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ABSTRACT

There is increasing evidence that breast tumors are organ-

ized in a hierarchy, with a subpopulation of tumorigenic
cancer cells, the cancer stem cells (CSCs), which sustain

tumor growth. The characterization of protein networks
that govern CSC behavior is paramount to design new
therapeutic strategies targeting this subpopulation of cells.

We have sought to identify specific molecular pathways of
CSCs isolated from 13 different breast cancer cell lines of
luminal or basal/mesenchymal subtypes. We compared the

gene expression profiling of cancer cells grown in adherent
conditions to those of matched tumorsphere cultures. No

specific pathway was identified to be commonly regulated
in luminal tumorspheres, resulting from a minor CSC
enrichment in tumorsphere passages from luminal cell

lines. However, in basal/mesenchymal tumorspheres, the
enzymes of the mevalonate metabolic pathway were over-

expressed compared to those in cognate adherent cells. In-

hibition of this pathway with hydroxy-3-methylglutaryl

CoA reductase blockers resulted in a reduction of breast
CSC independent of inhibition of cholesterol biosynthesis

and of protein farnesylation. Further modulation of this
metabolic pathway demonstrated that protein geranylgera-
nylation (GG) is critical to breast CSC maintenance. A

small molecule inhibitor of the geranylgeranyl transferase
I (GGTI) enzyme reduced the breast CSC subpopulation
both in vitro and in primary breast cancer xenografts. We

found that the GGTI effect on the CSC subpopulation is
mediated by inactivation of Ras homolog family member

A (RHOA) and increased accumulation of P27
kip1

in the
nucleus. The identification of protein GG as a major con-
tributor to CSC maintenance opens promising perspectives

for CSC targeted therapy in basal breast cancer. STEM
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INTRODUCTION

Breast cancer is a significant health burden and a major thera-
peutic challenge. The cancer stem cell (CSC) concept pro-
vides an attractive oncogenesis model to design new therapeu-
tic strategies able to overcome resistance to conventional
therapies and metastatic spread [1]. There is increasing evi-
dence that breast tumors are organized in a hierarchy, with a
subpopulation of tumorigenic cancer cells, the CSCs, which
sustain tumor growth [2]. Several studies suggest that CSCs

resist current anticancer therapies and may induce tumor
relapse and recurrence [3]. CSCs are highly invasive and able
to generate metastases whereas mature cancer cells are not
[4–6]. The characterization of the pathways that regulate CSC
biology will allow the targeting of the CSC population, which
may significantly improve outcomes for women with breast
cancer.

Two main therapeutic approaches have been developed
for targeting CSCs [7]. The first approach is based on target-
ing well-known key pathways regulating CSC survival, differ-
entiation, and self-renewal. Several master pathways
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(Hedgehog, NOTCH, and alpha serine/threonine-protein
kinase (AKT)/wingless-type MMTV integration site family
(WNT)/b-catenin signaling) commonly involved in self-
renewal of embryonic and adult stem cells are deregulated in
CSCs and induce an expansion of this subpopulation. A num-
ber of agents targeting these pathways are currently being
tested preclinically, and some have entered clinical trials [3].
The second approach is an unbiased strategy based on the
study of CSC-enriched populations using omics technologies
or high-throughput screening of small molecule or RNA inter-
ference libraries. This second approach allows the identifica-
tion of new pathways and networks regulating CSC biology.
We recently compared the transcriptional profiles of ALDE-
FLUOR-positive and ALDEFLUOR-negative cells isolated
from breast cancer cell lines [4]. We established a gene
expression signature that allowed the identification of
CXCR1/IL-8 signaling as a key regulatory pathway of breast
CSCs. Utilizing a small molecule inhibitor of CXCR1, reper-
taxin, we were able to specifically target the CSC population
in human breast cancer xenografts, delaying tumor growth
and reducing metastasis [8].

Breast cancer is a heterogeneous disease that comprises
distinct molecular subtypes, including basal, ERBB2, and
luminal subtypes. Luminal and basal breast cancers are sub-
stantially different at the molecular level [9]. They display
different genetic alterations. The cell of origin of the two sub-
types may also be different. Recent studies have demonstrated
that CSCs may originate from the transformation of normal
epithelial cells present at different levels of the hierarchy
[10]. CSCs from different breast cancer subtypes may be
regulated by different molecular mechanisms. The characteri-
zation of basal or luminal CSCs should both provide substan-
tial insight into breast cancer molecular taxonomy and help
design new targeted and molecular-focused therapeutic
strategies.

In this study, we have sought to identify specific molecu-
lar pathways of CSCs isolated from basal or luminal cell
lines. Described breast CSC markers (CD24�/CD44þ; ALDE-
FLUOR-positive) [11, 12] have been useful to isolate CSC in
cell lines or primary tumors mainly from the basal or ERBB2
subtypes [4, 13, 14]. The mammosphere assay, based on the
unique property of stem/progenitor cells from normal breast
to survive and grow in serum-free suspension [15], was also
successfully used to establish long-term cultures enriched in
CSC from cancer cell lines [16]. The mammospheres formed
in these conditions were called tumorspheres. They showed
an increase in CD24�/CD44þ cells and in ALDEFLUOR-pos-
itive cells and displayed high tumorigenic potential in non
obese diabetes/severe combined immunodeficiency (NOD/
SCID) mice [17]. Because the capacity to generate a colony
in nonadherent culture conditions is an intrinsic property of
immature stem/progenitor cells from all molecular subtypes,
the tumorsphere assay might offer the opportunity to screen
the CSC regulatory mechanisms either in luminal or in basal
subtypes. Here, we have compared the gene expression pro-
files of cancer cells grown in adherent conditions to matched
tumorsphere cultures for five luminal cell lines and eight ba-
sal/mesenchymal cell lines. No specific pathway was identi-
fied to be commonly regulated in luminal tumorspheres, but
enzymes of the mevalonate metabolic pathway were overex-
pressed in basal/mesenchymal tumorspheres compared to cog-
nate adherent cells. The mevalonate pathway leads to choles-
terol synthesis, protein farnesylation, and protein
geranylgeranylation (GG). The modulation of this metabolic
pathway demonstrated that protein GG is a key factor of
breast CSC maintenance. A small molecule inhibitor of the
geranylgeranyl transferase (GGTI) reduced the breast CSC

population both in vitro and in vivo. We further showed that
the GGTI effect on the CSC population was mediated at least
in part by the RHOA/P27kip1 signaling. This identification of
an essential pathway of CSC opens promising perspectives for
CSC-targeted therapy in basal breast cancer.

MATERIALS AND METHODS

Ethics Statement

Use of anonymous human tissue samples was exempted from

institutional review board. Animal studies were approved by the

Inserm office for Laboratory Animal Medicine.

Cell Lines

A total of 13 breast cell lines (BCL) were obtained either from the

American type culture collection (ATCC) (BT-474, BT-483,

HCC38, HCC1954, MCF7, MCF10A, SK-BR-7, and T47D; http://

www.lgcpromochem-atcc.com) or from collections developed in

Dr. S. Ethier’s Laboratory (SUM44, SUM149, SUM159,

SUM190, and SUM225; http://www.asterand.com). All BCLs

tested were derived from carcinomas except MCF10A, which was

derived from a fibrocystic disease. The cell lines were grown using

the recommended culture conditions [46]. Breast cancer cell lines

were treated in adherent conditions with simvastatin (Sigma-

S6196; Sigma Aldrich, St Louis, MO, www.sigmaaldrich.com),

mevalonate (Sigma-69761), cholesterol (Sigma-C3045), farnesyl

transferase inhibitor (FTI-277) (Sigma-F9803), geranylgeranyl trans-

ferase inhibitor (GGTI-298) (Sigma-G5169), Rho inhibitor (Cyto-

skeleton-CT04; Cytoskeleton, Denver, CO, www.cytoskeleton.com),

or GGPP (Sigma-G6025).

Anchorage-Independent Culture

BCLs grown in adherent conditions, with or without treatment,

were dissociated and plated as single cells in ultra-low attachment

plates (Corning, Acton, MA, www.sigmaaldrich.com) at low den-

sity (1,000 viable cells per milliliter). Cells were grown as previ-

ously described [4]. Subsequent cultures after dissociation of pri-

mary tumorspheres were plated on ultra-low attachment plates at

a density of 1,000 viable cells per milliliter. The capacity of cells

to form tumorspheres after treatment was quantified after the first

(primary tumorspheres) and second (secondary tumorspheres)

passage.

RNA Extraction

Total adherent cell lines (ADHs) were enzymatically detached with

trypsin, dry pelleted, and frozen. Secondary spheres (SPH2) from

corresponding ADHs were filtrated, dry pelleted, and frozen. Total

RNA was extracted from these pellets using AllPrep DNA/RNA

Mini Kit (Qiagen, Hamburg, Germany, www.qiagen.com), follow-

ing recommended instructions. RNA integrity was controlled by

micro-analysis (Agilent, Palo Alto, CA, www.agilent.com).

Gene Expression Profiling

RNA expression profiling was done with Affymetrix U133 Plus

2.0 human oligonucleotide microarrays. Microarrays represented

over 47,000 transcripts and variants including 38,500 well-charac-

terized human genes. Preparation of cRNA, hybridizations,

washes, and detection were done as recommended by the supplier

(Affymetrix, Santa Clara, CA, www.affymetrix.com). Expression

data were analyzed by the Robust Multichip Average (RMA)

method in R using Bioconductor and associated packages [47,

48], as described [46]. RMA did background adjustment, quantile

normalization, and summarization of 11 oligonucleotides per

gene. Before analysis, a filtering process removed from the data-

set genes with low and poorly measured expression as defined by
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expression values inferior to 100 units in the luminal cell line

group (five ADH and five SPH2), retaining 20,359 genes/

expressed sequence tag (EST) and in the basal cell line group

(eight ADH and eight SPH2), retaining 22,354 genes/expressed

sequence tag (EST). The molecular subtype of cell lines was

defined as previously described [46].

GSEA

Enrichment analysis was done using the GSEA program [18, 48].

The 20,359 probe sets for the luminal cell line group were con-

verted into 11,768 single corresponding genes, and the 22,354

probe sets for the basal cell line group were converted into

12,627 single corresponding genes. First, we applied GSEA to

the ‘‘mammosphere-derived’’ gene set [19] containing 185 genes,

92 upregulated and 93 downregulated. Then, we applied GSEA

to the C2-CP functional catalog (curated genes set from online

pathway databases, publications in Pubmed, and knowledge of

domain experts), containing 439 gene sets representing canonical

pathways.

GSMA

We used GSMA for representing GSEA significant pathways.

GSMA Z scores were computed for each GSEA significant path-

way gene list and for each sample (ADH or SPH2) according to

the algorithm first described by Kim and Volsky [49]

Z ¼ ðSm� lÞ � m1=2=r;

where Sm is the mean of the fold change values of genes con-

tained in significant pathways identified by GSEA and the size of

the gene list is m. The mean (l) and standard deviation (r) of the
total fold change values for a given dataset are calculated for

GSEA significant pathways. For each sample (ADH or SPH2),

the ratio Z score (sample)/mean Z score (ADH) was calculated

and represented by an unsupervised clustering [50] using Pearson

correlation and average linkage.

RQ-PCR

mRNA from three different cell lines (ADH and SPH2) were used for

RQ-PCR assays in a ABI PRISM 7900HT sequence detection system.

Primers and probes for the Taqman system were selected from the

Applied Biosystems, Carlsbad, CA, www.appliedbiosystems.com

Web site (Hs00926054_m1), Hs00932159_m1), MVK (Hs0017

6077_m1), MVD (Hs00159403_m1), IDI1 (Hs01057440_m1),

FDPS (Hs00266635_m1), SQLE (Hs01123768_m1), Hs00158

906_m1), Hs00940273_m1), Hs00999007_m1). The relative expres-

sion mRNA level of genes from the mevalonate pathway was com-

puted with respect to internal standards GAPDH and GUSB genes to

normalize for variations in the quality of RNA and the amount of

input cDNA, as described previously [8].

Cell Viability

For 3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyltetrazolium bromide

(MTT) assays, cells were plated in adherent conditions in 96-well

plates at 5,000 cells per well. After 1 day, treatment with serial

dilutions of selected compounds was started. The effect of treat-

ment on cell viability was estimated after 3 days by addition of 20

lL of MTT solution (5 mg/mL in phosphate buffered saline

(PBS)) in each well. Cells were then incubated for 1 hour at 37�C
followed by addition of 50 lL of dimethyl sulfoxide (DMSO) to

each well. Absorbance was measured at 560 nm in a fluorescence

plate reader (Tecan, Mannedorf, Switzerland, www.tecan.com).

Western Blotting

Cells were lysed in extraction buffer (1% (v/v) Triton X-100, 50

mM HEPES, pH 7, 1 mM EDTA, 1 mM EGTA, 150 mM NaCl,

100 mM sodium fluoride, 1 mM Na3VO4, and one tablet of Com-

pleteTM inhibitor mix [Roche Applied Science, Indianapolis, IN,

www.rocheappliedscience.com] per 25 mL of buffer) and loaded

onto SDS-polyacrylamide gels. Blots were incubated with the re-

spective primary antibodies diluted in tris-buffered saline and

tween 20 (TBST) (containing 0.1% Tween20 and 2% Milk) and

incubated overnight at 4�C. Then, blots were washed and incu-

bated with appropriate secondary antibodies (GE Healthcare,

Waukesha, WI, www.gehealthcare.com) and detected using

SuperSignal West Pico Chemiluminescent Substrate (Pierce,

Rockford, IL, http://www.piercenet.com). Antibodies used for

Western blotting were anti-HMGCR (Abcam, Cambridge, UK,

www.abcam.com ab99383, 1:200), anti-a-tubulin (Sigma-Aldrich

T5168, 1:4,000), anti-FDFT1 (Atlas antibodies, Stockolm, Swe-

den, www.atlasantibodies.com HPA008874, 1:1,000), anti-

pGGT1B (Abcam ab55615, 1:500), anti-Rho A (Santa Cruz Bio-

technology, Santa Cruz, CA, www.scbt.com sc-418, 1:500), anti-

Rb (Santa-Cruz Sc-102 1:200), and anti-p27Kip1 (Dako,

Glostrup, Denmark, www.dako.com, M7203, 1:200).

ALDEFLUOR Assay

The ALDEFLUOR kit (Stemcell Technologies, Vancouver, Can-

ada, www.stemcelltechnologies.com) was used to isolate the popu-

lation with high aldehyde dehydrogenase (ALDH) enzymatic activ-

ity using an LSR2 (Becton Dickinson Biosciences, Sparks, MD,

www.bdbiosciences.com) as previously described [12]. In order to

eliminate cells of mouse origin from the xenotransplanted tumors,

we used staining with an anti-H2Kd antibody (BD Biosciences, 1/

200, 20 minutes on ice) followed by staining with a secondary

antibody labeled with phycoerythrin (Jackson Labs, Bar Harbor,

MN, www.jax.org, 1/250, 20 minutes on ice).

siRNA Lipofection

Three stealth siRNA targeted to the pGGT1B or p27kip1 mRNA

(Invitrogen, Carlsbad, CA, www.invitrogen.com) were designed

along with the corresponding stealth siRNA control. SUM149 cells

were lipofected with these four oligonucleotides utilizing lipofect-

amine RNAiMAX (Invitrogen). A total of 25,000 cells were plated

in triplicate in 24-well plates with 10 pmol of siRNA in 600 mL

of Opti-MEM I Medium. The ALDEFLUOR-positive population

was evaluated in triplicate at 30 hours after lipofection.

Cell Cycle Analysis

Briefly, supernatant and adherent cells were harvested, washed,

and suspended in 0.5 mL medium containing propidium iodide (40

mg/mL) and RNase A (40 mg/mL). Analysis of the cell cycle was

done on the LSR2 (BD Biosciences) using Diva analysis software.

Animal Models

To explore the efficiency of GGTI treatment on tumor growth,

we utilized two primary human breast cancer xenografts gener-

ated from two different patients (T226 and T214). GGTI-2418

compound (Tigris Pharmaceuticals/Kirax Corp, Bonita Springs,

FL, www.kirax.com) was used for animal experiments. Cells

from these tumors were transplanted orthotopically in the

humanized cleared fat pad of NOD/SCID mice, without cultiva-

tion in vitro. Fat pads were prepared as described previously

[12]. We injected 100,000 cells from each xenotransplant in

two humanized fat pads of NOD/SCID mice and monitored the

tumor growth. When the tumor size was approximately 150

mm3, we initiated treatment with GGTI-2418 alone (i.p., 100

mg/kg, every day for 14 days), docetaxel alone (i.p., 10 mg/kg,

once a week for 2 weeks), in combination (GGTI-2418/doce-

taxel), or a control group injected with saline (i.p., every day

for 14 days). Four mice were injected for each xenotransplant

and for each group. The animals were euthanized when the

tumors were approximately 500 mm3, to avoid tumor necrosis

Ginestier, Monville, Wicinski et al. 1329
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and in compliance with regulations for use of vertebrate animals

in research. A portion of each fat pad injected was fixed in for-

malin and embedded in paraffin for histological analysis. The

rest of the tumor cells were analyzed for the ALDEFLUOR

phenotype and were reimplantated into secondary NOD/SCID

mice, with injection of 5,000 cells for each treated tumor.

Statistical Analysis

Results are presented as the mean 6SD for at least three repeated

individual experiments for each group. Statistical analyses used

the SPSS software (version 10.0.5). Correlations between sample

groups and molecular parameters were calculated with the Fish-

er’s exact test or the one-way ANOVA for independent samples.

A p value <.05 was considered significant.

RESULTS

Luminal Tumorspheres Are Not Enriched in CSC

We compared gene expression profiles from cell lines cultured
in adherent conditions to that of tumorspheres of secondary
passage potentially highly enriched in CSCs. Five luminal
cell lines (BT-474, BT-483, MCF7, T47D, and SUM44) and
eight basal/mesenchymal (HCC38, HCC1954, MCF10A, SK-
BR-7, SUM 149, SUM159, SUM190, and SUM225) cell lines
were analyzed. To identify the molecular mechanisms that are
associated with luminal or basal/mesenchymal breast CSC, we
utilized the GSEA (gene set enrichment analysis) algorithm to
screen the pathways and gene signatures from the Broad Insti-
tute (MSigDB c2: Curated Gene Sets) [18]. Surprisingly, we
did not identify any pathway significantly associated with lumi-
nal tumorspheres compared to adherent cancer cells (data not
shown). A previous study had identified a tumorsphere-derived
gene set (Kok gene set) based on the study of four luminal cell
lines [19]. The Kok gene set presented mainly a reduction of
proliferation and cell cycle-regulated genes in the tumorspheres
compared to the adherent cells. Using GSEA, we compared the
gene expression profiles of our luminal tumorspheres to this
previously described signature. We found a significant enrich-
ment between the Kok gene set and our luminal tumorsphere
gene expression profiles (false discovery rate (FDR) <0.01)
(Supporting Information Fig. 1). This could be explained by
the low proliferation rate of tumor cells in suspension com-
pared to cells cultured in adherent conditions but did not reflect
a specific luminal CSC biological feature.

To confirm the absence of specific signaling pathways
associated with luminal tumorspheres, we compared the
capacity of luminal and basal CSCs to be propagated in sus-
pension in serial tumorsphere passages. We cultured two
luminal (MCF7 and T47D) and two basal/mesenchymal
(SUM159 and HCC1954) cell lines in suspension and eval-
uated their tumorsphere formation capacity for five serial
passages. Luminal cell lines showed a constant or reduced
ability to form tumorspheres in serial passages compared to
primary tumorsphere formation (Supporting Information Fig.
2). In contrast, basal/mesenchymal cell lines presented an
increase in tumorsphere formation through serial passages (p
< .001). These results suggest that tumorsphere formation,
which is indicative of in vitro CSC self-renewal, is not an
appropriate assay to propagate luminal CSCs whereas basal/
mesenchymal CSCs are significantly expanded in passaged
tumorspheres.

Basal/Mesenchymal Tumorspheres Harbor an
Overexpression of Enzymes Involved in the
Mevalonate Metabolic Pathways

Gene expression analysis revealed six gene sets significantly
associated with basal/mesenchymal tumorspheres compared to
adherent cancer cells (enrichment score (ES) > 0.8; FDR
< 0.05). The results are represented using GSMA (gene set
matrix analysis), which allows the visualization of enrichment
within and between samples by clustering gene sets [20] (Fig.
1A). All the gene sets identified were highly enriched in
genes coding for enzymes involved in mevalonic acid (MVA)
metabolism. This metabolic pathway (Fig. 1B), which starts
by the conversion of 3-hydroxy-3-methylglutaryl CoA (HMG-
CoA) to mevalonate through HMG-CoA reductase (HMGCR)
activity, allows the production of isoprenoids used for many
important physiological processes including cholesterol bio-
synthesis and protein prenylation (farnesylation and GG) [21].
These lipid post-translational modifications allow proper cel-
lular localization, which regulates the function of these pro-
teins. All the enzymes involved in key steps of MVA metabo-
lism were significantly enriched in basal/mesenchymal
tumorspheres with 87% (13/15) and 71% (10/14) of genes
regrouped in the ‘‘Biosynthesis of Steroids’’ and ‘‘Cholesterol
Biosynthesis’’ gene sets, respectively (Fig. 1A).

We confirmed in separate real-time quantitative PCR
(RQ-PCR) analysis that the expression of the genes involved
in MVA metabolism was markedly increased in tumorspheres
(Fig. 1C; Supporting Information Fig. 3). Finally, we selected
two key enzymes (HMGCR and farnesyl-diphosphate farne-
syltransferase 1 (FDFT1)) of MVA metabolism for measure-
ment of protein expression by Western blot in three basal/
mesenchymal cell lines (Fig. 1D). HMGCR protein expression
was detectable in tumorsphere samples but not in cells cul-
tured in adherent conditions. Similarly, FDFT1 protein
expression was highly enriched in tumorsphere samples com-
pared to adherent cancer cells. These data suggest that MVA
metabolism may be overactivated in basal/mesenchymal
tumorspheres and may play an important role in basal/mesen-
chymal breast CSC biology.

MVA Pathway Blockade Reduces the
Basal/Mesenchymal Breast CSC Population In Vitro

To validate the role of MVA metabolism in the regulation of
breast CSC biology, we used Simvastatin, an inhibitor of
HMGCR, which blocks the biosynthesis of MVA (Fig. 1B).
Three basal/mesenchymal cell lines (SUM149, SUM159, and
HCC1954) were treated with Simvastatin in adherent condi-
tions with their respective IC50 determined after 3 days of
treatment (Supporting Information Fig. 4). The effect of Sim-
vastatin treatment on the CSC population was measured by
both the ALDEFLUOR assay and the tumorsphere formation
assay. In these cell lines, the ALDEFLUOR-positive popula-
tion contains the CSC population [4]. Simvastatin treatment
reduced the CSC population, with three times less ALDE-
FLUOR-positive cells after 3 days of treatment (Fig. 2A, 2B;
Supporting Information Fig. 5). Similarly, Simvastatin-treated
cells cultured in tumorsphere conditions formed six times
fewer primary and secondary tumorspheres than in the control
(Fig. 2C, 2D; Supporting Information Fig. 6). The addition of
mevalonate, the product of HMGCR, to the culture medium,
rescued the CSC population, with a complete restoration of
both the ALDEFLUOR-positive population and the tumor-
sphere-initiating ability (Fig. 2A–2D; Supporting Information
Figs. 5A, 6). These results confirm the essential role of MVA
metabolism in the regulation of CSC self-renewal.
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Simvastatin Effect on CSC Population Is Not Mediated
Through Cholesterol Biosynthesis Blockade or Protein
Farnesylation Inhibition. Because MVA metabolism gener-
ates several endproducts (cholesterol, isoprenoids), we sought
to identify the downstream limbs of the mevalonate metabolic
pathway involved in CSC regulation. We first examined the
compensatory effect of exogenous cholesterol on Simvastatin
treatment. Addition of cholesterol did not prevent Simvastatin
effect on CSC population with a similar reduction in the
ALDEFLUOR-positive population and tumorsphere-initiating
capacity in all three cell lines analyzed (Fig. 2A–2D; Support-
ing Information Figs. 5A, 6). Second, we examined the effect
of protein farnesylation inhibition on the CSC population. We
treated cells with the farnesyl transferase inhibitor FTI-277
(FTI) that inhibits protein farnesylation (Fig. 1B). After 3
days of FTI treatment (Supporting Information Fig. 4), we did
not observe any effect on the ALDEFLUOR-positive popula-
tion or on the tumorsphere formation for all three cell lines
analyzed (Fig. 2A–2C; Supporting Information Figs. 5B, 6).

These results suggest that the ability to affect the breast
CSC population via MVA metabolism blockade is neither
related to cholesterol biosynthesis nor to protein farnesylation.

Protein GG Inhibition Recapitulates Simvastatin
Treatment Effect on the Breast CSC Population

To explore whether protein GG is preferentially involved in
CSC regulation, we treated three cell lines with GGTI-specific
inhibitor GGTI-288 (GGTI) and performed the CSC assays.
Cells were treated in adherent conditions with their respective
IC50 determined after 3 days of GGTI treatment (Supporting
Information Fig. 4). We observed that protein GG inhibition
strongly reduced the CSC population with less than 0.3% of
residual ALDEFLUOR-positive cells in the GGTI-treated cell
population (Fig. 3A; Supporting Information Fig. 5B). Simi-
larly, GGTI reduced the ability to generate primary and sec-
ondary tumorspheres in treated cells (Fig. 3B; Supporting In-
formation Fig. 6). To further prove that the effect of MVA
blockade on the CSC population is exclusively due to GG

Figure 1. Basal tumorspheres overexpress genes involved in mevalonic acid (MVA) metabolism. (A): Gene expression profiles from eight basal
cell lines cultured in adherent conditions compared to cells cultured for tumorspheres to secondary passage. Results are represented using gene
set matrix analysis. Gene sets significantly associated with tumorspheres are represented on hierarchical clustering. This gene set list is enriched
in pathways involved in MVA metabolism (gene sets in red). (B): Schematic diagram of the MVA metabolism. Genes significantly overexpressed
in tumorspheres and coding for enzymes involved in MVA metabolism are represented at their respective sites of action (in red). Similarly, the
site of action of compounds used to inhibit MVA metabolism are represented (orange box). (C): We measured the level of mRNA, by real-time
quantitative PCR, for 12 different genes involved in MVA metabolism and confirmed the increase of MVA metabolism’s genes in tumorspheres
compared to adherent cells (Fisher test; p < .001). Similar results were observed for SUM159 cell line and HCC1954 (Supporting Information
Fig. 3) (D): Analysis of HMGCR and FDFT1 protein expression by immunoblotting in adherent cells compared to tumorspheres. These two key
enzymes of MVA metabolism were significantly overexpressed in tumorspheres. A (or ADH) and S (or SPH2) designate adherent and tumor-
sphere, respectively. Abbreviations: ADH, adherent cell line; FDFTI, farnesyl-diphosphate farnesyltransferase 1; GGTI, geranylgeranyl transferase
I; HMG-COA, hydroxy-3-methylglutaryl CoA; HMGCR, HMG-CoA reductase; SPH2, secondary spheres.

Ginestier, Monville, Wicinski et al. 1331

www.StemCells.com



inhibition, we incubated cells with Simvastatin in combination
with geranylgeranyl pyrophosphate (GGPP), which serves as
a specific isoprenoid substrate for protein GG (Fig. 1B). Ex-
ogenous addition of GGPP prevented the Simvastatin-medi-
ated decrease of the CSC population (Fig. 3B; Supporting In-
formation Fig. 6).

The PGGT1B gene encodes the beta subunit of the protein
GGTase type I (GGTase-I), which catalyzes protein GG. We
developed PGGT1B-small interfering RNA (siRNA) con-
structs to knockdown GGT enzymatic activity. We used three
independent PGGT1B-siRNAs that completely abolished
PGGT1B protein expression compared with siRNA controls
(Fig. 3C; Supporting Information Fig. 7). Knockdown of
PGGT1B reduced both the ALDEFLUOR-positive population
and the tumorsphere formation ability, thus recapitulating the
pharmacological blockade and confirming the specificity of
GGTI treatment on the CSC population (Fig. 3D, 3E; Sup-
porting Information Fig. 7). Thus, protein GG inhibition via
direct inhibition of GGTase-I mimics MVA metabolism
blockade on the CSC component, suggesting that blocking the
HMG-CoA/GGPP-dependent pathway may be an appropriate

therapeutic approach to target the basal/mesenchymal breast
CSC.

MVA Blockade Targets Breast CSC Through
RHOA/P27

kip1
Signaling

A defect in protein GG impairs small GTP-binding proteins,
especially RHO family proteins [22]. GG of RHO proteins is
necessary for their proper localization to the cell membrane
and subsequent functions. RHOA regulates P27kip1 by media-
ting its phosphorylation on Thr187 by CDK2, subsequent
translocation of P27 from the nucleus to the cytosol, and
enhancing its degradation in the cytoplasm [23, 24]. In the ab-
sence of GG, RHOA is unable to carry out these functions
and P27kip1 accumulates in the nucleus [25]. Because P27kip1

is known to regulate stem cell self-renewal [26, 27], we
explored the role of RHOA/P27kip1 signaling in mediating the
effect of GGTI treatment on the CSC population.

We first used a biochemical fractionation method to con-
firm the subcellular localization of RHOA. Cellular lysates
from GGTI-treated SUM159 and control cells were

Figure 2. Mevalonic acid (MVA) metabolism blockade reduces the breast cancer stem cell (CSC) populations independently of cholesterol bio-
synthesis or protein farnesylation. (A–D): Simvastatin treatment was used to inhibit MVA metabolism. The effect of Simvastatin on the CSC pop-
ulation was assessed using ALDEFLUOR assay (A, B) and tumorsphere formation (C, D). Simvastatin treatment decreased significantly the
ALDEFLUOR-positive population and the primary and secondary tumorsphere formation (*, p < .01; Fisher test); MVA rescued the Simavastatin
effect (**, p < .02; Fisher test), whereas cholesterol did not. Representative flow charts for ALDEFLUOR assay (B) and pictures for primary
tumorspheres are represented (D). To test the impact of protein farnesylation in mediating the MVA blockade effect on the CSC population, we
treated cells with the FTI (FTI-277). FTI treatment had no effect on the CSC population as assessed by ALDEFLUOR assay or tumorsphere for-
mation. Similar results were observed for each cell line tested (SUM149 shown here; Supporting Information Figs. 5, 6 for SUM159 and
HCC1954). Error bars represent mean 6 SD. Abbreviations: BAAA, BODIPY aminoacetaldehyde; DEAB, diethylaminobenzaldehyde; FTI, farne-
syl transferase inhibitor; SSC, side scatter.
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fractionated into membrane and cytosolic fractions and immu-
noblotted with anti-RHOA antibody. As expected, we
observed that GGTI treatment decreased the amount of
RHOA in the membrane fraction, suggesting an inhibition of
RHOA function (Fig. 4A).

One mechanism by which GGTIs could suppress CSC
self-renewal is through inhibition of RHOA GG and increased
P27kip1 accumulation, which in turn would result in inhibition
of CDK phosphorylation of RB. Therefore, we determined the
impact of GGTI treatment and RHOA inactivation by meas-
uring the level of P27kip1 and RB protein phosphorylation by
Western blotting. After GGTI treatment, we observed an
increase of P27kip1 protein levels and a decrease of RB phos-
phorylation (Fig. 4B). The P27kip1 protein level increase was
associated with nuclear accumulation of this protein after
GGTI treatment (Fig. 4C). These results suggest that GGTI-
298 inhibition of RHOA GG prevented RHOA from inducing
the degradation of P27kip1, which in turn resulted in its nu-
cleus accumulation. Moreover cell cycle analysis revealed
that GGTI-298 treatment induces an accumulation of cells in
G1 phase (Supporting Information Fig. 8). These results con-
firm that GGTI treatment perturbs the cell cycle progression
through a dysregulation of the CCND1/P27/RB1/CCNE
signaling.

We next determined whether depletion of P27kip1 could
rescue breast CSCs from the effects of inhibition of GG
and inactivation of RHOA, and whether direct inhibition of
RHOA could mimic the effects of GGTIs. To this end, we
used both a P27-siRNA and an inhibitor of RHO activity
(C3 transferase). P27-siRNA inhibited P27kip1 protein
expression (Supporting Information Fig. 9) and induced an
increase of the CSC population as measured by the ALDE-
FLUOR-positive population (Fig. 4D). This result shows
that P27 negatively regulates breast CSCs and is consistent
with previous studies reporting the role of P27kip1 in the
induction of embryonic and hematopoietic stem cells differ-
entiation [26, 28]. Interestingly, P27kip1 knockdown pre-
vented the eradication of the CSC population by the GGTI
treatment. The RHO inhibitor decreased the CSC population
and induced a nuclear accumulation of P27kip1 mimicking
the GGTI effect. However, depleting P27kip1 prevented the
RHO inhibitor from decreasing the CSC population (Fig.
4C, 4D).

These results suggest that the ability of GGTI to inhibit
CSC self-renewal requires inactivation of RHOA and
increased P27kip1 protein levels, and that the pivotal role that
P27kip1 plays in breast CSC regulation is downstream of pro-
tein GG (Fig. 4E).

Figure 3. Protein geranylgeranylation (GG) inhibition decreases the breast cancer stem cell (CSC) population. (A, B): To evaluate the effect of
protein GG inhibition on the breast CSC population, we treated cell lines with the geranylgeranyl transferase inhibitor (GGTI-298) and performed
ALDEFLUOR assays (A) and tumorsphere formation assays (B). GGTI treatment drastically decreased the ALDEFLUOR-positive population and
the primary and secondary tumorsphere formation (*, p < .001; Fisher test). The specific role of protein GG in CSC biology was confirmed by
the rescue of Simvastatin treatment effect by geranylgeranyl PP supplementation (**, p < .01; Fisher test). (C, D): We use an siRNA construct
to knock down PGGT1B expression, the gene coding for the beta subunit of protein GGTase type I responsible for protein GG (C). The GGTI
effect on the CSC population was recapitulated with depletion of PGGT1B leading to eradication of the ALDEFLUOR-positive population
(Fisher test; p < .001) (D) and a complete inhibition of tumorsphere formation (E) (***, p < .001; Fisher test). Similar results were observed for
each cell line tested (SUM149 shown here; Supporting Information Figs. 5, 6 for SUM159 and HCC1954). Error bars represent mean 6 SD.
Abbreviations: BAAA, BODIPY aminoacetaldehyde; DEAB, diethylaminobenzaldehyde; GGTI, geranylgeranyl transferase I; GGPP, geranylger-
anyl pyrophosphate.
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GGTI Treatment Reduces the CSC Population in
Human Primary Tumor Xenografts

We studied the impact of GGTI treatment on two different
primary human breast tumors (T226 and T214). Cells from
these tumors were transplanted orthotopically into the human-
ized cleared fat pads of NOD/SCID mice, without cultivation
in vitro. Using these models, we previously demonstrated that
the CSC population was exclusively contained in the ALDE-
FLUOR-positive population [12]. We injected 100,000 cancer
cells into the humanized fat pads of NOD/SCID mice and
monitored tumor growth. When the tumor size was approxi-
mately 150 mm3, we started the treatment with GGTI (100
mg/kg daily for 2 weeks) and docetaxel (10 mg/kg weekly for
2 weeks) as single agents or in combination. Tumor growth
was compared with that of saline-injected controls. We

observed an inhibition of the T226 xenograft growth by
GGTI, docetaxel, and the combination (Fig. 5A). Docetaxel
and GGTI treatment had little effect on the T214 xenograft
(Supporting Information Fig. 10). This observation was remi-
niscent of the T214 patient clinical outcome, who presented a
significant chemoresistance to docetaxel.

After 2 weeks of treatment, the animals were sacrificed,
and the number of ALDEFLUOR-positive CSCs was measured
in each residual tumor (Fig. 5B; Supporting Information Fig.
10). For T226, but not T214, xenograft cancer cells isolated
from docetaxel-treated tumors showed a moderate increase in
the ALDEFLUOR-positive population compared to the
untreated control. This observation is consistent with previous
reports that described an enrichment in the CSC population in
residual tumors treated with conventional chemotherapy [29,

Figure 4. Mevalonic acid (MVA) blockade effect on breast cancer stem cell (CSC) is mediated through RHOA/P27kip1 signaling. (A): To eval-
uate the effect of GGTI treatment on RHOA/P27kip1 signaling, we performed a biochemical cell fractionation and a Western blot on cytosolic
and membrane fractions to determine RHOA protein localization. We observed that GGTI treatment significantly decreased the amounts of
RHOA associated with the membrane compared to the nontreated cells (control). (B): Using immunoblotting, we observed that GGTI treatment
increased P27kip1 expression and induced a hypophosphorylation of RB protein. (C): Using immunofluorescence staining on GGTI-treated cells,
we confirmed that protein GG inhibition induced an increase of P27kip1 protein expression (staining in green) that is relocalized in the nucleus
(nuclei were counterstained in blue with DAPI). Similarly inhibition of RHOA induced a relocalization of P27kip1 protein in the nucleus. (D): We
measured the effect of P27kip1 knockdown and RHOA inhibition on the CSC population using an siRNA construct and a small molecule inhibitor
(C3 transferase), respectively. P27kip1 knockdown induced an expansion of the ALDEFLUOR-positive cell population that prevented the GGTI
effect on the CSC population. RHOA inhibition decreased the ALDEFLUOR-positive population and this effect was rescued by P27kip1 knock-
down. (E): Potential RHOA/P27kip1 signaling in CSCs treated with GGTI. RHOA needs to be geranygeranylated to translocate to the membrane
and be activated. Activated RHOA protein is known to regulate P27kip1 by enhancing its degradation and inhibiting its translocation to the nu-
cleus where it controls cell cycle progression through the ‘‘R point’’. This checkpoint under the control of CCND1/P27kip1/RB/CCNE signaling
has been defined as an important cell cycle stage controlling stem cell fate allowing equilibrium between self-renewal and committed cell fate de-
cision. When CSCs are treated with GGTI, RHOA is not activated and P27kip1 is translocated to the nucleus where it inhibits RB activation and
favors CSC differentiation. Results are represented by mean 6 SD. Abbreviations: BAAA, BODIPY aminoacetaldehyde; DAPI, 40,6-diamidino-2-
phenylindole; GGTI, geranylgeranyl transferase I; GGPP, geranylgeranyl pyrophosphate; RHOA, Ras homolog family member A.
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30]. In contrast, xenografts treated with GGTI presented a
decrease of the ALDEFLUOR-positive population by more

than 70% (Fig. 5B). Furthermore, GGTI treatment prevented
the expansion of CSC population induced by docetaxel when
both drugs were used in combination. These results demon-
strate that GGTI treatment specifically targets the CSC popula-
tion in vivo alone or in combination with chemotherapy.

To functionally prove the reduction of the CSC population
in the GGTI-treated tumors, we determined the ability of
treated cells to form tumors in vivo by reimplantating cells
from treated tumors in secondary mice. Tumorigenicity is
directly related to the presence of CSCs and this assay gives
an estimate of the proportion of residual tumorigenic CSCs.
For each treatment condition (control, GGTI, docetaxel, and
combination), 5,000 cells isolated from treated tumors were
reimplanted. Tumor cells isolated from GGTI-treated tumors
showed a delay in tumor regrowth compared to the cells iso-
lated from control tumors. In sharp contrast, cells isolated
from docetaxel-treated tumors showed an increase of tumor
regrowth compared to vehicle or GGTI-treated tumors (Fig.
5C; Supporting Information Fig. 10). Cells isolated from
tumors treated with the GGTI/docetaxel combination showed
a reduced regrowth capacity compared to the docetaxel-
treated tumors. These results confirm the ability of the GGTI
treatment to target the CSC population in vivo.

DISCUSSION

Targeting breast CSCs for cancer therapy is a promising and
developing field. However, to develop an effective anticancer
therapeutic strategy it will be necessary to take into account
several parameters. One of the challenges is to consider the
molecular heterogeneity that may exist between CSCs from
different breast cancer molecular subtypes. The tumorigenic
potential of CSCs is dependent on the cell of origin (i.e., the
targeted CSC) and the nature of the cancer-promoting muta-
tions [10]. Basal and luminal breast cancers display different

gene expression profiles that clearly define two distinct (still
heterogeneous) entities [9]. These differences may be, at least
in part, due to different CSCs regulated by different signaling
pathways.

We sought to identify molecular pathways specific for
luminal or basal CSCs by using a universal functional assay
based on stem cell ability to grow in floating colonies, the
tumorspheres. Using gene expression profiling, we were not
able to identify specific gene sets differentially expressed in
luminal tumorspheres compared to cognate cells cultured in ad-
herent conditions. This result may be explained by the lack of
CSC enrichment in luminal tumorspheres compared to adherent
cells. Our failure to identify CSC markers in luminal breast
tumors shows that the tumorsphere assay is not appropriate for
the identification of luminal CSC, and that other strategies
must be pursued. A recent study has identified a potential hor-
mone-independent CSC population (ER�PR�CK5þCD44þ) in
a luminal cell line, raising the possibility that CSCs may drive
endocrine resistance in hormone-dependent breast cancers [31].
Moreover, recent data also suggest that the residual breast tu-
mor cell populations surviving after hormone therapy may be
enriched in populations of cells with both tumor-initiating and
mesenchymal features [32, 33]. Hence, luminal CSC markers
may open promising perspectives to override endocrine resist-
ance in luminal breast cancers.

In contrast, our gene expression analysis of basal/mesen-
chymal tumorspheres revealed an enrichment of genes coding
for enzymes involved in the MVA metabolic pathway. Using
an in vitro assay, we dissected this metabolic pathway and
identified protein GG, but not farnesylation or cholesterol bio-
synthesis, as a critical activity for basal/mesenchymal breast
CSC biology. This is consistent with the observation that pro-
tein GG is a regulator of mouse embryonic stem cell (ESC)
self-renewal [34]. MVA metabolism blockade impairs ESC
self-renewal by modulating RHOA/Rho-associated coiled-coil
containing protein kinase (ROCK)-dependent cell signaling.
Moreover, lack of mevalonate and of its downstream metabo-
lites, mainly GGPP, induces cell differentiation of normal
neurons, oligodendrocytes and astroglia, as well as

Figure 5. Effect of GGTI treatment on the breast cancer stem cell (CSC) population in vivo. (A–C): For each xenograft, 100,000 cells were
injected into the mammary fat pad of mice. (A): Tumor size before and during the course of each indicated treatment (arrow indicates beginning
of the treatment). Similar results were observed for each sample (T226 shown here; see Supporting Information Fig. 10 for T214), with a statisti-
cally significant size reduction of the tumor treated with GGTI alone, with docetaxel alone or in combination compared with the control tumors
(*, p < .03; t-test). (B, C): Docetaxel-treated tumors showed similar or an increased percentage of ALDEFLUOR-positive cells compared with
the control, whereas GGTI treatment alone produced a statistically significant decrease in ALDEFLUOR-positive cells (**, p < .01; Fisher test).
GGTI treatment prevented the expansion of CSC induced by docetaxel when both drugs are used in combination (B). (C): About 5,000 cells
obtained from these xenografts were implanted in the mammary fat pad of secondary mice, which received no further treatment. Cells from
GGTI-treated tumor cells resulted in significant tumor regrowth delay compared to the control, whereas docetaxel-treated tumor cells showed a
significant increase in tumor regrowth kinetics (*, p < .01; t-test). Similarly to our previous results, tumor cells isolated from tumors treated with
the combination showed a regrowth capacity comparable to the control. Four mice were injected for each xenotransplant and for each group.
Error bars represent mean 6 SD. Abbreviation: GGTI, geranylgeranyl transferase I.
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neuroblastoma cells [35, 36]. This cell differentiation is
mediated through the activation of the peroxisome prolifera-
tor-activated receptor gamma (PPAR)c-phosphatase and tensin
homolog (PTEN) cascade and subsequent inhibition of phos-
phoinositide-3-kinase (PI3K)-AKT signaling. Furthermore,
deregulation of MVA metabolism induced by ectopic expres-
sion of HMGCR promotes oncogenic transformation of hepa-
tocytes [37]. These data and ours are consistent with a pre-
ponderant role of MVA metabolism and particularly protein
GG in the regulation of self-renewal in basal/mesenchymal
breast CSCs. Interestingly, high mRNA levels of MVA path-
way genes correlate with poor prognosis and reduced sur-
vival of breast cancer patients [37]. Based on these observa-
tions, GGTI treatment appears as a promising anti-CSC
therapy. The use of statins, which inhibit MVA metabolism,
reduces the risk of breast cancer recurrence [38, 39]. This
observation may be linked to the inhibition of CSCs.

GGTI blockade has already been shown to induce a sig-
nificant inhibition of development of a variety of hematopoi-
etic and solid tumors. Conditional knockout mice for Pggt1b,
the gene encoding GGTase-I, develop significantly less
KRAS-induced lung tumors and myeloproliferative neoplasms
[40]. Furthermore, GGTI treatment inhibits the growth of
human breast cancer xenografts and induces regression of
mammary tumors in transgenic mice [25, 41]. Here, we have
shown that MVA metabolism blockade through GG inhibition
targets breast CSCs in vivo. We compared the effects of the
cytotoxic agent docetaxel with those of GGTI on the CSC
compartment and on tumor growth in NOD/SCID mice. We
assessed the CSC populations by the ALDEFLUOR assay and
by serial transplantations in NOD/SCID mice. Using these
assays, we determined that chemotherapy treatment alone
resulted in a relative increase in the CSC populations. In con-
trast, GGTI treatment alone or in combination with chemo-
therapy reduced the CSC population. This is an important ob-
servation that warrants further validation in the clinic.

Our results suggest that GGTI treatment may be a new
therapeutic approach to target specifically the basal/mesenchy-
mal breast CSC population. However, further studies will be
needed to elucidate the complex molecular signaling pathways
that link CSC self-renewal to MVA metabolism. One possibil-
ity is the inhibition of RHOA function that results in the
accumulation of P27kip1 in the nucleus after GGTI treatment.
The progression in the cell cycle during the G1 phase is under
the control of the CCND1/P27/RB1/CCNE signaling. This
checkpoint, also called R point, has been defined as an impor-
tant cell cycle stage controlling stem cell fate allowing equi-
librium between self-renewal and committed cell fate decision
[27]. Thus, P27kip1 deregulation induced by GGTI treatment
may modify the G1 phase of the cell cycle, disturb breast
CSC self-renewal, and induce differentiation. In support of

this hypothesis, knockin mice in which the P27 protein is
unable to interact with cyclins and CDKs developed tumors
in multiple organs and this high incidence of spontaneous
tumors was associated with amplification of stem/progenitor
cell populations [42].

CONCULSION

Targeting a specific metabolic pathway essential to CSC is a
new and promising approach. Several studies have described
an association between metabolism and CSC biology, but no
therapy has ever been proposed so far. For example, the pro-
duction of reactive oxygen species (ROS) has been implicated
in the regulation of leukemic stem cells and breast CSCs,
with a lower ROS concentration in CSCs compared to mature
cancer cells [43, 44]. Lower ROS levels in CSCs are associ-
ated with increased expression of free radical scavenging sys-
tems, which may contribute to tumor radioresistance. We
have here demonstrated the role of protein GG in the regula-
tion of breast CSCs. Clinical phase I studies using GGTI have
demonstrated a lack of toxicity [45]. This suggests that inter-
fering with protein GG may be a novel strategy to target
breast CSCs in humans. Because these cells may drive tumor
progression, metastasis, and chemoresistance, and radioresist-
ance, such strategies may lead to improving outcome for
women with breast cancer, not curable with surgery alone.
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