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1. ABSTRACT

2. INTRODUCTION

It has been known for many years that
cooperative interactions between oncogenes (e.g. RAS,
MYC, BCL2) can fuel cancer growth (1-5), but the
restricted druggability of many of those interacting cancer
genes has hampered translation of combined targeting to
medical cancer therapy. The identification and
characterization of cooperative cancer signaling pathways
amenable to medical therapy is therefore a crucial step
towards the establishment of efficient targeted combination
treatments urgently needed to improve cancer therapy. Here
we review recent findings of our group and colleagues on
the molecular mechanisms of cooperative Hedgehog/GLI
and Epidermal Growth Factor Receptor (EGFR) signaling,
two clinically relevant oncogenic pathways involved in the
development of many human malignancies. We also
discuss the possible implications of these findings for the
design of a therapeutic regimen relying on combined
targeting of key effectors of both pathways.

Cancer is a dreadful and frequently incurable
disease that accounts for more than 7 million deaths per
year worldwide. Although cancer research has made
impressive progress to better understand and treat
malignant diseases, there is still an unmet high medical
need to transfer detailed molecular knowledge into more
efficient cancer therapies. Cancer cells harbor a
considerable number of genetic and epigenetic alterations
though only a relatively small fraction of these alterations
referred to as driver mutations is considered to account for
malignant transformation and cancer growth (6-10). The
identification of driver mutations for all cancer entities is
critical to decipher the etiology of malignant development
and eventually essential for the design of efficient therapies
specifically tailored to a given cancer type as well as to the
genetic make-up of the patient´s cancer cells. However, this
is an extremely difficult and laborious task as it requires
thorough functional assays of all possible oncogenic and
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tumor suppressing alleles (6). Also, the well documented
cooperative interaction of oncogenes and tumor suppressor
genes can mask or complicate the identification of
mutations responsible for malignant transformation as such
events alter the cellular phenotype only if they occur in
combination rather than as single alterations.

coordination center for the HH pathway. Unliganded PTCH
located at the base of the cilium inhibits pathway activation
by preventing the seven-transmembrane protein
Smoothened (SMO) to enter the cilium, a mechanism that
is not yet fully understood (15, 16). This results in the
formation of repressor forms of the GLI zinc finger
transcription factor GLI3 – and to some extent of GLI2 –
which repress HH target gene expression (17). HH pathway
activation involves binding of HH to PTCH, thereby
abolishing its repressive function on SMO. This allows
SMO to enter the cilium and promote the formation of GLI
activator transcription factor forms (GLI-A). GLI2/3-A
forms then translocate to the nucleus and activate HH/GLI
target genes including the third member of the GLI family,
GLI1, which further increases the level of GLI activator
(18-24).

A detailed molecular understanding of druggable
cooperative oncogenic signaling pathways would provide a
rationale for the development of novel therapeutic
strategies selectively targeting synergistic interactions of
such signals within complex gene networks. The
cooperative nature of oncogenic signals also suggests that
malignant transformation heavily relies on synergistic
modulation of downstream genes and signaling circuitries.
This has been underpinned by the finding that the
synergistic target gene profile regulated by cooperative
oncogenic mutations such as RAS activation and TP53
deletion is highly enriched for genes essential for the
determination of the malignant phenotype of a cell.
Studying cooperative oncogenic signals therefore provides
a rationale for the identification of additional therapeutic
targets downstream of the initial genetic events that may
not be amenable for therapeutic intervention and also
allows development for multi-hit targeted combination
therapy (11).

3.1. HH/GLI signaling and cancer
More than 20 years after its discovery in the fruit
fly, the HH/GLI pathway has now become one of the key
signaling pathways in cancer research. HH/GLI signaling
has been implicated in a number of human malignancies,
including cancers of the brain, skin, gastrointestinal tract
and hematopoietic system (21, 25-29). Uncontrolled
HH/GLI pathway activation is a common feature of many
cancers with cell-autonomous, autocrine and paracrine
signal transduction settings (30). HH/GLI pathway
activation can be triggered by mutational inactivation of
pathway repressor proteins such as PTCH or SUFU, by
mutations leading to constitutive activation of the HH
effector SMO or by gene amplification of the GLI
transcription factors GLI1 or GLI2 (31-36). This results in
ligand-independent, cell-autonomous activation of HH/GLI
signaling in cancer cells, a setting that applies to Gorlintype tumors such as basal cell carcinoma, medulloblastoma
or rhabdomyosarcoma (37, 38). The mode of HH signal
transduction in the class of ligand-dependent cancers such
gastrointestinal cancers is different as tumor cell-derived
HH ligands have been shown to activate paracrine HH
signaling with the adjacent tumor stroma - rather than the
tumor itself - being the responsive compartment (39). By
contrast, malignant cells of the hematopoietic system
display cell-autonomous intrinsic HH pathway activation
most likely through paracrine stimulation by HH ligands
secreted by the adjacent tumor stroma (40). This mode of
signaling as well as autocrine HH pathway activation also
applies to the tumor-initiating cancer stem cell population
of solid cancers and hematopoietic malignancies (41-44).

In this review we will concentrate on the
cooperative interaction between the EGFR and the HH/GLI
pathway, two druggable oncogenic signals with high
clinical relevance in a number of human malignancies. We
aim to provide a summary of recent findings on the
synergistic cross-talk between these pathways and
downstream signal cascades and discuss possible
therapeutic implications derived from in-depth analysis of
such molecular interactions in cancer cells.
3.
OVERVIEW
ON
MECHANISMS
HEDGEHOG/GLI SIGNAL TRANSDUCTION

OF

The Hedgehog pathway was initially identified in
Drosophila melanogaster (12) and has been shown to be
highly conserved between invertebrates and mammalian
species, although some substantial differences of how the
signal is transduced and coordinated at the cell surface exist
(13, 14). HH/GLI signaling is a complex process involving
numerous regulatory steps and proteins that control a
variety of developmental decisions in vertebrates and
invertebrates. In the following, only a brief and condensed
introduction into the key steps and components of
vertebrate HH/GLI signaling is presented.

Based on the well documented etiologic role of HH
signaling in cancers, targeting the pathway is considered a
promising therapeutic strategy. In fact, a number of small
molecule inhibitors of the essential pathway effector SMO
have been identified as potent anti-cancer agents in preclinical
models (reviewed in (30)). The therapeutic benefit of some of
these SMO antagonists are currently evaluated in a number of
clinical trials with first promising results for the treatment of
advanced or metastatic basal cell carcinoma and
medulloblastoma (45, 46).

In vertebrates, at least three Hedgehog
homologues have been identified referred to as Sonic
Hedgehog (SHH), Indian Hedgehog (IHH) and Desert
Hedgehog DHH), of which SHH is the most intensely
studied. To initiate the Hedgehog signaling cascade, HH–
ligand binds to its receptor, the 12-pass transmembrane
protein Patched (PTCH), which is localized in the so called
‘primary cilium’, a non-motile structure protruding from
the cell surface that functions as a signal sensing and

Although SMO inhibition has already proven a
valid therapeutic target in a selection of cancer patients, the
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ongoing and additional phase II clinical trials will finally
show the benefit of this regimen. On this long road, several
obstacles will have to be by-passed and problems such as
development of drug resistance and intricate interactions
with other oncogenic signaling pathways taken into
account. For instance, treatment of a metastatic
medulloblastoma patient with the SMO inhibitor GDC0449 led to a dramatic improvement of the patient´s
condition after only two months of therapy. However, after
three months the same patient relapsed due to development
of drug resistance, which arose in response to a SMO
mutation that abrogates binding of GDC-0449 to SMO (45,
47). Similarly, prolonged SMO antagonist treatment of
HH-driven medulloblastoma mice led to drug resistance
due to amplification of Gli2, rare SMO mutations and/or a
parallel increase of PI3K/AKT/mTOR signaling that
circumvented and compensated for the HH pathway
blockade, respectively. Of note, treatment with a
combination of SMO inhibitor and PI3K-mTOR
antagonists delayed resistance development, providing a
strong argument for rationale-based targeted combination
therapy of selected HH-associated cancers (48).

tyrosine kinase domain. As a consequence, the C-terminal
cytoplasmic tails of ErbB receptor dimers become
phosphorylated at defined tyrosine residues that then act as
context-dependent docking sites for adaptor or effector
proteins of least five different signaling pathways: the
mitogen-activated protein kinase (MAPK) pathway,
phospholipase C, phosphatidylinositol 3-kinase (PI3K)/Akt
pathway, signal transducer and activator of transcription
(STAT) pathway and the SRC/FAK pathway (55).
Aberrant activation of EGFR signaling is a
hallmark of many carcinomas. Mutational activation of
EGFR proteins, overexpression of EGFR family members
or of their cognate ligands has been identified as etiologic
step in the development and growth of a number of
malignancies. Hyperactivation of EGFR signaling in cancer
cells is frequently accompanied by the stimulation of the
intracellular RAS/RAF/MEK/ERK and PI3K/AKT
signaling cascades which are considered the major
proliferation and pro-survival signals, respectively (56). In
agreement with its crucial role in the control of cancer cell
proliferation, survival and angiogenesis, targeted inhibition
of the EGFR pathway with small molecule inhibitors or
therapeutic antibodies offers a benefit to many cancer
patients as has been demonstrated for instance for breast
cancer patients or lung cancer patients with activating
mutations in the EGFR (57-60).

The therapeutic success of HH/SMO inhibition
will eventually also depend on the proper combination of
therapeutic drugs targeting signaling molecules or
pathways that have been shown to positively interact with
and enhance HH signaling, in line with the current concept
of highly inter-connected, cooperative signaling networks
in cancer cells. The list of oncogenic signals interacting
with HH/GLI signaling is constantly growing and includes
a number of well-known druggable effectors such as PI3KAKT, RAS, MEK/ERK or EGFR (49-51).

4.1. Cooperative HH/GLI-EGFR signal transduction
First evidence for an interaction of the vertebrate
HH/GLI and EGFR signaling pathway has come from in
vitro studies of neocortical stem cells showing that Shh and
EGF cooperate in the stimulation of cell proliferation (61,
62). In addition, over-expression of SHH in a human
keratinocytes cell line grown in organotypic cultures led to
EGFR activation and increased levels of JUN and MMP9,
thereby enhancing the invasive phenotype of the
keratinocytes (63).

In the following we will concentrate on the
synergistic interaction of the HH/GLI and EGFR signal
transduction pathway and review recent findings of our
group and colleagues on the mechanism of signal
cooperation and its possible exploitation for the design of
targeted cancer therapy based on a combined HH/GLIEGFR inhibitor regimen.

In a screen for oncogenic signal transduction
pathways interacting with HH/GLI signaling our own
group discovered that combined activation of EGFR
signaling and GLI expression in human epidermal cells
results in the selective and synergistic activation of a subset
of direct GLI target genes. We identified a panel of genes
whose expression is activated by simultaneous GLI-EGFR
activation but not – or only to low levels - in response to
single pathway stimulation. Of note, some of these
cooperation response genes (CRG) like IL1R2, S100A9
and JAG2 have functional GLI binding sites in their
promoter region, suggesting convergence of cooperative
HH/GLI – EGFR signaling at the level of the cis-regulatory
region of selected HH target genes (64). In a follow upstudy, Schnidar et al. (2009) demonstrated that combined
activation of HH/GLI and EGFR signaling not only
modifies the GLI target gene expression profile but also
leads to synergistic oncogenic transformation. While
neither GLI activator expression nor EGFR stimulation
alone was sufficient to induce anchorage-independent
growth in 3D cultures - a hallmark of cancer cells that
correlates well with in vivo tumorigenicity - simultaneous
activation of both pathways resulted in a transformed

4. SIGNAL TRANSDUCTION BY THE EPIDERMAL
GROWTH FACTOR RECEPTOR FAMILY
The Epidermal Growth Factor Receptor (EGFR)
family of receptor tyrosine kinases (RTKs) comprises four
members, EGFR (or ErbB1/HER1), HER2 (ErbB2), HER3
(ErbB3) and HER4 (ErbB4), which all show conserved
structural features and are expressed in numerous epithelial,
mesenchymal and neuronal cell types, where they regulate
a broad spectrum of biological processes key amongst
which are proliferation and survival (52-55). Eleven
different ligands are known that bind the extracellular
domains of HER1, HER3 and HER4 with different and
partly redundant specificity. EGF for example binds
exclusively to EGFR while the Neuregulins 1 and 2 bind to
HER3 and HER4. HER2 lacks a soluble ligand but plays an
important role as heterodimerization partner for other
family members. Ligand binding initiates the signaling
cascade by inducing the formation of functional homo- or
heterodimers, followed by the activation of the intrinsic
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phenotype with clonogenic growth under non-adherent
conditions. Of note, this cooperative transformation effect
could be observed in various cell types of different species
including human keratinocytes, rat kidney epithelial cells
and mouse fibroblasts pointing to a more common
mechanism of cooperative oncogenic transformation by
concomitant HH-EGFR signaling in various cancer types
(65).

mutants that constitutively localize to the nucleus,
increased nuclear localization of GLI in response to
EGFR/RAF/MEK/ERK signaling is unlikely to account for
the synergistic CRG activation profile observed in our
system (64, 65).
4.3. HH/GLI-EGFR signal integration in the nucleus via
cooperation of GLI and JUN/AP-1
How is the synergistic signaling system of
HH/GLI and EGFR integrated and how does cooperativity
between the pathways lead to selective activation of
cooperation response genes (CRG)? Analysis of the cisregulatory region of some HH-EGFR CRG revealed the
presence of functional GLI binding sites, suggesting
convergence of both pathways at the level of the promoter
of selected HH/GLI target genes. As the synergistic
transcriptional activation by combined HH/GLI and EGFR
pathway activation applies only to a subset of direct GLI
targets but not to canonical HH targets such as PTCH or
BCL2, simultaneous activation of GLI and EGFR signaling
is likely to recruit additional cooperative transcriptional
regulators to the promoters of cooperation response genes
(64).

4.2. Intracellular convergence of cooperative HH/GLI –
EGFR signaling via RAS/RAF/MEK/ERK
Activation of the PI3K/AKT and MAP kinase
cascade is considered the major intracellular signaling
event in response to EGFR stimulation (see above). Both
pathways have been shown to affect the activity of GLI
transcription factors, suggesting that activation of EGFR
may directly impinge on GLI regulation. For instance, the
nuclear localization of GLI1 can be enhanced by expression
of dominant active AKT, while blocking AKT function
results in an accumulation of GLI1 in the cytoplasm. Also,
in melanoma, glioma and prostate cancer cells GLI1
expression itself is decreased if PI3K/AKT signaling is
inactivated and synergistic anti-proliferative effects could
be detected in response to combined inhibition of AKT and
SMO (66). Another study has revealed that PI3K/AKT
negatively regulates the degradation of GLI2 by interfering
with PKA/GSK3beta mediated phosphorylation of GLI2,
which targets the protein to proteasome-mediated
degradation (67). This cooperation of PI3K/AKT and
HH/GLI signaling is supported by studies in zebrafish
showing that co-expression of the zebrafish Smoothened in
combination with constitutively active Akt1 directs tumor
formation (68).

Transcriptional regulation in response to EGFR
signaling involves members of the ETS, STAT and AP-1
family (52, 73). As some CRG promoters such as IL1R2,
JAG2 and S100A9 harbor binding sites for both GLI and
JUN/AP-1 factors, it is likely that at least some HH-EGFR
CRG are synergistically regulated by combined binding of
GLI and JUN/AP-1 transcription factors to their promoters.
In agreement with this signal integration model, EGFR
signaling via RAF/MEK/ERK leads to phosphorylation and
activation of JUN in human keratinocytes, and interference
with JUN function impairs HH-EGFR CRG expression and
synergistic oncogenic transformation by cooperative HHEGFR signaling (65). As JUN expression itself has been
shown to be directly enhanced by GLI (74), we further
propose the existence of an EGFR-GLI regulated positive
feed-forward loop accounting for sustained and enhanced
levels of activated JUN/AP-1 transcription factors. In such
a
model,
EGFR-MEK/ERK
signaling
induces
phosphorylation of JUN, which together with GLI activator
forms binds to cooperation response genes to activate CRG
transcription and drive oncogenic transformation in a
combinatorial mode (Figure 1). Whether integration of
EGFR-HH/GLI signaling involves additional EGFRregulated transcription factors and if this model holds true
for in vivo carcinogenesis remains to be tested in future
studies.

However, in the case of HH/GLI-EGFR
cooperativity, several lines of evidence argue against a
crucial role of EGFR-regulated PI3K/AKT activation in the
integration with HH/GLI signaling. Both, genetic and
pharmacologic inhibition of PI3K/AKT does not affect the
synergistic regulation of HH-EGFR CRG expression nor
the oncogenic transformation phenotype induced by
combined HH/GLI-EGFR activation. Also, co-expression
of dominant active AKT and GLI1 in non-tumorigenic
human keratinocytes fails to enhance the tumorigenicity of
the cells (65). This is in agreement with the observation
that unlike wild-type EGFR, constitutively active, mutant
EGFR variants that preferentially activate the PI3K/AKT
cascade do not synergize with GLI in oncogenic
transformation (65, 69).
In agreement with the requirement of
RAS/RAF/MEK/ERK signaling downstream of EGFR,
only co-expression of GLI1 and dominant active MEK
induces tumor growth in vivo, as opposed to co-expression
of GLI1 and dominant active AKT (65). Although GLI
proteins have been proposed as putative substrates of MAP
kinases (70-72), we could not find any evidence for direct
phosphorylation of GLIs in response to EGFR/MEK/ERK
signaling (64). Like PI3K/AKT, RAS/RAF/MEK/ERK
activation has also been shown to increase the nuclear
localization and transcriptional activity of GLI, but as our
initial studies were done with nuclear export sequence

4.4. Combined inhibition of HH/GLI-EGFR signaling as
anti-cancer therapy
Despite recent reports on the progress in cancer
therapy, the disease is still considered incurable in many
cases and finding the Achilles heel(s) of cancer cells is a
major challenge for today´s oncology research. Perhaps the
most promising approach to significantly improve the
patients survival is to attack cancer cells from multiple
sides using defined combinations of targeted anti-cancer
drugs alone or along with chemotherapy, surgery and/or
radiation therapy. The identification of novel efficacious
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Figure 1. Model of cooperative HH/GLI-EGFR signal integration in malignant transformation. A) Activation of a canonical GLI
target gene expression profile in the absence of parallel EGFR signaling. B) Simultaneous stimulation of HH/GLI and EGFR
signaling results in the synergistic activation of HH/GLI-EGFR cooperation response genes (CRG) thereby promoting malignant
transformation. HH/GLI-EGFR CRG are transcriptionally controlled by cooperative interactions of the GLI activator forms
(GLI-A) and JUN/AP1 transcription factor complexes at the promoters of HH/GLI-EGFR CRG. Activation of JUN/AP1
transcriptional regulators (indicated by phosphorylation symbols) involves EGFR-dependent activation of the
RAS/RAF/MEK/ERK cascade.
combinations of targeted cancer drugs will therefore be key
to the success for such multimodal treatment strategies. The
discovery of druggable, cooperative oncogenic pathways
such as EGFR and HH/GLI may be a first step towards the
design of a novel, rationale based combo treatment. Several
in vitro studies suggest that the combination of specific
EGFR and HH signaling inhibitors may provide a
therapeutic benefit. For instance, treatment of metastatic
prostate cancer cell lines or putative prostate cancer stem
cells with a combination of the selective EGFR inhibitor
gefitinib, the SMO antagonist cyclopamine and/or the
chemotherapeutic drug docetaxel inhibits cell growth,
induces apoptosis and/or interferes with invasiveness (75,
76). Our own studies have shown that combined inhibition
of EGFR and HH/GLI signaling in mouse BCC cell lines
efficiently interfered with cell growth in vitro, as did
combined inhibition of GLI and JUN function (65). Since
both the EGFR and HH/GLI pathway have been implicated
in the pathogenesis of a considerable number of human
cancer entities such as brain, skin, breast cancer, colon
cancer, pancreatic, breast, colon and liver it is tempting to
speculate that cooperative interactions occur also in these
malignancies and that combinatorial targeting may
therefore provide a therapeutic benefit to a considerable
number of cancer patients.

regulatory networks and signal interactions impinging on
and regulating the activity of the Hedgehog pathway in
cancer cells. Whether the detailed knowledge of these
intricate signal interactions can be translated into
therapeutic regimens in the clinic is unclear at present. As
for the cooperative interaction of HH/GLI and EGFR
signaling in human cancer cells, several key questions
remain to be addressed. In particular, the in vivo relevance
of the findings reviewed in this article need to be
demonstrated in appropriate preclinical assays, for
instance by genetic and pharmacologic inhibition of
EGFR signaling in mouse models of HH-driven cancer.
Also some of the apparently conflicting reports about the
paracrine or autocrine mode of the HH/GLI pathway and
the identity of the HH signal receiving cell type in
human cancers need to be reconciled with the etiologic
role of EGFR signaling in cancer cells. For instance, in
pancreatic and colon cancer cells, canonical Hedgehog
signaling is received by stromal cells rather than tumor
cells (39, 77). Tumor cells are thought to produce and
secrete high levels of HH ligands which then induce HH
signaling in adjacent stromal cells in a paracrine mode of
action. By contrast, CD133+ tumor-initiating cells of
colon cancer patients are susceptible to SMO inhibition
and display cell-autonomous requirement of functional
HH signaling (41). Therefore, it needs to be carefully
addressed whether HH/GLI and EGFR signaling co-occur
in cancer cells and whether co-activation of both pathways
is established in the tumor bulk or in a subpopulation of
tumor-initiating cancer cells.

5. PERSPECTIVE
The work of many laboratories during the past
few years has unraveled a tremendous complexity of
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In addition and in light of recent reports on SMOindependent regulation of GLI function (78), the
requirement of SMO for the induction of GLI activator
forms in cancer cells needs to be tested rigorously, as this
will to a large extent determine the therapeutic efficacy of
SMO inhibitors in combination with clinically approved
anti-EGFR drugs.

4. D Hanahan, RA Weinberg: The hallmarks of cancer. Cell
100(1), 57-70 (2000)
5. B Vogelstein, KW Kinzler: Cancer genes and the
pathways they control. Nat Med 10(8), 789-99 (2004)
6. G Parmigiani, S Boca, J Lin, KW Kinzler, V Velculescu,
B Vogelstein: Design and analysis issues in genome-wide
somatic mutation studies of cancer. Genomics 93(1), 17-21
(2009)

In this context it is noteworthy that the
therapeutic efficacy of simultaneous SMO and EGFR
targeting by combined administration of GDC-0449 and
erlotinib, a selective EGFR tyrosine kinase inhibitor, is
currently evaluated in a clinical trial for the treatment of
metastatic
pancreatic
cancer
(source
http://clinicaltrials.gov). Although the rationale of this
study is mainly based on the observation that inhibition of
paracrine HH/SMO signaling depletes the tumor stroma
and thereby increases drug delivery to the tumor cells (79),
it is well conceivable that the same treatment may also
target the HH/GLI and EGFR pathway in cancer cells such
as the tumor initiating subpopulation, which may depend
on HH/GLI and EGFR signaling (80, 81).

7. T Sjoblom, S Jones, LD Wood, DW Parsons, J Lin, TD
Barber, D Mandelker, RJ Leary, J Ptak, N Silliman, S
Szabo, P Buckhaults, C Farrell, P Meeh, SD Markowitz, J
Willis, D Dawson, JK Willson, AF Gazdar, J Hartigan, L
Wu, C Liu, G Parmigiani, BH Park, KE Bachman, N
Papadopoulos, B Vogelstein, KW Kinzler, VE Velculescu:
The consensus coding sequences of human breast and
colorectal cancers. Science 314(5797), 268-74 (2006)
8. LD Wood, DW Parsons, S Jones, J Lin, T Sjoblom, RJ
Leary, D Shen, SM Boca, T Barber, J Ptak, N Silliman, S
Szabo, Z Dezso, V Ustyanksky, T Nikolskaya, Y Nikolsky,
R Karchin, PA Wilson, JS Kaminker, Z Zhang, R Croshaw,
J Willis, D Dawson, M Shipitsin, JK Willson, S Sukumar,
K Polyak, BH Park, CL Pethiyagoda, PV Pant, DG
Ballinger, AB Sparks, J Hartigan, DR Smith, E Suh, N
Papadopoulos, P Buckhaults, SD Markowitz, G Parmigiani,
KW Kinzler, VE Velculescu, B Vogelstein: The genomic
landscapes of human breast and colorectal cancers. Science
318(5853), 1108-13 (2007)

More than twenty years after the discovery of the
HH pathway in flies, we now have entered an exciting era
of HH research, where the therapeutic benefit of HH
antagonists developed by different pharmaceutical
companies is evaluated in more than 25 clinical studies.
The outcome of these trials will have a significant impact
on the design of future cancer therapies involving HH/SMO
inhibition and possibly also highlight the requirement for
additional targeted combination treatments including
protocols based on concomitant HH/GLI and EGFR
inhibition.

9. C Greenman, P Stephens, R Smith, GL Dalgliesh, C
Hunter, G Bignell, H Davies, J Teague, A Butler, C
Stevens, S Edkins, S O'Meara, I Vastrik, EE Schmidt, T
Avis, S Barthorpe, G Bhamra, G Buck, B Choudhury, J
Clements, J Cole, E Dicks, S Forbes, K Gray, K Halliday,
R Harrison, K Hills, J Hinton, A Jenkinson, D Jones, A
Menzies, T Mironenko, J Perry, K Raine, D Richardson, R
Shepherd, A Small, C Tofts, J Varian, T Webb, S West, S
Widaa, A Yates, DP Cahill, DN Louis, P Goldstraw, AG
Nicholson, F Brasseur, L Looijenga, BL Weber, YE Chiew,
A DeFazio, MF Greaves, AR Green, P Campbell, E Birney,
DF Easton, G Chenevix-Trench, MH Tan, SK Khoo, BT
Teh, ST Yuen, SY Leung, R Wooster, PA Futreal, MR
Stratton: Patterns of somatic mutation in human cancer
genomes. Nature 446(7132), 153-8 (2007)

6. ACKNOWLEDGEMENT
The authors would like to apologize to all
colleagues whose work has not been cited due to space
limitations. Work of the authors was supported by grants of
the Austrian Science Fund FWF (projects W1213 and
P20652), the Austrian Genome Program GENAU/MedSys, the European Union (FP7 International
Training Network HEALING) and the priority program
Bioscience and Health of the University of Salzburg.
7. REFERENCES
1. H Land, LF Parada, RA Weinberg: Tumorigenic
conversion of primary embryo fibroblasts requires at least
two cooperating oncogenes. Nature 304(5927), 596-602
(1983)

10. RK Thomas, AC Baker, RM Debiasi, W Winckler, T
Laframboise, WM Lin, M Wang, W Feng, T Zander, L
MacConaill, JC Lee, R Nicoletti, C Hatton, M Goyette, L
Girard, K Majmudar, L Ziaugra, KK Wong, S Gabriel, R
Beroukhim, M Peyton, J Barretina, A Dutt, C Emery, H
Greulich, K Shah, H Sasaki, A Gazdar, J Minna, SA
Armstrong, IK Mellinghoff, FS Hodi, G Dranoff, PS
Mischel, TF Cloughesy, SF Nelson, LM Liau, K Mertz,
MA Rubin, H Moch, M Loda, W Catalona, J Fletcher, S
Signoretti, F Kaye, KC Anderson, GD Demetri, R
Dummer, S Wagner, M Herlyn, WR Sellers, M Meyerson,
LA Garraway: High-throughput oncogene mutation
profiling in human cancer. Nat Genet 39(3), 347-51 (2007)

2. HE Ruley: Adenovirus early region 1A enables viral and
cellular transforming genes to transform primary cells in
culture. Nature 304(5927), 602-6 (1983)
3. A Strasser, AW Harris, ML Bath, S Cory: Novel
primitive lymphoid tumours induced in transgenic mice by
cooperation between myc and bcl-2. Nature 348(6299),
331-3 (1990)

95

Cooperative Hedgehog-EGFR signaling

11. HR McMurray, ER Sampson, G Compitello, C Kinsey,
L Newman, B Smith, SR Chen, L Klebanov, P Salzman, A
Yakovlev, H Land: Synergistic response to oncogenic
mutations defines gene class critical to cancer phenotype.
Nature 453(7198), 1112-6 (2008)

25. S Teglund, R Toftgard: Hedgehog beyond
medulloblastoma and basal cell carcinoma. Biochim
Biophys Acta 1805(2), 181-208 (2010)
26. A Ruiz i Altaba, P Sanchez, N Dahmane: Gli and
hedgehog in cancer: tumours, embryos and stem cells. Nat
Rev Cancer 2(5), 361-72 (2002)

12. C Nusslein-Volhard, E Wieschaus: Mutations affecting
segment number and polarity in Drosophila. Nature
287(5785), 795-801 (1980)

27. M Pasca di Magliano, M Hebrok: Hedgehog signalling
in cancer formation and maintenance. Nat Rev Cancer
3(12), 903-11 (2003)

13. M Varjosalo, J Taipale: Hedgehog signaling. J Cell Sci
120(Pt 1), 3-6 (2007)

28. EH Epstein: Basal cell carcinomas: attack of the
hedgehog. Nat Rev Cancer 8(10), 743-54 (2008)

14. CW Wilson, PT Chuang: Mechanism and evolution of
cytosolic Hedgehog signal transduction. Development
137(13), 2079-94 (2010)

29. PA Beachy, SS Karhadkar, DM Berman: Tissue repair
and stem cell renewal in carcinogenesis. Nature 432(7015),
324-31 (2004)

15. R Rohatgi, L Milenkovic, RB Corcoran, MP Scott:
Hedgehog
signal
transduction
by
Smoothened:
pharmacologic evidence for a 2-step activation process.
Proc Natl Acad Sci U S A 106(9), 3196-201 (2009)

30. SJ Scales, FJ de Sauvage: Mechanisms of Hedgehog
pathway activation in cancer and implications for therapy.
Trends Pharmacol Sci 30(6), 303-12 (2009)

16. R Rohatgi, L Milenkovic, MP Scott: Patched1 regulates
hedgehog signaling at the primary cilium. Science
317(5836), 372-6 (2007)

31. MD Taylor, L Liu, C Raffel, CC Hui, TG Mainprize, X
Zhang, R Agatep, S Chiappa, L Gao, A Lowrance, A Hao,
AM Goldstein, T Stavrou, SW Scherer, WT Dura, B
Wainwright, JA Squire, JT Rutka, D Hogg: Mutations in
SUFU predispose to medulloblastoma. Nat Genet 31(3),
306-10 (2002)

17. SY Wong, AD Seol, PL So, AN Ermilov, CK
Bichakjian, EH Epstein, Jr., AA Dlugosz, JF Reiter:
Primary cilia can both mediate and suppress Hedgehog
pathway-dependent tumorigenesis. Nat Med 15(9), 1055-61
(2009)

32. H Hahn, C Wicking, PG Zaphiropoulous, MR Gailani,
S Shanley, A Chidambaram, I Vorechovsky, E Holmberg,
AB Unden, S Gillies, K Negus, I Smyth, C Pressman, DJ
Leffell, B Gerrard, AM Goldstein, M Dean, R Toftgard, G
Chenevix-Trench, B Wainwright, AE Bale: Mutations of
the human homolog of Drosophila patched in the nevoid
basal cell carcinoma syndrome. Cell 85(6), 841-51 (1996)

18. PA Beachy, SG Hymowitz, RA Lazarus, DJ Leahy, C
Siebold: Interactions between Hedgehog proteins and their
binding partners come into view. Genes Dev 24(18), 200112 (2010)
19. PW Ingham, AP McMahon: Hedgehog signaling in
animal development: paradigms and principles. Genes Dev
15(23), 3059-87 (2001)

33. RL Johnson, AL Rothman, J Xie, LV Goodrich, JW
Bare, JM Bonifas, AG Quinn, RM Myers, DR Cox, EH
Epstein, Jr., MP Scott: Human homolog of patched, a
candidate gene for the basal cell nevus syndrome. Science
272(5268), 1668-71 (1996)

20. J Jiang, CC Hui: Hedgehog signaling in development
and cancer. Dev Cell 15(6), 801-12 (2008)
21. M Kasper, G Regl, AM Frischauf, F Aberger: GLI
transcription factors: mediators of oncogenic Hedgehog
signalling. Eur J Cancer 42(4), 437-45 (2006)

34. AM Snijders, BL Schmidt, J Fridlyand, N Dekker, D
Pinkel, RC Jordan, DG Albertson: Rare amplicons
implicate frequent deregulation of cell fate specification
pathways in oral squamous cell carcinoma. Oncogene
24(26), 4232-42 (2005)

22. R Rohatgi, MP Scott: Patching the gaps in Hedgehog
signalling. Nat Cell Biol 9(9), 1005-9 (2007)
23. A Ruiz i Altaba, C Mas B Stecca: The Gli code: an
information nexus regulating cell fate, stemness and cancer.
Trends Cell Biol 17(9), 438-47 (2007)

35. KW Kinzler, SH Bigner, DD Bigner, JM Trent, ML
Law, SJ O'Brien, AJ Wong, B Vogelstein: Identification of
an amplified, highly expressed gene in a human glioma.
Science 236(4797), 70-3 (1987)

24. MS Ikram, GW Neill, G Regl, T Eichberger, AM
Frischauf, F Aberger, A Quinn, M Philpott: GLI2 is
expressed in normal human epidermis and BCC and
induces GLI1 expression by binding to its promoter. J
Invest Dermatol 122(6), 1503-9 (2004)

36. J Xie, M Murone, SM Luoh, A Ryan, Q Gu, C Zhang,
JM Bonifas, CW Lam, M Hynes, A Goddard, A Rosenthal,
EH Epstein, Jr., FJ de Sauvage: Activating Smoothened
mutations in sporadic basal-cell carcinoma. Nature
391(6662), 90-2 (1998)

96

Cooperative Hedgehog-EGFR signaling

37. RJ Gorlin: Nevoid basal cell carcinoma syndrome.
Dermatol Clin 13(1), 113-25 (1995)

48. S Buonamici, J Williams, M Morrissey, A Wang, R
Guo, A Vattay, K Hsiao, J Yuan, J Green, B Ospina, Q Yu,
L Ostrom, P Fordjour, DL Anderson, JE Monahan, JF
Kelleher, S Peukert, S Pan, X Wu, SM Maira, C GarciaEcheverria, KJ Briggs, DN Watkins, YM Yao, C Lengauer,
M Warmuth, WR Sellers, M Dorsch: Interfering with
resistance to smoothened antagonists by inhibition of the
PI3K pathway in medulloblastoma. Sci Transl Med 2(51),
51ra70 (2010)

38. RJ Gorlin: Nevoid basal-cell carcinoma syndrome.
Medicine (Baltimore) 66(2), 98-113 (1987)
39. RL Yauch, SE Gould, SJ Scales, T Tang, H Tian, CP
Ahn, D Marshall, L Fu, T Januario, D Kallop, M NanniniPepe, K Kotkow, JC Marsters, LL Rubin, FJ de Sauvage: A
paracrine requirement for hedgehog signalling in cancer.
Nature 455(7211), 406-10 (2008)

49. B Stecca, IAA Ruiz: Context-dependent regulation of
the GLI code in cancer by HEDGEHOG and nonHEDGEHOG signals. J Mol Cell Biol 2(2), 84-95 (2010)

40. C Dierks, J Grbic, K Zirlik, R Beigi, NP Englund, GR
Guo, H Veelken, M Engelhardt, R Mertelsmann, JF
Kelleher, P Schultz, M Warmuth: Essential role of
stromally induced hedgehog signaling in B-cell
malignancies. Nat Med 13(8), 944-51 (2007)

50. M Lauth, R Toftgard: Non-canonical activation of GLI
transcription factors: implications for targeted anti-cancer
therapy. Cell Cycle 6(20), 2458-63 (2007)

41. F Varnat, A Duquet, M Malerba, M Zbinden, C Mas, P
Gervaz, A Ruiz i Altaba: Human colon cancer epithelial
cells harbour active HEDGEHOG-GLI signalling that is
essential for tumour growth, recurrence, metastasis and
stem cell survival and expansion. EMBO Mol Med 1(6-7),
338-51 (2009)

51. NA Riobo, K Lu, CP Emerson, Jr.: Hedgehog signal
transduction: signal integration and cross talk in
development and cancer. Cell Cycle 5(15), 1612-5 (2006)
52. Y Yarden, MX Sliwkowski: Untangling the ErbB
signalling network. Nat Rev Mol Cell Biol 2(2), 127-37
(2001)

42. C Dierks, R Beigi, GR Guo, K Zirlik, MR Stegert, P
Manley, C Trussell, A Schmitt-Graeff, K Landwerlin, H
Veelken, M Warmuth: Expansion of Bcr-Abl-positive
leukemic stem cells is dependent on Hedgehog pathway
activation. Cancer Cell 14(3), 238-49 (2008)

53. NE Hynes, HA Lane: ERBB receptors and cancer: the
complexity of targeted inhibitors. Nat Rev Cancer 5(5),
341-54 (2005)
54. J Schlessinger: Cell signaling by receptor tyrosine
kinases. Cell 103(2), 211-25 (2000)

43. V Clement, P Sanchez, N de Tribolet, I Radovanovic, A
Ruiz i Altaba: HEDGEHOG-GLI1 signaling regulates
human glioma growth, cancer stem cell self-renewal, and
tumorigenicity. Curr Biol 17(2), 165-72 (2007)

55. M Sibilia, R Kroismayr, BM Lichtenberger, A
Natarajan, M Hecking, M Holcmann: The epidermal
growth factor receptor: from development to tumorigenesis.
Differentiation 75(9), 770-87 (2007)

44.
C Zhao, A Chen, CH Jamieson, M Fereshteh, A
Abrahamsson, J Blum, HY Kwon, J Kim, JP Chute, D
Rizzieri, M Munchhof, T Vanarsdale, PA Beachy, T Reya:
Hedgehog signalling is essential for maintenance of cancer
stem cells in myeloid leukaemia. Nature (2009)

56. G Pines, WJ Kostler, Y Yarden: Oncogenic mutant
forms of EGFR: lessons in signal transduction and targets
for cancer therapy. FEBS Lett 584(12), 2699-706 (2010)

45. CM Rudin, CL Hann, J Laterra, RL Yauch, CA
Callahan, L Fu, T Holcomb, J Stinson, SE Gould, B
Coleman, PM LoRusso, DD Von Hoff, FJ de Sauvage, JA
Low: Treatment of medulloblastoma with hedgehog
pathway inhibitor GDC-0449. N Engl J Med 361(12),
1173-8 (2009)

57. JG Paez, PA Janne, JC Lee, S Tracy, H Greulich, S
Gabriel, P Herman, FJ Kaye, N Lindeman, TJ Boggon, K
Naoki, H Sasaki, Y Fujii, MJ Eck, WR Sellers, BE
Johnson, M Meyerson: EGFR mutations in lung cancer:
correlation with clinical response to gefitinib therapy.
Science 304(5676), 1497-500 (2004)

46. DD Von Hoff, PM LoRusso, CM Rudin, JC Reddy, RL
Yauch, R Tibes, GJ Weiss, MJ Borad, CL Hann, JR
Brahmer, HM Mackey, BL Lum, WC Darbonne, JC
Marsters, Jr., FJ de Sauvage, JA Low: Inhibition of the
hedgehog pathway in advanced basal-cell carcinoma. N
Engl J Med 361(12), 1164-72 (2009)

58. TJ Lynch, DW Bell, R Sordella, S Gurubhagavatula,
RA Okimoto, BW Brannigan, PL Harris, SM Haserlat, JG
Supko, FG Haluska, DN Louis, DC Christiani, J Settleman,
DA Haber: Activating mutations in the epidermal growth
factor receptor underlying responsiveness of non-small-cell
lung cancer to gefitinib. N Engl J Med 350(21), 2129-39
(2004)

47. RL Yauch, GJ Dijkgraaf, B Alicke, T Januario, CP
Ahn, T Holcomb, K Pujara, J Stinson, CA Callahan, T
Tang, JF Bazan, Z Kan, S Seshagiri, CL Hann, SE Gould,
JA Low, CM Rudin, FJ de Sauvage: Smoothened Mutation
Confers Resistance to a Hedgehog Pathway Inhibitor in
Medulloblastoma. Science (2009)

59. T Mitsudomi, T Kosaka, H Endoh, Y Horio, T Hida, S
Mori, S Hatooka, M Shinoda, T Takahashi, Y Yatabe:
Mutations of the epidermal growth factor receptor gene
predict prolonged survival after gefitinib treatment in

97

Cooperative Hedgehog-EGFR signaling

patients with non-small-cell lung cancer with postoperative
recurrence. J Clin Oncol 23(11), 2513-20 (2005)

71. M Seto, M Ohta, Y Asaoka, T Ikenoue, M Tada, K
Miyabayashi, D Mohri, Y Tanaka, H Ijichi, K Tateishi, F
Kanai, T Kawabe, M Omata: Regulation of the hedgehog
signaling by the mitogen-activated protein kinase cascade
in gastric cancer. Mol Carcinog 48(8), 703-12 (2009)

60. RH Alvarez, V Valero, GN Hortobagyi: Emerging
targeted therapies for breast cancer. J Clin Oncol 28(20),
3366-79 (2010)

72. TC Whisenant, DT Ho, RW Benz, JS Rogers, RM
Kaake, EA Gordon, L Huang, P Baldi, L Bardwell:
Computational prediction and experimental verification of
new MAP kinase docking sites and substrates including Gli
transcription factors. PLoS Comput Biol 6(8) (2010)

61. V Palma, DA Lim, N Dahmane, P Sanchez, TC
Brionne, CD Herzberg, Y Gitton, A Carleton, A AlvarezBuylla, A Ruiz i Altaba: Sonic hedgehog controls stem cell
behavior in the postnatal and adult brain. Development
132(2), 335-44 (2005)

73. PO Hackel, E Zwick, N Prenzel, A Ullrich: Epidermal
growth factor receptors: critical mediators of multiple
receptor pathways. Curr Opin Cell Biol 11(2), 184-9 (1999)

62. V Palma, A Ruiz i Altaba: Hedgehog-GLI signaling
regulates the behavior of cells with stem cell properties in
the developing neocortex. Development 131(2), 337-45
(2004)

74. S Laner-Plamberger, A Kaser, M Paulischta, C HauserKronberger, T Eichberger, AM Frischauf: Cooperation
between GLI and JUN enhances transcription of JUN and
selected GLI target genes. Oncogene (2009)

63. RL Bigelow, EY Jen, M Delehedde, NS Chari, TJ
McDonnell: Sonic hedgehog induces epidermal growth
factor dependent matrix infiltration in HaCaT
keratinocytes. J Invest Dermatol 124(2), 457-65 (2005)

75. M Mimeault, SL Johansson, G Vankatraman, E Moore,
JP Henichart, P Depreux, MF Lin, SK Batra: Combined
targeting of epidermal growth factor receptor and hedgehog
signaling by gefitinib and cyclopamine cooperatively
improves the cytotoxic effects of docetaxel on metastatic
prostate cancer cells. Mol Cancer Ther 6(3), 967-78 (2007)

64. M Kasper, H Schnidar, GW Neill, M Hanneder, S
Klingler, L Blaas, C Schmid, C Hauser-Kronberger, G
Regl, MP Philpott, F Aberger: Selective modulation of
Hedgehog/GLI target gene expression by epidermal growth
factor signaling in human keratinocytes. Mol Cell Biol 26(16),
6283-98 (2006)

76. M Mimeault, E Moore, N Moniaux, JP Henichart, P
Depreux, MF Lin, SK Batra: Cytotoxic effects induced by a
combination of cyclopamine and gefitinib, the selective
hedgehog and epidermal growth factor receptor signaling
inhibitors, in prostate cancer cells. Int J Cancer 118(4),
1022-31 (2006)

65. H Schnidar, M Eberl, S Klingler, D Mangelberger, M
Kasper, C Hauser-Kronberger, G Regl, R Kroismayr, R
Moriggl, M Sibilia, F Aberger: Epidermal growth factor
receptor signaling synergizes with Hedgehog/GLI in
oncogenic transformation via activation of the
MEK/ERK/JUN pathway. Cancer Res 69(4), 1284-92 (2009)

77. M Lauth, A Bergstrom, T Shimokawa, U Tostar, Q Jin,
V Fendrich, C Guerra, M Barbacid, R Toftgard: DYRK1Bdependent autocrine-to-paracrine shift of Hedgehog
signaling by mutant RAS. Nat Struct Mol Biol 17(6), 71825 (2010)

66. B Stecca, C Mas, V Clement, M Zbinden, R Correa, V
Piguet, F Beermann, IAA Ruiz: Melanomas require
HEDGEHOG-GLI signaling regulated by interactions between
GLI1 and the RAS-MEK/AKT pathways. Proc Natl Acad Sci
U S A 104(14), 5895-900 (2007)

78. O Nolan-Stevaux, J Lau, ML Truitt, GC Chu, M
Hebrok, ME Fernandez-Zapico, D Hanahan: GLI1 is
regulated through Smoothened-independent mechanisms in
neoplastic pancreatic ducts and mediates PDAC cell
survival and transformation. Genes Dev 23(1), 24-36
(2009)

67. NA Riobo, K Lu, X Ai, GM Haines, CP Emerson, Jr.:
Phosphoinositide 3-kinase and Akt are essential for Sonic
Hedgehog signaling. Proc Natl Acad Sci U S A 103(12), 450510 (2006)
68. B Ju, J Spitsbergen, CJ Eden, MR Taylor, W Chen: Coactivation of hedgehog and AKT pathways promote
tumorigenesis in zebrafish. Mol Cancer 8, 40 (2009)

79. KP Olive, MA Jacobetz, CJ Davidson, A Gopinathan,
D McIntyre, D Honess, B Madhu, MA Goldgraben, ME
Caldwell, D Allard, KK Frese, G Denicola, C Feig, C
Combs, SP Winter, H Ireland-Zecchini, S Reichelt, WJ
Howat, A Chang, M Dhara, L Wang, F Ruckert, R
Grutzmann, C Pilarsky, K Izeradjene, SR Hingorani, P
Huang, SE Davies, W Plunkett, M Egorin, RH Hruban, N
Whitebread, K McGovern, J Adams, C Iacobuzio-Donahue,
J Griffiths, DA Tuveson: Inhibition of Hedgehog signaling
enhances delivery of chemotherapy in a mouse model of
pancreatic cancer. Science 324(5933), 1457-61 (2009)

69. H Greulich, TH Chen, W Feng, PA Janne, JV Alvarez, M
Zappaterra, SE Bulmer, DA Frank, WC Hahn, WR Sellers,
M Meyerson: Oncogenic transformation by inhibitorsensitive and -resistant EGFR mutants. PLoS Med 2(11),
e313 (2005)
70. NA Riobo, GM Haines, CP Emerson, Jr.: Protein kinase
C-delta and mitogen-activated protein/extracellular signalregulated kinase-1 control GLI activation in hedgehog
signaling. Cancer Res 66(2), 839-45 (2006)

80. MT Mueller, PC Hermann, J Witthauer, B RubioViqueira, SF Leicht, S Huber, JW Ellwart, M Mustafa, P

98

Cooperative Hedgehog-EGFR signaling

Bartenstein, JG D'Haese, MH Schoenberg, F Berger, KW
Jauch, M Hidalgo, C Heeschen: Combined targeted
treatment to eliminate tumorigenic cancer stem cells in
human pancreatic cancer. Gastroenterology 137(3), 110213 (2009)
81. C Li, DG Heidt, P Dalerba, CF Burant, L Zhang, V
Adsay, M Wicha, MF Clarke, DM Simeone: Identification
of pancreatic cancer stem cells. Cancer Res 67(3), 1030-7
(2007)
Key Words: Hedgehog signaling, Epidermal growth factor
receptor, GLI transcription factors, JUN/AP-1 transcription
factors, MEK/ERK Signaling, Oncogenic Transformation,
Cancer, Combination Therapy, Review
Send correspondence to: Fritz Aberger, Department of
Molecular
Biology,
University
of
Salzburg,
Hellbrunnerstrasse 34, A-5020 Salzburg, Austria, Tel: 43 –
0-662 8044-5792 Fax: 43-0-662 8044-183, E-mail:
fritz.aberger@sbg.ac.at
http://www.bioscience.org/current/vol17.htm

99

