activate miR-200c by direct binding to miR-200c promoter sites, is reported to regulate both 
EMT and CSCs [60]. Similar results were obtained in the case of miR-22, a strong inhibi-
tor of miR-200 promoter demethylation, which is connected with tumor invasiveness and 
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metastatic properties [59]—therefore, miR-22 is a crucial epigenetic modifier and promoter 
of EMT and cancer stemness toward metastasis [61]. In addition to miR-200 family, miR-21 
and MiR-302/369 have also been proposed to regulate EMT and CSC. In BC, the depletion of 
miR-21 expression leads to reversal of EMT and decreased CSC numbers through inactivation 
of AKT/ERK pathway [60]. MiR-302/369 cluster members can directly target EMT genes, like 
TGF-beta receptors or the RhoC and the downregulation of miR-302/369 promotes the switch 
of fibroblasts into somatic stem cells [60].

miRNAs can also regulate the breast cancer cell interactions with other cells by affecting cer-
tain genes, for example, Tac1 gene, linked to BC, regulates breast cancer cell interaction with 
the mesenchymal stem cells. Three miRNAs—miR-130a, miR-206 and miR-302a—have been 
shown to regulate Tac1 expression and their action against Tac1 may affect quiescence of 
breast cancer cells in the marrow cavity [11].

6. Signaling pathways regulating MaSC and contributing 

to the etiology of breast cancer

Wnt (wingless), Hh (hedgehog), Notch and BMP/TGF-β (bone morphogenetic proteins/trans-
forming growth factor β) signaling pathways contribute to the self-renewal of stem and/or 
progenitor cells in a variety of organs. When deregulated, these pathways can contribute to 
oncogenesis [59].

The Notch pathway has been shown to play a particular role in MaSC expansion [62, 63] and 
promotes BC progression by supporting EMT [11, 64]. Overexpression of the Notch pathway 
components has been linked to decreased survival of BC patients [65]. In a large propor-
tion of BCs, epigenetic mechanisms that activate Notch signaling were related to the role 
of miR-146a, which targets NUMB, a negative regulator of Notch [59]. Inhibition of Notch1 
with specific antibodies significantly reduced the CD44+CD24−/low subpopulation (BCSCs) and 
diminished the incidence of brain metastases from BCC.

β-Catenin, a downstream target of Wnt signaling pathway, has been identified as a crucial sur-
vival signal for MaSC and a balance modulator between differentiation and stemness in adult 
stem cell niche in the mammary gland [59]. Overexpression of Wnt in mouse mammary glands 
can also lead to increased mammary tumor formation. Such tumors contain cells of both basal/
myoepithelial and luminal phenotypes, suggesting an origin from a common precursor [11, 59].

In the hedgehog pathway, Patched (PTCH) transmembrane protein is a receptor for the 
hedgehog family of signaling molecules (Sonic-Shh, Indian-Ihh and Desert-Dhh) [59] and 
has been connected to early embryonic tumorigenesis [11]. PTCH constitutively represses Hh 
pathway activity through its interaction with a transmembrane protein Smoothened (SMO) 
[59]. Overexpression of these pathway components, that is, Shh, Ptch1 and Gli1, has been 
found in majority of human BCs.

Furthermore, studies demonstrated that EMT stimulation by TGF-β co-occurs with BCSC 
formation [66]. BCSCs with CD44+/CD24−/low phenotype show increased expression of many 
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genes which are known to be TGF-β targets and they are typical for mesenchymal and migra-
tory cell type. In one of the experiments, when MDA-MB-231 cells (model of BC) were injected 
to athymic mice, the change in TGF-β actions was observed. The cancer-promoting actions 
(tumorgenic and metastatic) of TGF-β were counteracted by BMP7 or BMP2/7 heterodimer 
[59], which diminished Smad signaling pathway activity and increased cancer cell invasive-
ness. Additionally, the activity of pro-survival and anti-apoptotic pathways is often increased 
in CSCs. Typically, for example, JAK/STAT pathway is highly activated [59].

7. Ways of targeting cancer stem cells: pharmacological agents

Although targeting BCSCs brings hope for future treatment of BC and is widely tested on the 
basic research level, a disproportionally limited number of clinical trials evaluating the effect 
of treatment on the expression of BCSC biomarkers are in progress [31].

Among the tested treatment approaches are those regulating the activity of signaling path-
ways. The targeting of BCSCs involves the disruption of BCSC survival signaling pathways 
(i.e., Notch, HER2, hedgehog, Wnt, PI3K/Akt/mTOR, interleukin 8, TGF-beta) [31]. Targeting 
Notch signaling has become a promising field in the treatment of stem cells in breast cancer. 
By inhibiting the Notch pathway, the CSC population can be reduced along with improved 
responses to chemotherapy [67]. Several inhibitors of Wnt signaling molecules are under 
investigation with reference to several cancers [68]. For example, inhibition of the Notch sig-
naling pathway by γ-secretase inhibitors (GSI) has been shown to reduce the pool of BCSCs 
[15, 62]. GSI and other drugs that interfere with the Notch pathway are currently under con-
sideration as new options to treat BC [65]. Because there is a link between the Notch and Her2-
dependent pathways [69], blocking either of them was found to affect CSC survival. Hence, 
Her2 inhibitors, such as trastuzumab, may be potential additional drugs suitable for targeting 
CSC [70]. Several scientific groups have exploited cyclopamine (SMO signaling inhibitor), to 
inhibit the Hh cascade, thereby inhibiting the growth, invasion and metastasis of breast, pros-
tatic, pancreatic and brain malignancies both in vitro and in vivo [71]. PKF118-310, an inhibitor 
of Wnt signaling pathway, was recently reported to eliminate BCSCs in a HER2 overexpress-
ing mouse model. Vismodegib, GDC-0449, a hedgehog inhibitor, can block tumor growth 
in tamoxifen-resistant BC xenografts [31]. Everolimus (RAD001), an inhibitor of PI3K/Akt/
mTOR pathway, halted tumor growth of SC in primary breast cancer cells and cell lines and 
was particularly effective when administered in combination with docetaxel [72].

The resistance of BCSCs to chemotherapeutic drugs leads to the reconstitution of the ini-
tial tumor cell population and disease progression [15]. Conventional therapies targeting the 
tumor bulk have proven insufficient for the eradication of CSC. For example, conventional 
therapies based on mitotic interference of taxanes (paclitaxel and docetaxel) [73] do not tar-
get the subpopulation of quiescent CSC in a tumor. Bhola et al. [74] reported that paclitaxel 
increased IL-8 expression by autocrine TGF-β signaling and enriched CSC. Interestingly, 
Gupta et al. reported that SAL, a polyether antibiotic widely used in veterinary medicine, is a 
potent agent able to selectively target BCSCs and to inhibit mammary tumor growth in vivo 
[43]. Since autophagy promotes the maintenance of BCSCs [75], SAL can inhibit autophagy 
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and lysosomal proteolytic activity in both BCSCs and cancer cells [76]. It also acts as an inhibi-
tor of potassium ionophore in Wnt signaling.

Another therapeutic approach is blocking the ABC transporters expressed in most CSC [13]. 
For instance, tyrosine kinase inhibitors (TKIs) act by binding to ATP and preventing it from 
binding to the ATP-binding site of several oncogenic tyrosine kinases. It has been reported 
that some TKIs, such as nilotinib (Tasigna), can efficiently reduce the activity of ABCB1 and 
ABCG2 transporters. Apatinib (YN968D1) was tested on breast cancer cell lines and in xeno-
graft models of breast cancers overexpressing ABCG2 and/or ABCB1. In combination with 
paclitaxel, it significantly increased the activity of paclitaxel in the animal models. The thera-
peutic use of ABC transporters inhibitors has failed so far because of the toxicity issues [13].

One of the most recent innovative approaches in breast cancer therapy is the recruitment of 
normal stem cells for the eradication of tumor cells. It has been pointed that mesenchymal 
stem cells (MSCs) have “tumor tropism,” which means that they show the ability of migra-
tion not only toward the sites of inflammation or injury, but also importantly to the tumor 
microenvironment.

Other tested options include the following: targeting of CSC metabolic pathways, the use of 
miRNAs, the use of small inhibitors as salinomycin, cancer immunotherapy, drugs involved 
in the treatment of noncancer diseases and nanotechnology (nanodrugs can easily accumulate 
within tumor sites due to their enhanced vascular permeability) [31].

8. Conclusions

Scientific findings from breast cancer studies have revealed that the SC content in breast 
tumor correlates with its invasiveness and the outcome of the disease. The resistance of 
BCSCs to chemotherapeutic drugs and other conventional BC therapies has led scientists to 
move toward establishment of novel therapeutic approaches. Current knowledge about BCSC 
characteristics and regulators still allows only for evaluation of those therapies on an experi-
mental level of preclinical studies. The most efficient cancer treatment protocols remain to be 
established on the basis of simultaneous targeting of BCSCs and bulk tumor cells. Therefore, 
there is still a great need for profound studies, which would extend our knowledge about 
stem cells and the interplay between these cells and tumor microenvironment. Looking at the 
practical aspects of BCSC usage one of the biggest challenges that still need to be resolved is 
the isolation of their population from the patients’ blood.
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ATG7 Autophagy-related protein 7
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Bcl-2 B-cell lymphoma 2 protein

BCSCs Breast cancer stem cell

BECN1 Beclin1

BMP/TGF-β  Bone morphogenetic proteins/transforming growth factor β signaling 
pathway

BMP2 Bone morphogenetic protein 2

BMP7 Bone morphogenetic protein 7

BRCA1 Breast cancer 1 gene
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CD24 Cluster of differentiation 24

CD29 Integrin beta 1
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CD49f Integrin alpha 6

CK Cytokeratin

CMIC Cancer metastasis-initiating cell
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Dhh Desert signaling molecule (hedgehog family)

E2 Estrogen

ECM Extracellular matrix

EGFR Epidermal growth factor receptor

EMT Epithelial-mesenchymal transition

EpCAM Epithelial cell adhesion molecule

ER Estrogen receptor

FACS Fluorescence-activated cell sorting

FoxC2 Forkhead box protein C2

GATA3 Trans-acting T-cell-specific transcription factor GATA-3

Gli1  Glioma-associated oncogene homolog 1 (zinc finger protein)/glioma-
associated oncogen1
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HER-2 Human epidermal growth factor receptor2/ERBB2

Hh Hedgehog signaling pathway
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IL-6 Interleukin 6

JAK Janus kinase

Let-7 Let-7 family, microRNA precursors

Lin28 Lin28-homolog A

MaPC Mammary epithelial progenitor cell

MaSC Mammary stem cells

MCF7 Human breast adenocarcinoma cell line (Michigan Cancer Foundation-7)

MDA-MB-468 Breast adenocarcinoma cell line/ATCC HTB-132; triple negative

MEC Mammary epithelial cells

MET Mesenchymal-epithelial transition

MSi-1 Musahi-1

mTOR Mammalian target of rapamycin kinase

MUC1 Mucin 1

NF-kB Nuclear factor kappa light-chain-enhancer of activated B cells

P Progesterone

PR Progesterone receptor

PI3K Phosphoinositide 3-kinase

PTCH Patched transmembrane protein

RhoC Small signaling G protein, Ras homolog gene family, member C

SC Stem cells

Shh Sonic signaling molecule (hedgehog family)

shRNA Small hairpin RNA

SLC Small and light cells

SLUG Snail2 and zink finger protein

SMA Smooth muscle actin
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SMO Smoothened transmembrane protein

Sox2 SRY—(sex determining region Y)—box2

Src Protooncogene non-receptor tyrosine-protein kinase Src

STAT Signal transducers and activators of transcription

TGF-beta Transforming growth factor beta

TIC Tumor-initiating cells

TKIs Tyrosine kinase inhibitors

TWIST Twist-related protein and transcription factor

Wnt Wingless signaling pathway

Zeb Zink finger transcription factor

Author details

Joanna Magdalena Zarzynska

Address all correspondence to: joanna_zarzynska@sggw.pl

Department of Food Hygiene and Public Health Protection, Faculty of Veterinary Medicine, 
Warsaw University of Life Sciences-SGGW, Warsaw, Poland

References

[1] Capuco AV, Choudhary RK, Daniels KM, Li RW, Evock-Clover CM. Bovine mam-
mary stem cells: cell biology meets production agriculture. Animal. 2012; 6(3): 382–393. 
doi:10.1017/S1751731111002369

[2] Dittmer J, Rody A. Cancer stem cells in breast cancer. Histol Histopathol. 2013; 28(7): 
827–838.

[3] Reya T, Morrison SJ, Clarke MF, Weissman IL. Stem cells, cancer and cancer stem cells. 
Nature. 2001; 414: 105–111.

[4] Howard JH, Bland KI. Current management and treatment strategies for breast cancer. 
Curr Opin Obstet Gynecol. 2012; 24(1): 44–48.

[5] Gomes LR, Terra LF, Wailemann AM, Labriola L, Sogayar. TGF-β1 modulates the 
homeostasis between MMPs and MMP inhibitors through p38 MAPK and ERK1/2 in 
highly invasive breast cancer cells. BMC Cancer. 2012; 12:26.

[6] Shah NR, Chen H. MicroRNAs in pathogenesis of breast cancer: implications in diagno-
sis and treatment. World J Clin Oncol. 2014; 5(2): 48–60.

Breast Cancer - From Biology to Medicine244



[7] Zarzynska J. Targeting the Autophagy Process in Breast Cancer Development and 
Treatment. Chapter 4. Cell Death—Autophagy, Apoptosisi and Necrosis. 2015; 63–81. In 
Tech Open, Rjeka, Croatia doi:10.5772/61181

[8] Chen H, Wang Y, Wang T, Shi D, Sun Z, Xia C, Wang B. Application prospective of nano-
probes with MRI and FI dual-modality imaging on breast cancer stem cells in tumor. 
J Nanobiotechnol. 2016; 14(1): 52. doi:10.1186/s12951-016-0195-8

[9] Magee JA, Piskounova E, Morrison SJ. Cancer stem cells: impact, heterogeneity and 
uncertainty. Cancer Cell. 2012; 21(3): 283–296.

[10] Dontu G, Al-Hajj M, Abdallah WM, Clarke MF, Wicha MS: Stem cells in normal breast 
development and breast cancer. Cell Prolif. 2003; 36(Suppl 1): 59–72.

[11] Nigam A. Breast cancer stem cells, pathways and therapeutic perspectives 2011. Indian 
J Surg. 2013; 75(3): 170–180. doi:10.1007/s12262-012-0616-3

[12] Dontu G, Abdallah WM, Foley JM, Jackson KW, Clarke MF, Kawamura MJ, Wicha MS. 
In vitro propagation and transcriptional profiling of human mammary stem/progenitor 
cells. Genes Dev. 2003; 17: 1253–1270.

[13] Mallini P, Lennard T, Kirby J, Meeson A. Epithelial-to-mesenchymal transition: what is 
the impact on breast cancer stem cells and drug resistance. Cancer Treat Rev. 2014; 40(3): 
341–348. doi:10.1016/j.ctrv.2013.09.008

[14] Graziano A, d’Aquino R, Tirino V, Desiderio V, Rossi A, Pirozzi G. The stem cell hypoth-
esis in head and neck cancer. J Cell Biochem. 2008; 103: 408–412.

[15] Chiotaki R, Polioudaki H, Theodoropoulos PA. Cancer stem cells in solid and liquid 
tissues of breast cancer patients: characterization and therapeutic perspectives. Curr 
Cancer Drug Targets. 2015; 15(3): 256–269.

[16] Vermeulen L, de Sousa E Melo F, Richel DJ, Medema JP. The developing cancer stem-cell 
model: clinical challenges and opportunities. Lancet Oncol. 2012; 13(2): e83–e89.

[17] Geng SQ, Alexandrou AT, Li JJ. Breast cancer stem cells: multiple capacities in tumor 
metastasis. Cancer Lett. 2014; 349(1): 1–7. doi:10.1016/j.canlet.2014.03.036

[18] Dick JE. Breast cancer stem cells revealed. Proc Natl Acad Sci U S A. 2003; 100: 3547–3549.

[19] Tiffany MP, William HM, Frank P. The response of CD24(-/low)/CD44 + breast cancer—
initiating cells to radiation. J Natl Cancer I. 2006; 98(24): 1777–1785.

[20] Phillips S, Kuperwasser C. SLUG: critical regulator of epithelial cell identity in breast 
development and cancer. Cell Adhes Migr. 2014; 8(6): 578–587.

[21] Petersen OW, Polyak K. Stem cells in the human breast. Cold Spring Harb Perspect Biol. 
2010; 2: a003160.

[22] Luo J, Yin X, Ma T, Lu J. Stem cells in normal mammary gland and breast cancer. Am J 
Med Sci. 2010; 339: 366–370.

The Role of Stem Cells in Breast Cancer
http://dx.doi.org/10.5772/66904

245



[23] Visvader JE. Keeping abreast of the mammary epithelial hierarchy and breast tumori-
genesis. Genes Dev. 2009; 23: 2563–2577.

[24] Shackleton M, Vaillant F, Simpson KJ, Stingl J, Smyth GK, Asselin- Labat ML, Wu L, 
Lindeman GJ, Visvader JE. Generation of a functional mammary gland from a single 
stem cell. Nature. 2006; 439: 84–88.

[25] Stingl J, Eirew P, Ricketson I, Shackleton M, Vaillant F, Choi D, Li HI, Eaves CJ. Purification 
and unique properties of mammary epithelial stem cells. Nature. 2006; 439: 993–997.

[26] Asselin-Labat ML, Shackleton M, Stingl J, Vaillant F, Forrest NC, Eaves CJ, Visvader JE, 
Lindeman GJ. Steroid hormone receptor status of mouse mammary stem cells. J Natl 
Cancer Inst. 2006; 98: 1011–1014.

[27] Van Keymeulen A, et al. Distinct stem cells contribute to mammary gland development 
and maintenance. Nature. 2011; 479(7372): 189–193.

[28] Sheridan JM, Ritchie ME, Best SA, Jiang K, Beck TJ, Vaillant F, Liu K, Dickins RA, Smyth 
GK, Lindeman GJ, Visvader JE. A pooled shRNA screen for regulators of primary mam-
mary stem and progenitor cells identifies roles for Asap1 and Prox1. BMC Cancer. 2015; 
3(15): 221. doi:10.1186/s12885-015-1187-z

[29] Liu S, et al. Breast cancer stem cells transition between epithelial and mesenchymal 
states reflective of their normal counterparts. Stem Cell Rep. 2013; 2(1): 78–91.

[30] Colacino JA, McDermott SP, Sartor MA, Wicha MS, Rozek LS. Transcriptomic profiling 
of curcumin-treated human breast stem cells identifies a role for stearoyl-coa desaturase 
in breast cancer prevention. Breast Cancer Res Treat. 2016; 158(1): 29–41. doi:10.1007/
s10549-016-3854-4

[31] Chiotaki R, Polioudaki H, Theodoropoulos PA. Stem cell technology in breast can-
cer: current status and potential applications. Stem Cells Cloning. 2016; 26(9): 17–29. 
doi:10.2147/SCCAA.S72836

[32] Sheridan C, Kishimoto H, Fuchs RK, Mehrotra S, Bhat-Nakshatri P, Turner CH, Goulet 
R Jr, Badve S, Nakshatri H. CD44+/CD24- breast cancer cells exhibit enhanced invasive 
properties: an early step necessary for metastasis. Breast Cancer Res. 2006; 8: R59.

[33] Shipitsin M, Campbell LL, Argani P, Weremowicz S, Bloushtain-Qimron N, Yao J, 
Nikolskaya T, Serebryiskaya T, Beroukhim R, Hu M, Halushka MK, Sukumar S, Parker 
LM, Anderson KS, Harris LN, Garber JE, Richardson AL, Schnitt SJ, Nikolsky Y, Gelman 
RS, Polyak K. Molecular definition of breast tumor heterogeneity. Cancer Cell. 2007; 11: 
259–273.

[34] Zoller M. CD44: can a cancer-initiating cell profit from an abundantly expressed mol-
ecule? Nat Rev Cancer. 2011; 11: 254–267.

[35] Meyer MJ, Fleming JM, Ali MA, Pesesky MW, Ginsburg E, Vonderhaar BK . Dynamic 
regulation of CD24 and the invasive, CD44posCD24neg phenotype in breast cancer cell 
lines. Breast Cancer Res. 2009; 11: R82.

Breast Cancer - From Biology to Medicine246



[36] Gires O. Lessons from common markers of tumor-initiating cells in solid cancers. Cell 
Mol Life Sci. 2011; 68: 4009–4022.

[37] Bednarz-Knoll N, Alix-Panabieres C, Pantel K. Clinical relevance and biology of circulat-
ing tumor cells. Breast Cancer Res. 2011; 13: 228.

[38] Guan JL, Simon AK, Prescott M, Menendez JA, Liu F, Wang F, et al. Autophagy in stem 
cells. Autophagy. 2013; 9(6): 830–849.

[39] Maycotte P, Gearheart CM, Barnard R, Aryal S, Mulcahy Levy JM, Fosmire SP, et al. 
STAT3-mediated autophagy dependence identifies subtypes of breast cancer where 
autophagy inhibition can be efficacious. Cancer Res. 2014; 74(9): 2579–2590.

[40] Palmer NP, Schmid PR, Berger B, Kohane IS. A gene expression profile of stem cell plu-
ripotentiality and differentiation is conserved across diverse solid and hematopoietic 
cancers. Genome Biol. 2012; 13(8): R71.

[41] Marcato P, Dean CA, Giacomantonio CA, Lee PW. Aldehyde dehydrogenase: its role 
as a cancer stem cell marker comes down to the specific isoform. Cell Cycle. 2011; 10: 
1378–1384.

[42] Rosenthal DT, Zhang J, Bao L, Zhu L, Wu Z, Toy K, Kleer CG, Merajver SD. RhoC 
impacts the metastatic potential and abundance of breast cancer stem cells. PLoS One. 
2012; 7: e40979.

[43] Gupta PB, Onder RA, Lander ES. Identification of selective inhibitors of cancer stem cells 
by high-throughput screening. Cell. 2009; 138: 645–659.

[44] Mostert B, Kraan J, Sieuwerts AM, van der Spoel P, Bolt-de Vries J, Prager-van der 
Smissen WJ, Smid M, Timmermans AM, Martens JW, Gratama JW, Foekens JA, Sleijfer 
S. CD49f-based selection of circulating tumor cells (CTCs) improves detection across 
breast cancer subtypes. Cancer Lett. 2012; 319(1): 49–55.

[45] Theodoropoulos PA, Polioudaki H, Agelaki S, Kallergi G, Saridaki Z, Mavroudis D, 
Georgoulias V. Circulating tumor cells with a putative stem cell phenotype in peripheral 
blood of patients with breast cancer. Cancer Lett. 2010; 288: 99–106.

[46] Molyneux G, Regan J, Smalley MJ. Mammary stem cells and breast cancer. Cell Mol Life 
Sci. 2007; 64: 3248–3260.

[47] Clarke RB, Spence K, Anderson E, Howell A, Okano H, Potten CS. A enriched for steroid 
receptor-positive cells. Dev Biol. 2005; 277: 443–456.

[48] Aomatsu N, Yashiro M, Kashiwagi S, Takashima T, Ishikawa T, Ohsawa M, Wakasa K, 
Hirakawa K. CD133 is a useful surrogate marker for predicting chemosensitivity to neo-
adjuvant chemotherapy in breast cancer. PLoS One. 2012; 7(9): e45865.

[49] Guo W, Keckesova Z, Donaher JL, Shibue T, Tischler V, Reinhardt F, Itzkovitz S, Noske 
A, Zurrer-Hardi U, Bell G, et al. Slug and Sox9 cooperatively determine the mammary 
stem cell state. Cell. 2012; 148: 1015–1028. PMID:22385965; doi:10.1016/j.cell.2012.02.008

The Role of Stem Cells in Breast Cancer
http://dx.doi.org/10.5772/66904

247



[50] Mizuno H, Spike BT, Wahl GM, Levine AJ. Inactivation of p53 in breast cancers corre-
lates with stem cell transcriptional signatures. Proc Nat Acad Sci U S A. 2010; 107(52): 
22745–22750.

[51] Jones DL, Wagers AJ. No place like home: anatomy and function of the stem cell niche. 
Nat Rev Mol Cell Biol. 2008; 9: 11–21.

[52] Li L, Neaves WB. Normal stem cells and cancer stem cells: the niche matters. Cancer Res. 
2006; 66(9): 4553–4557.

[53] Nandy SB, Arumugam A, Subramani R, Pedroza D, Hernandez K, Saltzstein E, 
Lakshmanaswamy R. MicroRNA-125a influences breast cancer stem cells by target-
ing leukemia inhibitory factor receptor which regulates the Hippo signaling pathway. 
Oncotarget. 2015; 6(19): 17366–17378.

[54] O’Day E, Lal A. MicroRNAs and their target gene networks in breast cancer. Breast 
Cancer Res. 2010; 12: 201.

[55] Wang L, Zhang D, Zhang C, et al. A microRNA expression signature characterizing the 
proper- ties of tumor-initiating cells for breast cancer. Oncol Lett. 2012; 3: 119–24.

[56] Shimono Y, Zabala M, Cho RW, Lobo N, Dalerba P, Qian D, et al. Down-regulation of 
miRNA-200c links breast cancer stem cells with normal stem cells. Cell. 2009; 138: 592–603.

[57] Fu N, Lindeman GJ, Visvader JE. The mammary stem cell hierarchy. Curr Top Dev Biol. 
2014; 107: 133–160. doi:10.1016/B978-0-12-416022-4.00005-6

[58] Liu S, Patel SH, Ginestier C, Ibarra I, Martin-Trevino R, Bai S, et al. MicroRNA93 regu-
lates proliferation and differentiation of normal and malignant breast stem cells. PLoS 
Genet. 2012; 8: e1002751.

[59] Czerwinska P, Kaminska B. Regulation of breast cancer stem cell features. Contemp 
Oncol (Pozn). 2015; 19(1A): A7–A15. doi:10.5114/wo.2014.47126

[60] Hao J, Zhang Y, Deng M, Ye R, Zhao S, Wang Y, Li J, Zhao Z. MicroRNA control of epi-
thelial-mesenchymal transition in cancer stem cells. Int J Cancer. 2014; 135(5): 1019–1027. 
doi:10.1002/ijc.28761

[61] Song SJ, Poliseno L, Song MS, et al. MicroRNA-antagonism regulates breast cancer stem-
ness and metastasis via tet-family-dependent chromatin remodeling. Cell. 2013; 154: 
311–324.

[62] Bouras T, Pal B, Vaillant F, Harburg G, Asselin-Labat ML, Oakes SR, Lindeman GJ, 
Visvader JE. Notch signaling regulates mammary stem cell function and luminal cell-
fate commitment. Cell Stem Cell. 2008; 3: 429–441.

[63] Harrison H, Farnie G, Brennan KR, Clarke RB. Breast cancer stem cells: something out of 
notching? Cancer Res. 2010; 70: 8973–8976.

[64] Sethi N, Kang Y. Notch signalling in cancer progression and bone metastasis. Br J Cancer. 
2011; 105: 1805–1810.

Breast Cancer - From Biology to Medicine248



[65] Han J, Hendzel MJ, Allalunis-Turner J. Notch signaling as a therapeutic target for breast 
cancer treatment? Breast Cancer Res. 2011; 13: 210.

[66] Mani SA, Guo W, Liao MJ, et al. The epithelial-mesenchymal transition generates cells 
with properties of stem cells. Cell. 2008; 133: 704–15.

[67] Qiu M, Peng Q, Jiang I, Carroll C, Han G, Rymer I, Lippincott J, Zachwieja J, Gajiwala 
K, Kraynov E, Thibault S, Stone D, Gao Y, Sofia S, Gallo J, Li G, Yang J, Li K and Wei P. 
Specific inhibition of Notch1 signaling enhances the antitumor efficacy of chemotherapy 
in triple negative breast cancer through reduction of cancer stem cells. Cancer Lett. 2013; 
328: 261–270.

[68] Vermeulen L, De Sousa E Melo F, van der Heijden M, et al. Wnt activity defines colon 
cancer stem cells and is regulated by the microenvironment. Nat Cell Biol. 2010; 12: 
468–476.

[69] Korkaya H, Wicha MS. HER-2, notch and breast cancer stem cells: targeting an axis of 
evil. Clin Cancer Res. 2009; 15: 1845–1847.

[70] Liu S, Wicha MS. Targeting breast cancer stem cells. J Clin Oncol. 2010; 28: 4006–4012.

[71] Ramaswamy B, Lu Y, Teng KY, Nuovo G, Li X, Shapiro CL, Majum-der S. Hedgehog 
signaling is a novel therapeutic target in tamoxifen-resistant breast cancer aberrantly 
activated by PI3K/AKT pathway. Cancer Res. 2012; 72: 5048–5059.

[72] Zhang X, Zhang S, Liu Y, Liu J, Ma Y, Zhu Y, Zhang J. Effects of the combination of 
RAD001 and docetaxel on breast cancer stem cells. Eur J Cancer. 2012; 48(10): 1581–1592.

[73] Hernandez-Vargas H, Palacios J, Moreno-Bueno G. Telling cells how to die: docetaxel 
therapy in cancer cell lines. Cell Cycle. 2007; 6(7): 780–783.

[74] Bhola NE, Balko JM, Dugger TC, Kuba MG, Sanchez V, Sanders M, Stanford J, Cook RS, 
Arteaga CL. TGF-beta inhibition enhances chemotherapy action against triple-negative 
breast cancer. J Clin Invest. 2013; 123(3): 1348–1358.

[75] Gong C, Bauvy C, Tonelli G, Yue W, Delomenie C, Nicolas V, et al. Beclin 1 and autoph-
agy are required for the tumorigenicity of breast cancer stem-like/progenitor cells. 
Oncogene. 2012; 32: 2261–2272.

[76] Yue W, Hamai A, Tonelli G, Bauvy C, Nicolas V, Tharinger H, Codogno P, Mehrpour M. 
Inhibition of the autophagic flux by salinomycin in breast cancer stem-like/progenitor 
cells interferes with their maintenance. Autophagy. 2013; 9(5): 714–729.

The Role of Stem Cells in Breast Cancer
http://dx.doi.org/10.5772/66904

249




