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Abstract 

The cellular response to hypoxia, primarily orchestrated by hypoxia-inducible 
factors (HIFs; mainly HIF-1α and HIF-2α), is at the center of several signaling 
pathways conferring aggressive tumor behavior. HIFs may be crucially involved in 
tumor initiation, as seen in clear cell renal cell carcinoma, as well as maintenance 
of resistance cancer stem cell phenotypes, as observed in glioma.  

In the first part of this thesis we demonstrated increased expression of the Notch1 
signaling pathway in ccRCC compared to normal kidney. To further evaluate the 
role of increased Notch1 signaling we conditionally deleted Vhl combined with 
NICD1 overexpression in the proximal tubules of the renal cortex. NICD was 
demonstrated to co-operate with Vhl loss to promote early signs of ccRCC 
tumorigenesis by inducing the presence of clusters of dysplastic cells with a clear 
cytoplasm. Next we demonstrated that hypoxia induced expression of the 
dopamine transporter SLC6A3 in normal renal epithelium but not in other tissues. 
We further demonstrated that ccRCC tumors uniquely harbor a functional uptake 
of dopamine though the SLC6A3 transporter, which constitute a possible target in 
the clinic.  

In the second part of this thesis we showed that CD44 signaling, through CD44-
ICD, modulate hypoxic and stem-like phenotypes of glioma stem cells by 
interacting with HIF-2α. Pharmacological inhibition of CD44 was demonstrated to 
reduce the hypoxic and stem like phenotypes and by contrast induced expression 
of differentiation markers. We finally showed that glioma-associated astrocytes 
promote stem-like phenotypes of glioma cells both in response to hypoxia and 
after radiation therapy. Such phenotypes were mainly mediated by direct cell-cell 
interactions and by changes in the ECM. All together these data highlight some of 
the molecular mechanisms explaining how tumor hypoxia and hypoxic signaling 
confer aggressive tumor growth.  
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Chapter 1. Tumor development  

Overview 

Malignant transformation of cells is a consequence of accumulation of genetic 
changes in the cellular DNA that perturbs a number of features related to cellular 
proliferation, differentiation and cell death (Hanahan and Weinberg 2000). While 
normal cells have a restricted growth potential, malignant cells acquire a limitless 
number of cell divisions along with the ability to invade normal tissues and 
metastasize, thus disrupting the normal organ function.  

Furthermore tumor cells need to ensure adequate oxygen and energy supply to 
support their rapid expansion and thus induce formation of new blood vessels in a 
process called neoangiogenesis. Changes in energy metabolism of tumor cells has 
emerged as an important feature of cancer cells which has been shown to induce a 
metabolic shift towards anaerobic energy generation. The immune system has 
been assigned an important role in tumorigenesis, where the tumor cells may 
induce a tumor-promoting phenotype of the immune cells. Moreover, tumors 
reprogram the surrounding non-tumor derived stromal cells thus creating a tumor 
microenvironment, a so-called tumor niche, that promotes tumor growth (Hanahan 
and Weinberg 2011).  
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Clonal evolution vs. Cancer stem cell hypothesis 

The classical model for tumor development includes tumor development by clonal 
evolution i.e. that any cell, independently of differentiation status, has the potential 
to form a tumor due to acquired oncogenic mutations that provides traits of 
advantage including survival potential and the ability to metastasize. As a result 
most tumors display significant intratumoral heterogeneity and the cells within a 
single tumor may harbor very different genetic profiles and as a result display 
different sensitivity towards various therapies. Such phenomena can be 
exemplified in clear cell renal cell carcinoma (ccRCC) where multiple samplings 
of the same tumor thus imply parallel evolution of tumor-cell clones (Gerlinger, 
Horswell et al. 2014).  

 

 
Figure1. Illustration of tumor development by clonal evolution, vs. the cancer stem cell model. The clonal evolution 
model proposes that any cell may form a tumor due to acquired mutations. The cancer stem cell model by contrast 
proposes that only a subset of cells that acquired stem cell properties have the ability to form a tumor. 

 

The classical model has been challenged by the cancer stem cell model (Reviewed 
in (van Niekerk, Davids et al. 2017)), where it is believed that tumors develop 
from normal stem cell population. The model suggests that only a pool of cells 
with stem cell properties within each organ has the potential to form a tumor. The 
cancer stem cell hypothesis further proposes that this subset of cells possesses self-
renewal capacity and displays multipotency along with therapeutic resistance, 

CLONAL EVOLUTION CANCER STEM CELL MODEL

Normal Cell

Tumor

Acquire Stem 
Cell Properties

CSC
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whereas the main bulk of the tumor cells are suggested to be specified to a more 
proliferative phenotype. The presence of a cell population possessing such traits 
was first described in acute myeloid leukemia (Bhatia, Wang et al. 1997) and has 
since then been described in numerous solid tumors (Al-Hajj, Wicha et al. 2003, 
Bao, Wu et al. 2006, Ricci-Vitiani, Lombardi et al. 2007). Cancer stem cells 
constitute a minority of cells within the tumor, and has dependent on the tissue 
type been estimated to constitute 0.01-0.1% of the tumor population. Importantly, 
although cancer stem cells may resemble normal stem cells with regards to marker 
expression (such as CD133 and nestin in brain) it is debated whether cancer stem 
cells are derived from normal stem cell populations or rather dedifferentiated from 
more mature cell types (Mallard and Tiralongo 2017).  

There is experimental evidence that cancer stem cells confer therapeutic resistance 
and it has therefore been a scientific goal to identify cellular markers that 
differentiate tumor initiating cells from “bulk” cells without tumor initiating 
properties. This goal has been pursued in leukemia as well as in solid tumors 
including glioma (Lee et al 2006). In the glioma study, cancer stem cells 
xenotransplanted into immune compromised mice form tumors containing the 
different cell types of the parental tumor. In addition studies have shown that stem 
cells may provide mechanisms of therapeutic resistance where only the tumor 
initiating cells survive treatment (Li et al 2008). An alternative approach to 
differentiate tumor stem cells from tumor bulk cells, is by expression of drug 
efflux pumps such as MDR1 (ABCB1) or ABCG2 (Cui, Zhang et al. 2015). 
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Chapter 2. Tumor Hypoxia 

Overview 

Oxygen is essential to generate a robust energy supply to maintain the viability 
and function of our complex body. Hypoxia can be described as the insufficient 
oxygen supply to any given tissue leading to impaired biological function. 
Reduced oxygen supply could have many causes such as low oxygen tension due 
to high altitude, reduced ability of oxygen transport by erythrocytes, or by reduced 
tissue perfusion. As tissues display different sensitivity to reduced oxygen tension 
it has proven difficult to set a specific oxygen level that defines hypoxia. For the in 
vitro experimental setting, however, the atmospheric oxygen pressure of 21% 
oxygen (160 mmHg) has been used to describe normoxia. Similarly, 
pathologically low oxygen tensions in vitro, occurs at 8-10 mmHg corresponding 
to around 1% oxygen and has been used to describe hypoxia. Although 21% 
oxygen is used on a regular basis in cell cultures it is often argued to be far from 
“physoxia”. Physoxia can be defined as the oxygen levels found in normal 
peripheral tissues, and varies between tissue types, ranging from around 7.4% to 
3% oxygen depending on the tissue. For in vitro studies 5% oxygen has been 
proposed to be a good estimation of physiological and end capillary oxygen 
tensions (Hockel and Vaupel 2001, McKeown 2014).  

Tumor hypoxia is likely to be an early event in tumorigenesis as the tumors are 
rapidly expanding and outgrowing their vascular supply. Diffusion of oxygen is 
limited to 5-10 cell layers (100-150 µm) from the nearest capillary before it is 
completely metabolized, and as a result tumor cells of solid tumors residing at a 
longer distance from the nearest blood vessel, will experience hypoxia. In 
addition, expanding tumors often have an impaired blood flow due to insufficient 
development of new functional vessels (Figure 1.) (Carmeliet and Jain 2000).   

Cells have the ability to adapt to low oxygen pressures, by activating a 
transcriptional program to change a wide range of cellular processes including 
cellular metabolism, protein translation, DNA repair, cell division, and induction 
of angiogenesis/neovascularization (Semenza 2003).  
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Figure 2. Illustration of a solid tumor with hypoxic cells and formation of necrotic cores as a result of that the tumor 
outgrows its vascular supply.  

Hypoxia-inducible factors 

The initial discoveries of adaption to cellular hypoxia were uncovered in the 1990s 
when Semenza´s group noticed binding of a heterodimer of transcription factors, 
HIF-1α and HIF-β/ARNT 1/2 (aryl hydrocarbon receptor nuclear 
translocator)(Hirose, Morita et al. 1996, Pongratz, Antonsson et al. 1998) to the 
hypoxia-response element (HRE) 3´enhancer region of the blood hormone 
erythropoietin (Epo) when hepatocytes were grown under hypoxic oxygen 
conditions (Semenza and Wang 1992, Wang, Jiang et al. 1995). Soon after the 
initial finding that HIF-1α induced Epo, HIF-1α was shown to regulate more 
aspects of the hypoxic response, such as angiogenesis by inducing expression of 
vascular endothelial growth factor (VEGF), (Forsythe, Jiang et al. 1996) and 
metabolic reprogramming with increased expression of enzymes related to 
glycolysis (Firth, Ebert et al. 1994)(Reviewed in (Thompson 2016)). 

Normoxic cells

Hypoxic cells

Necrotic core
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Not long after the discovery of HIF-1α a second subunit, HIF-2α or endothelial 
PAS-1 (EPAS1) was cloned, and found to bind the same hypoxia-response 
elements (Tian, McKnight et al. 1997, Wiesener, Turley et al. 1998). In addition, 
there is a third, less studied, alpha subunit, HIF-3α, with one splice variant lacking 
the C-TAD domain. HIF-3α has been described to act as a negative regulator of 
hypoxic response, although its function is much less clarified (Makino, Cao et al. 
2001, Maynard, Evans et al. 2007)(Reviewed in (Duan 2016)).  

Adaptation to hypoxia seems important already in the initial stages of life. Indeed, 
lack of hypoxia inducible factors during embryogenesis has proven to be 
incompatible with life, since HIF-1α as well as most HIF-2α null mice display 
early embryonic lethality largely due to vascular malformations/abnormal neural 
fold formation and impaired catecholamine synthesis, respectively (Ryan, Lo et al. 
1998, Patel and Simon 2008). 

The HIF-α subunits are bHLH-PAS transcription factors with bHLH (basic Helix-
Loop-Helix) and PAS (Per-Arnt-Sim) domains (PAS-A and PAS-B) required for 
DNA binding and for protein interactions to form heterodimeric complexes to 
oxygen insensitive, constitutively expressed HIF-β/ARNT1/2 subunit (also 
belonging to the bHLH-PAS family), respectively. In addition the HIF-α subunits 
contain two transactivating domains important for interactions with co-regulators, 
one C-terminal (C-TAD) and one N-terminal (N-TAD) that also overlaps with the 
oxygen dependent degradation domain (ODD) involved in HIF-α stability (Figure 
2). 

 
Figure 3. Schematic of the HIF-α subunits where bHLH and PAS domains important for DNA binding and HIF 
β/ARNT dimerization are indicated by boxes. Furthermore, the transactivating domains N-TAD (with the overlapping 
ODD domain) and C-TAD with the proline and asparagine hydroxylation sites are specified. The HIF-α subunits are 
hydroxylated by proly hydroxylases at conserved proline residues (HIF-1α Pro402 and Pro-564, HIF-2α at Pro-405 
and Pro-531) and hydroxylated by asparagine hydroxylases at a conserved asparagine residue (HIF-1α Asn-803 and 
HIF-2α Asn-847).  
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Oxygen-dependent regulation of the hypoxia inducible factors  

Oxygen dependent modification of HIF-1α and HIF-2α proteins is mainly 
mediated at the post-translational level by prolyl hydroxylases PHD1 (EGLN2), 
PHD2 (EGLN1) and PHD3 (EGLN3) that mediate hydroxylation of highly 
conserved proline residues in the N-TAD domain. PHD mediated hydroxylation 
generates a high-affinity binding site for the von Hippel-Lindau (pVHL) ubiquitin 
ligase complex that, by ubiquitination, targets the oxygen-sensitive HIF-α subunits 
for subsequent proteasomal degradation (Huang, Gu et al. 1998, Ivan, Kondo et al. 
2001, Kaelin and Ratcliffe 2008, Jokilehto and Jaakkola 2010, Ivan and Kaelin 
2017). 

The PHDs (except PHD1) have been described be up-regulated in response to 
hypoxia (conceivably to compensate for their reduced activity at low oxygen 
levels) and display differences in oxygen affinity, HIF-α subunit isoform- and 
proline residue preference. PHD2, has the lowest oxygen affinity and is thus 
generally considered the main oxygen sensor and shows preferred binding for 
HIF-1α. By contrast, PHD1 (induced by estrogen) and PHD3 (regulates apoptosis) 
have a preferred binding to HIF-2α. A fourth, much less characterized prolyl 
hydroxylase PHD4 (or P4H-TM) has been suggested to regulate erythropoiesis 
(Berra, Benizri et al. 2003, Appelhoff, Tian et al. 2004, Laitala, Aro et al. 2012, 
Ivan and Kaelin 2017).  

The second category of HIF-α regulation is mediated by the factor inhibiting HIF-
1α (FIH) (official symbol FIH1AN) and mediates asparagine hydroxylation at 
conserved asparagine residue (HIF-1α; Asn-803 and HIF-2α; Asn-847) located in 
the C-TAD domain. FIH mediated asparagine hydroxylation at these residues 
blocks subsequent association with the co-factors CREB binding protein (CBP) 
and the 300-kilodalton co-activator protein (p300). In contrast to proline 
hydroxylation by the PHDs, asparagine hydroxylation by FIH does not appear to 
regulate the stability of the HIF-α subunits but rather regulates their transcriptional 
activity, where asparagine hydroxylation prevents transcriptional activity (Huang, 
Gu et al. 1998, Lando, Peet et al. 2002, Sang, Fang et al. 2002, Semenza 2007). 
Such ability of FIH to regulate transcription of hypoxic response genes was 
demonstrated in overexpression/knockdown experiments of FIH where 
overexpression results in suppression of HRE target genes whereas knockdown of 
FIH induced transcription HRE target genes (Stolze, Tian et al. 2004, Dayan, 
Roux et al. 2006). 

Prolyl hydroxylases and asparagine hydroxylases have in common that they 
contain a catalytic Fe2+ in the active site and are oxygen dependent. Their 
enzymatic activity can thus be inhibited using iron chelates. They further use 
diatomic oxygen and α-ketoglutarate (αKG) to hydroxylate substrates by 
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decarboxylating αKG, thus generating succinate and CO2 as waste products 
(Thompson 2016). Consequently, lack of oxygen prevents PHD and FIH mediated 
hydroxylation of HIF- α subunits and leads to rapid accumulation and dimerization 
to nuclear HIF-β followed by recruitment of a number of co-factors including 
CBP/p300 and subsequent activation of hypoxia responsive elements to induce 
expression of HIF target genes (Lando, Peet et al. 2002) (Reviewed in (Semenza 
2007)).  

Interestingly, FIH has been demonstrated to have higher affinity for oxygen than 
the proline hydroxylases. This was demonstrated for HIF-1α by use of 
hydroxylation-site-specific antibodies in renal cells exposed to an oxygen gradient. 
In this study hydroxylation at Asn-803 was achieved at lower oxygen tensions 
than at both sites for proline hydroxylation (Pro-402, Pro564) and FIH could thus 
be concluded to be enzymatically active at oxygen levels that are low enough to 
stabilize HIF-1α (Tian, Yeoh et al. 2011).  

While PHD (especially PHD2) enzymes can be considered gatekeepers of 
transcriptional adaption to hypoxia, FIH is thought to have a more fine-tuning role 
of the hypoxic response. This can be exemplified by the fact that PHD2 null mice 
display a severe phenotype including embryonic lethality at E14.5 (notably PHD1 
and PHD3 knockout mice develops normally). FIH null mice, however do not 
display such dramatic phenotype. Likewise FIH loss in mouse embryonic 
fibroblasts only causes a modest increase in activation of hypoxia responsive 
elements (Takeda, Ho et al. 2006, Zhang, Fu et al. 2010). 
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Figure 4. Regulation of HIF activity by PHD and FIH mediated hydroxylation of highly conserved proline and 
asparagine residues on the HIF- α subunits. For the enzymatic reactions O2 and αKG are used as substrates and 
generate succinate and CO2 as byproducts. PHD mediated proline hydroxylation leads to VHL mediated HIF- α 
proteolysis whereas FIH-1 mediated asparagine hydroxylation leads to blocked binding of co-factors and subsequent 
transcriptional repression. Lack of O2 prevents PHD and FIH-1 activity and induces HIF-α stabilization and nuclear 
translocation followed by dimerization with HIF- β and co-factors such as CBP/p300 to activate HRE dependent 
transcription.  

 

HIF-α isoforms display differential sensitivity for FIH- mediated 
asparagine hydroxylation  

Although FIH is able to target both HIF-α isoforms for asparagine hydroxylation, 
FIH has been described to be more prone to target HIF-1α than HIF-2α, which can 
be explained by several independent lines of experiments. By use of a panel of N-
TAD/C-TAD mutated constructs Kaelin’s group showed that the HIF-2α N-TAD 
portion could induce transcription of hypoxia responsive elements in the absence 
of the C-TAD portion. The same study further concluded that HIF-2α C-TAD is 
more insensitive to FIH-mediate hydroxylation than HIF-1α at normoxic oxygen 
tensions in ccRCC (Yan, Bartz et al. 2007). 
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Parts of the HIF-1α preference by FIH can further be explained by the fact that 
different features of the C-TAD domains of HIF-1α and HIF-2α confer differential 
ability for asparagine hydroxylation (at Asn-803/HIF-1α and Asn-847/HIF-2α). 
This can be explained in part by a single conserved amino acid within the C-TAD 
domain. This residue, just C-terminal of the asparagine hydroxylation site of HIF-
2α is swapped compared to HIF-1α and seems to make HIF-2α less sensitive for 
asparagine hydroxylation by FIH. This was demonstrated by mutating this 
particular residue on HIF-1α (A804V), which partially increased HIF-1α activity 
without altering its protein levels, suggesting that HIF-1α A804 is important for 
interaction and hydroxylation by FIH. Likewise HIF-2α substitution of V848A to 
mimic the sequence of HIF-1α induced slight decreases in transcriptional activity 
of hypoxia responsive elements (Bracken, Fedele et al. 2006). Taken together the 
sequence difference of HIF-1α and HIF-2α may thus explain their differences in in 
affinity towards FIH (Koh and Powis 2012). 

Tumor hypoxia, HIFs, and tumor aggressiveness and 
stemness  

A large number of studies have linked tumor hypoxia and expression of HIFs to 
de-differentiation/stemness as well as tumor aggressiveness (Reviewed in (Jogi, 
Ora et al. 2002, Semenza 2003, Holmquist-Mengelbier, Fredlund et al. 2006, 
Lofstedt, Fredlund et al. 2007, Ruan, Song et al. 2009, Semenza 2016)). 
Interestingly direct measurement of intratumoral oxygen pressure has 
demonstrated that oxygen pressure can predict survival (Hockel, Knoop et al. 
1993). Similarly, hypoxic tumor regions, with oxygen levels below 10 mmHg, 
have been shown to become increasingly resistant to ionizing radiation (Jordan 
and Sonveaux 2012).  

The link between hypoxia and tumor aggressiveness may in part be explained by 
the fact that aggressive, and thus fast growing solid tumors, develop hypoxic 
tumor regions due to rapid increase in tumor mass with formation of functional 
blood vessels lagging behind. Such tumors are likely to rapidly develop hypoxic 
tumor areas as a byproduct simply because they are intrinsically aggressive. There 
is, however, also evidence that dysregulated HIF signaling induces a phenotypic 
shift towards a more aggressive phenotype. Hypoxic tumor cells overexpress 
growth-promoting factors, most of them related to the PI3K/mTOR and MAPK 
pathways (Reviewed in (Semenza 2003)). Further, tumors are known to rapidly 
trigger a metabolic shift towards energy generation by increased glycolysis 
(Warburg 1956) and HIFs are thought to contribute to this increased glycolysis, for 
example by increasing the glucose uptake. Hypoxia has also been linked to genetic 
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instability by reduced DNA repair, which is associated with acquisition of 
additional mutations as result (Bristow and Hill 2008).  

Hypoxia is one of the factors that govern stemness and differentiation during 
embryonic development (Tian, Hammer et al. 1998). Also adult stem cells 
commonly, but not always, reside in areas with low oxygen levels. Interestingly 
elimination of HIF function by HIF- β knock out was demonstrated to reduce the 
pool of hematopoietic progenitor cells in the embryonic yolk sac (Ramirez-
Bergeron and Simon 2001)(Reviewed in(Keith and Simon 2007)).  

In the tumor setting, HIFs have been shown to induce expression of the stem cell 
marker CD133 (Ohnishi, Maehara et al. 2013). Tumor hypoxia has further been 
linked to aggressive tumor growth with increased invasion and metastasis, thus 
conferring therapeutic resistance and poor patient outcome in several tumor forms 
such as breast cancer (Giatromanolaki, Sivridis et al. 2006, Helczynska, Larsson et 
al. 2008), neuroblastoma (Holmquist-Mengelbier, Fredlund et al. 2006), glioma 
(Li, Bao et al. 2009) and ccRCC (Mandriota, Turner et al. 2002).  

Differential regulation by HIF-1α and HIF-2α in cancer 
disease  

Together the hypoxia inducible factors orchestrate the transcriptional response to 
low oxygen pressures and co-ordinate the response via alterations in gene 
expression of several hundred genes (Semenza 2017). While both HIF-1α and 
HIF-2α bind the same DNA motif, many of the transcriptional targets are 
distinctly regulated by either of the transcription factors. This may in part be 
explained by differences in HIF stabilization over time, and with varying oxygen 
availability (Holmquist-Mengelbier, Fredlund et al. 2006). HIF preference may be 
further discriminated at the promoter regions by diversity among co-factors, 
chromatin remodelers and other protein-protein interactions (Reviewed in (Ivan 
and Kaelin 2017)). 

HIF-1α has commonly been described to be responsible for adaption of acute 
responses to hypoxia, and in solid tumors, for example, uniquely induces 
expression of components of the glycolytic pathway such as increased expression 
of phosphofructokinase (PFKFB3), phosphoinositide dependent kinase 1 (PDK1), 
lactate dehydrogenase (LDHA) or pyruvate kinase (PKM) thus promoting glucose 
to pyruvate conversion (Kim, Tchernyshyov et al. 2006). With increased 
production of glycolytic metabolites, such as lactate, it is crucial to maintain 
intracellular pH, which is regulated by HIF-1α by inducing expression of carbonic 
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anhydrase 9 (CaIX). HIF-1α further drives expression of genes that limits the 
cellular oxygen consumption, by suppressing expression of genes involved in 
mitochondrial respiration (Reviewed in (Ivan and Kaelin 2017, Samanta and 
Semenza 2017, Semenza 2017)).  

By contrast, HIF-2α has been reported to regulate the prolonged effects of 
hypoxia, which includes processes such as erythropoiesis (by induction of EPO), 
cell cycle regulation, growth signals and up-regulation of enzymes of importance 
for invasion such as matrix modulating enzymes, including MMP2, MMP13, and 
LOX (to mention a few). (Reviewed in (Semenza 2003, Lofstedt, Fredlund et al. 
2007))(Holmquist-Mengelbier, Fredlund et al. 2006, Cho and Kaelin 2016, Ivan 
and Kaelin 2017)).  

HIF-1α and HIF-2α differentially regulate promoters of several growth-promoting 
signaling pathways including MYC and mTORC1 signaling. In the case of MYC 
signaling, HIF-1α and HIF-2α have been suggested to have opposing roles in 
ccRCC, where HIF-1α suppresses MYC-dependent transcription while HIF-2α 
induces MYC-dependent transcription thus promoting RCC growth (Gordan, 
Bertout et al. 2007, Dang, Kim et al. 2008). Nevertheless in MYC driven diseases 
such as neuroblastoma, HIF-1α and MYC have been shown to act in favor of 
tumor aggressive behavior by enhancing glycolysis related signaling (Keith, 
Johnson et al. 2011) Similarly, HIF-1α and HIF-2α have opposing roles on cell 
proliferation in respect to mTORC1 signaling, where HIF-1α acts in a growth 
inhibitory fashion whereas HIF-2α promotes tumor growth (Keith, Johnson et al. 
2011). 

HIFs in ccRCC aggressiveness 

Over the years researches have taken an interest in unraveling the relative 
contribution of HIF-1α verses HIF-2α in tumorgienesis. There have been 
conflicting studies, some suggesting a more viral role for HIF-1α, and others for 
HIF-2α (Reviewed in(Shen and Kaelin 2013)).  

In ccRCC HIF-2α, rather than HIF-1α, has, been suggested to be the main driver 
for tumorigenesis for several reasons. (I) Knock-in of HIF-2α showed a growth 
advantage over HIF-1α knock-in in teratomas generated from embryonal stem 
cells. Furthermore, knock-in of ether HIF-α isoforms was associated with a higher 
quantity of undifferentiated cells, thus suggesting a link between HIFs and more 
stem-like cells (Covello, Simon et al. 2005). The same group further linked HIF-
2α specifically, as a driver of the stem cell marker Oct-4 (Covello, Kehler et al. 
2006). (II) Individuals with germ line mutations of VHL display low levels of HIF-
2α in early renal pre-neoplastic lesions or cysts compared to higher HIF-2α levels 
in further developed dysplastic lesions. In contrast, HIF-1α is highly expressed in 
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early lesions thus suggesting a role for HIF-2α in more advanced lesions 
(Mandriota, Turner et al. 2002). (III) It is enough to express a PHD insensitive 
mutant version of HIF-2α (HIF-2α P531A) in pVHL re-constituted (WT8) cells to 
generate RCC tumors in vivo (Kondo, Klco et al. 2002). In contrast, a PHD 
insensitive mutant HIF-1α introduced in a VHL reconstituted RCC cell line failed 
to induce tumor growth in vivo (Maranchie, Vasselli et al. 2002). Likewise, 
elimination of HIF-2α in VHL deleted renal carcinoma cell lines has been shown 
to be enough to suppress tumorigenesis in vivo (Kondo, Kim et al. 2003, Zimmer, 
Doucette et al. 2004). 

In addition, HIF-1α has been correlated with a more favorable prognosis (Lidgren, 
Hedberg et al. 2005). Furthermore, HIF-1α is often deleted or expressed as an 
aberrant isoform in clear cell renal cell carcinoma cell lines. Reintroduction of 
wild type HIF-1α protein is correlated with suppressed proliferation both in vitro 
and in vivo (Raval, Lau et al. 2005, Shen, Beroukhim et al. 2011) 

In stark contrast, other studies have proposed HIF-1α to be more important for 
ccRCC pathogenesis than HIF-2α (Razorenova, Castellini et al. 2014). One such 
example includes the TRACK mouse model, where constitutive HIF-1α or HIF-2α 
was conditionally expressed in the proximal tubules of the renal cortex. This 
model associated HIF-1α rather than HIF-2α with early signs of ccRCC-like 
phenotypes such as cyst formation and distorted tubular structure. It is, however, 
worth mentioning that both HIF-α isoforms in this study were mutated at proline 
and asparagine residues and thus made insensitive to hydroxylation by PHD as 
well as FIH, although HIF-1α is likely to be targeted by FIH, and thus opening up 
for discussion about the relevance of this particular experimental set up (Fu, Wang 
et al. 2011, Fu, Wang et al. 2013).  

Taken together, studies describe a predominant role for HIF-2α, rather than HIF-
1α in driving ccRCC tumor growth (Kondo, Kim et al. 2003, Zimmer, Doucette et 
al. 2004) 

HIFs in GBM aggressiveness 

Glioblastoma aggressiveness is partly conferred by presence of drug resistant 
glioma stem cells (GCSs) residing within perivascular (well oxygenated) and 
perinecrotic (hypoxic) tumor regions (Hambardzumyan and Bergers 2015).  

Hypoxia has been linked with stemness in glioblastoma (Bar, Lin et al. 2010). 
However, the relative contribution of HIF-1α versus HIF-2α in glioblastoma is still 
somewhat unclear. Both HIF-α isoforms are expressed in glioblastoma where HIF-
2α has been described to be expressed specifically in CD133 positive glioma stem 
cells (GSC). In contrast, HIF-1α is expressed primarily in the hypoxic GSC 
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population as well as in the tumor bulk (non-GSC) cells. Similarly, knock down of 
HIF-2α decreased survival of GSCs, whereas knockdown of HIF-1α decreased 
survival of GSCs as well as tumor bulk cells, suggesting that HIF-2α would be 
more specifically linked to stem cell marker expression than HIF-1α which is also 
expressed in non-GSCs (Li, Bao et al. 2009).  

Some studies indicate a role for HIF-1α in inducing and maintaining the self-
renewing capacity of GSCs (Soeda, Park et al. 2009, Bar, Lin et al. 2010) and even 
suggest a tumor suppressive role for HIF-2α (Acker, Diez-Juan et al. 2005).  

By contrast, expression of a PHD insensitive mutant version of HIF-2α induced 
de-differentiation of non-GSCs towards a stem-like phenotype with expression of 
stem cell markers such as NANOG, OCT4 and SOX2 (Heddleston, Li et al. 2009). 
Furthermore, HIF2A expression has been correlated with less favorable patient 
outcome of glioblastoma patients, thus suggesting a role for HIF-2α in glioma 
stemness and aggressiveness (Li, Bao et al. 2009) Reviewed in (Semenza 2016).  

HIF –independent hypoxic regulation and transcription- 
independent roles of HIFs 

Whilst the hypoxia inducible factors (HIFs) are well-described regulators of 
cellular adaption to hypoxia other mechanisms of hypoxic regulation have been 
proposed during recent years. Such mechanisms include the unfolded protein 
response (UPR) and autophagy (Corazzari, Gagliardi et al. 2017).  

Although still a bit controversial, HIFs have further been suggested to have other 
transcription-independent roles unrelated to hypoxic regulation, including 
regulation of DNA replication (Hubbi, Kshitiz et al. 2013). More recent efforts 
have suggested HIF-2α to have a cytoplasmic role involving cap-dependent 
translation during hypoxic oxygen tensions; this however is still a bit controversial 
(Timpano and Uniacke 2016).  

  



31 

Chapter 3. Notch signaling 

Overview 

Notch signaling is an evolutionarily conserved pathway first described in 
Drosophila melanogaster and was named after the “notched” appearance of the 
wings of heterozygous Notch flies (Mohr 1919). The Notch gene was cloned in the 
1980s (Artavanis-Tsakonas, Muskavitch et al. 1983) and the pathway has since 
then been extensively characterized and found to be important for a diverse set of 
cellular processes during embryonic development and adult life (Reviewed in 
(Zhang, Engler et al. 2017).  

Notch signaling acts via direct cell-to-cell communications and is highly context 
and tissue dependent. Notch has a well-described role in determining cell fate 
during embryogenesis and is involved in regulating stemness and differentiation 
and thus maintaining homeostasis of adult tissues. One such classical example 
involves cell fate determination of stem cells located in the intestinal crypts. The 
intestine has a high cell turn-over dependent on asymmetric cell division from a 
pool of intestinal stem cells which divide into enterocytes with absorbing 
properties or enteroendocrine cells with secretory properties (including mucus-
secreting goblet cells, antimicrobial peptide-secreting cells, and chemosensing tuft 
cells (Barker, van Es et al. 2007). Notch was shown to regulate this differentiation 
process by inducing differentiation into absorbing enterocytes. By contrast 
inhibition of the Notch pathway (for example after treatment with gamma-
secretase inhibitors) results in expansion of the secretory cell types (Fre, Huyghe 
et al. 2005, van Es, van Gijn et al. 2005)(Reviewed in (Noah and Shroyer 2013)).  
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Canonical Notch signaling pathway 

In mammals canonical Notch signaling occurs by juxtacrine signaling from one of 
the five ligands (Jagged 1-2. Delta-like 1,3 and 4), to one of the four Notch 
receptors (Notch1-4). The Notch receptors are synthesized in a pro-form that is 
further processed by furin-like convertases (S1 cleavage) in the Golgi-apparatus 
leading to formation of the extra- and intracellular domains of the receptor 
(Logeat, Bessia et al. 1998). Additionally the Notch receptors are subjected to 
Fringe-mediated glycosylation, which is thought to specify affinity for the 
receptor-ligand activation (Moloney, Panin et al. 2000). Mature Notch receptors 
are transmembrane proteins active as heterodimers that are held together by non-
covalent interactions between the N-terminal extracellular portion and C-terminal 
portion composed by the transmembrane and intracellular domains (Logeat, Bessia 
et al. 1998). The ligand-receptor interaction results in a conformational change, 
thus enabling binding and proteolysis by a series of enzymes. The first cleavage is 
mediated by a disintegrin and metalloproteases (ADAM) (S2 cleavage) and occurs 
in the extracellular space after the ligand has been targeted by ubiquitination 
following subsequent internalization by endocytosis. Ligand endocytosis is 
proposed to induce a conformational change of the Notch receptor heterodimer 
inducing dissociation of the Notch receptor heterodimer, thus allowing for 
modifications by ADAM proteases (Brou, Logeat et al. 2000, Parks, Klueg et al. 
2000). Several members of the ADAM family, in particular ADAM10 and tumor 
necrosis factor- α -converting enzyme (ADAM17/TACE) have been reported to be 
responsible for the S2 cleavage in a context dependent manner (Bozkulak and 
Weinmaster 2009). The S2 cleavage results in release of the extracellular domain 
and allows two subsequent cleavages at the intracellular portion, mediated by the 
gamma-secretase complex (S3 cleavage at Val1744 and S4 cleavage at Ala1731-
1732) (Schroeter, Kisslinger et al. 1998, Okochi, Steiner et al. 2002). The gamma-
secretase complex is a heterotetrameric complex composed of the membrane 
bound catalytic subunit presenilin1/2 that interacts with nicastrin, PEN-2 and 
APH1. Importantly all four subunits are needed for the complex to stabilized and 
become enzymatically active (Li, Bohm et al. 2014). The S3-S4 cleavages induces 
release of Notch intracellular domain (NICD), which is translocated to the nucleus 
(Kopan, Schroeter et al. 1996) where NICD forms a complex with the DNA 
binding protein complex CBF1 suppressor of hairless Lag1 (CSL/CBF1) (or 
RBPjκ in mice) (Jarriault, Brou et al. 1995). In the absence of NICD, the CSL 
complex is bound to co-repressors such as the histone deacetylase (HDAC-1) 
(Kao, Ordentlich et al. 1998). Upon NICD binding the composition is changed 
towards association with co-factors including Master mind-like-1 (Maml) which 
induces a shift towards transcriptional activation. Classical target genes include 
Hairy-enhancer of split (HES) and hairy/enchancer of spit-related with YRPW 
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motif (HEY) (Jarriault, Brou et al. 1995), both belonging to the bHLH family of 
transcriptional factors (Illustrated in Fig 5)(Reviewed in (Kopan and Ilagan 2009, 
Kovall, Gebelein et al. 2017)).  

Still, very few universal notch targets have been characterized, which might be 
explained by the fact that Notch signaling is highly context and tissue dependent. 
Additionally the ligand-receptor specificity adds on to the complexity of the 
pathway. Ligand-receptor specificity is partly determined by posttranslational 
modifications by glycosyltransferases (Moloney, Panin et al. 2000). Such 
modifications have been demonstrated to balance the equilibrium of Notch binding 
to the antagonizing ligands to regulate numerous physiological processes such as 
sprouting of tip and stalk cells during angiogenesis. Notch-DLL4 interaction 
inhibits sprouting, a process antagonized by Notch-Jagged1 pro-angiogenic 
signaling. Fringe-glycosylation of the Notch receptor was further shown to 
enhance Notch-DLL4 interaction and weaken the competing Notch-Jagged 1 
interaction in regulating angiogenesis (Benedito, Roca et al. 2009). 

Importantly, Notch signaling may be activated by numerous non-canonical 
mechanisms, for instance without cleavage of the Notch receptor or by activated 
Notch signaling independently of binding to CSL; for example by interactions 
with other signaling pathways such as the hypoxic pathway or though the TGF-β 
pathway (Sjolund, Bostrom et al. 2011, Landor and Lendahl 2017). In general 
terms non-canonical Notch signaling has been proposed to more tightly associate 
with potential pathological conditions including cancer, whereas canonical, CSL 
dependent Notch signaling is required for normal embryogenesis to occur and is 
thus more associated with normal physiological processes (Oka, Nakano et al. 
1995). Furthermore soluble ligands may bind the receptors and are generally, but 
not always, considered to confer with inhibitory Notch signaling, since they act by 
sequestering the Notch receptors from its regular ligands residing on neighboring 
cells (Reviewed in (Falix, Aronson et al. 2012, Ayaz and Osborne 2014)).  
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Figure 5. Illustration of the core Notch signaling pathway. Pro-Notch receptors are processed by furine-like 
convertases and are targeted at the cell suface. Mature heterodimeric receptors (Notch1-4) interact with membrane 
bound ligands (Delta-like1/3/4 and Jagged 1/2) on neigboring cells. The receptor-ligand interaction induces a 
confromational change of the receptors that enables proteolytic cleavage by ADAM10/17 and gamma-secretase 
following release of NICD that is subsequently subjected to nuclear translocation where it assocates with CSL and co-
activators to activate transcription of taget genes.  

Notch pathway components 

The mammalian Notch receptors are single-pass type I transmembrane receptors 
composed of an extracellular portion with varying numbers (29-36) of multiple 
EGF-like repeats that are important for ligand interactions, a negative regulatory 
region (NRR) composed of three cysteine-rich Lin12-Notch repeats (LNR) that 
prevent receptor activation in the absence of ligand (Greenwald and Seydoux 
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1990), and a heterodimerization domain (HD). Further, the Notch receptors 
contain a transmembrane domain (TMD), a juxtamembrane domain, RBPjκ 
association module domain (RAM), two nuclear localization domains (NLS), 
seven ankryn repeats domains (ANK) that coordinates assembly of the nuclear 
transcriptional complex including MAML (Wu, Aster et al. 2000), and a 
proline/glutamic acid/serine/threonine degradation domain (PEST) important for 
protein half life and which also overlaps with a transactivating domain (TAD) 
(Reviewed in (Niessen and Karsan 2007, Kopan and Ilagan 2009, Andersson, 
Sandberg et al. 2011, Kovall, Gebelein et al. 2017)). 

Similar to the Notch receptors, the ligands Jagged1/2 and Delta-like 1/3/4 are 
single-pass type I transmembrane proteins. They belong to the DSL 
(delta/serate/Lag-2) family and in addition to their delta/serate-Lag2 domain 
(DSL) the Notch ligands are composed of an extracellular domain with 7-16 EGF-
like repeats important for receptor interactions. The extracellular portion of the 
Jagged1/2 further contains a cysteine-rich domain involved in specificity of Notch 
receptor binding, and a von Willenbrand factor type C (VWFC) domain that is 
thought to be involved in ligand dimerization (Fleming 1998). The ligands further 
contain a, relatively short, intracellular domain where Jagged1/2 and DLL1/4 
contains a PSD-95/Dlg/Zo-1 (PDZ) domain that is thought to interact with 
receptor tyrosine kinases (Hock, Bohme et al. 1998, Ascano, Beverly et al. 2003) 
(Reviewed in (Niessen and Karsan 2007, Andersson, Sandberg et al. 2011)) 
(Ligand -and receptor domains are depicted in Fig 6). 
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Figure 6. Schematic of the Notch receptors and ligands where protein domains are represented by boxes. The Notch 
receptors contain an extracellular domain with EGF-like repeats important for ligand interactions, Lin12-Notch repeat 
(LNR) and heterodimerization domain (HD) that together act as a negative regulatory domain. The receptors further 
contain a transmembrane domain (TM) which can be cleaved to generate an intracellular domain (NICD). The NICD is 
composed of several domains; a juxtamembrane portion (JM), rtp-associated molecule domain (RAM), ankryn repeats 
(ANK), two nuclear localization signals (NLS), transactivating domain (TAD) and a proline (P), glutamic acid (E), 
serine (S) and threonine (T) degradation domain (PEST). The Notch ligands contain Delta/Serrate/LAG-2 (DSL), 
EGF-like repeats, a cystein-rich domain, von Willenbrand factor type c (VWFC), transmembrane domain (TMD) and 
PDZ domains.  

Notch signaling in cancer and disease 

Dysregulated Notch signaling is associated with a number of disorders, 
particularly a wide range of cancers, where Notch can act ether as an oncogene or 
tumor suppressor depending on the tissue and context.  

The first report that the Notch pathway might play a role in tumor formation came 
from studies of T-cell acute lymphoblastic leukemia (T-ALL), where the Notch 
gene was shown to be rearranged by chromosomal translocation. Demonstrated by 
bone marrow transplantation experiments in mice, a truncated nuclear variant of 
Notch was assigned an oncogenic role in the development of T-ALL (Aster, Pear 
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et al. 1994, Pear, Aster et al. 1996). Since then around 60% of T-ALLs were found 
to harbor Notch1 mutations, the majority within the domains regulating 
dimerization (HD) and degradation (PEST) of the receptor, thus promoting ligand-
independent signaling and enhanced receptor stability (Weng, Ferrando et al. 
2004) with direct activation of potential oncogenic singling including cMYC, 
CyclinD3, and CDK4/6. The DLL-4-Notch1/3 axis represents a major mediator of 
physiological T-cell development (Ciofani and Zuniga-Pflucker 2005). Similarly, 
overexpressed DLL4-induced hyperactivated Notch singling was demonstrated to 
support development of T-ALL by regulating proliferation and apoptosis (Yan, 
Sarmiento et al. 2001). By contrast, inhibition of DLL-4 in T-ALL was associated 
with impaired tumor growth in T-ALL xenografts by promoting apoptosis 
(Minuzzo, Agnusdei et al. 2015) (Reviewed in (Braune and Lendahl 2016, 
Oliveira, Akkapeddi et al. 2017)).  

Since the initial description of involvement of Notch in T-ALL, Notch signaling 
has been assigned an oncogenic role in a wide range of tumors such as breast 
cancer, lung cancer and prostate cancer (Braune and Lendahl 2016). The 
oncogenic role of Notch in breast cancer is to a high extent conferred by 
dysregulated Notch signaling rather than by mutations. For example, many breast 
tumors display elevated levels of the Notch ligand Jagged1. Notch has been 
assigned an oncogenic role in non-small cell lung cancer (NSCLC) where around 
25% of the patients harbor NOTCH1 mutations (Chen, De Marco et al. 2007, 
George, Lim et al. 2015). Notch further has an oncogenic role in prostate cancer 
(Santagata, Demichelis et al. 2004) where elevated levels of NOTCH1 and 
JAGGED1 correlated with impaired patient outcome (Deng, Ma et al. 2016) 
(Reviewed in(Ranganathan, Weaver et al. 2011, Braune and Lendahl 2016)).  

By contrast, inactivating mutations of NOTCH1 are commonly seen in patients 
with small cell lung cancer (SCLC) patients, thus suggesting a tumor suppressive 
role of Notch in this case. Evidence further supports a tumor suppressive role for 
Notch in squamous carcinomas (SCC) such as cutaneous SCC (Nicolas, Wolfer et 
al. 2003) and head -and neck SCC (Agrawal, Frederick et al. 2011). SCC 
commonly harbor inactivating or truncating mutations in the Notch receptors 
NOTCH1, NOTCH2 and NOTCH3 and express truncated versions of the Notch 
receptors, particularly lacking the C-terminal transactivation domain. The tumor 
suppressive role of Notch in SCC was further supported by evidence from mice 
with Notch deletion in the skin. Such mice were more prone to chemical-induced 
carcinogenesis (Nicolas, Wolfer et al. 2003) (Reviewed in (Braune and Lendahl 
2016, Nowell and Radtke 2017). 

Notch signaling is known to confer tumor development by several mechanisms, 
such as through mediation of tumor angiogenesis where blocking DLL-4 is 
associated with reduced tumor vessel formation in several tumors (Ridgway, 
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Zhang et al. 2006, Garcia and Kandel 2012). Notch has also been shown to induce 
epithelial to mesenchymal transition (EMT) by induction of SNAIL (Timmerman, 
Grego-Bessa et al. 2004). Furthermore, Notch signaling has been shown to support 
the maintenance of tumor initiating cells (TICs)(Rangel, Bertolette et al. 2016). 
Another example of the complex situation by which Notch signaling influences 
tumorigenesis relates to cellular energy homeostasis. In breast cancer it was 
demonstrated that high levels, as well as low levels, of Notch shifts the cellular 
metabolism towards an increased glycolysis. Interestingly, only tumors with 
hyper-activated as opposed to tumors with low levels of Notch signaling could 
shift between energy generation by oxidative phosphorylation and glycolysis, 
which conferred with more aggressive tumor behavior (Landor, Mutvei et al. 
2011). 

Role of Notch in the kidney and renal cancers 

Similar to other tissues, dynamic expression of several components of the Notch 
signaling pathway has been described to regulate cell fate decisions in the 
developing kidney. Briefly, the kidneys develop from the metanephric 
mesenchyme giving rise to glomerular podocytes, parietal epithelial cells (PECs), 
proximal tubular cells, loop-of-Henle and the distal tubular cells, whereas the 
collecting duct are derived from the uteric bud. Studies in have demonstrated that 
Notch singling is crucial for proper duct formation and segmentation of nephrons. 
For example cells committed to become proximal tubule epithelium express high 
levels of Notch1/2 (Cheng, Miner et al. 2003) where as precursors of distal tubular 
cells express high levels of Jagged1. Similarly, reduced canonical Notch signaling 
by conditional heterozygous deletion of RBPjκ in metanephric progenitors largely 
prevented formation of the proximal tubular compartment (Bonegio, Beck et al. 
2011). Furthermore Notch signaling is important for proper vascularization of the 
kidneys (Reviewed in(Bonegio and Susztak 2012)). 

During the recent years a role for Notch signaling in ccRCC tumorigenesis has 
evolved and several studies have linked components of the Notch singling 
pathway to worse clinical outcome. One study proposed high levels of Jagged-1 
ligand to be a prognostic factor for ccRCC and further linked Jagged-1 expression 
to reduced overall survival (Wu, Xu et al. 2011).  

Further evidences of involvement of Notch signaling, was provided previously by 
our laboratory, where non-canonical Notch-TGF-β signaling was shown to confer 
aggressive tumor behavior. Also, inhibition of Notch singling resulted in reduced 
tumor growth both in vitro and in vivo (Sjolund, Johansson et al. 2008, Sjolund, 
Bostrom et al. 2011). 
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Dysregulated angiogenesis is a common feature in ccRCC tumorigenesis. Two 
recent studies demonstrated a role for one of the main angiogenesis regulators 
DLL-4. In the studies DLL-4 was demonstrated to be negatively regulated by a 
microRNA, miR-30a, which was down-regulated in ccRCC specimens along with 
increased DLL-4 in endothelial cells. DLL-4 was further proposed to, through the 
DLL-4-Notch-Hey1-MMP9 axis, promote ccRCC metastasis by cell-cell 
communication of endothelial -and tumor cells (Huang, Ma et al. 2013, Huang, 
Ma et al. 2014). Similarly, an independent study linked DLL-4 expression to 
adverse patient outcome (Wang, Yu et al. 2014). 

Role of Notch in the normal brain and gliomas 

During embryogenesis a population of neural progenitors (NPCs) in the neural 
tube give rise to adult brain structures such as the cerebral cortex. This process 
requires asymmetric cell division of non cycling NPCs along with migration and 
differentiation of prospective neurons (McConnell 1995). During neural 
development Notch maintains neuronal stem cells in an un-differentiated state by 
transcription of Hes1 and Hes5. (Reviewed in(Zhang, Engler et al. 2017)). In 
general terms active Notch signaling maintains stemness of NPCs and shifts 
differentiation towards the glial linage, rather than the neural linage (Teodorczyk 
and Schmidt 2014). Knock-down of Notch components in developing mice, have 
underlined the importance of Notch signaling during neural development. Indeed, 
mutation of Notch1 or RBPjκ was associated with embryonic lethality due to 
improper spatio-temporal migration and differentiation of neurons (de la Pompa, 
Wakeham et al. 1997).  

In the cancer setting glioma stem cells (GSCs) are well-established contributors of 
the aggressive growth and therapeutical resistance of gliomas (Singh, Hawkins et 
al. 2004, Chen, Li et al. 2012). Notch signaling has been implicated as an 
important player in maintaining these GSCs by regulating cellular differentiation 
and for example by activating the nestin promoter in vitro (Shih and Holland 
2006). This theory was further supported by studies using glioma cultures grown 
in stem-cell media. Cells grown in stem-cell conditions up-regulated several 
members of the Notch pathway, including Notch1/3 and DLL1/3, as compared to 
cultures grown in serum-containing media, thus further linking Notch signaling to 
more stem-like tumor cells (Lee, Kotliarova et al. 2006). Another study further 
linked high Notch levels to increased capacity to form neuro-spheres (Gunther, 
Schmidt et al. 2008), an assay that is widely used to identify stem cells based on 
self-renewal from a single cell (Pastrana, Silva-Vargas et al. 2011). Notch 1 have 
also been associated with glioma vascularization, were forced expression of 
NICD1 in tumor xerographs induced more vascular tumors. NICD1 expression 
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did, however not associate with more aggressive tumor growth (Guichet, Guelfi et 
al. 2015).  

The role of Notch has not yet reached a consensus with regards to glioma growth 
and progression, but Notch has been assigned an oncogenic as well as a tumor-
suppressive role. On one hand NICD staining is lower in high grade tumors (grade 
IV) than in low grade gliomas (grade I-III) (Cheung, Corley et al. 2006) and high 
levels of Notch signaling has been associated with better patient outcome in high 
grade gliomas, suggesting that Notch expression may associate with a favorable 
patient outcome (Phillips, Kharbanda et al. 2006). A recent study demonstrating 
accelerated growth of PDGFB-driven murine gliomas when subjected to genetic 
inactivation of RPBjκ, Notch1 or Notch2, further supports a tumor suppressive role 
of Notch in gliomas (Giachino, Boulay et al. 2015). 

On the other hand some studies have associated Notch expression with glioma 
progression and predictor of poor patient outcome. (Xu, Yu et al. 2009, Li, Cui et 
al. 2011). Similar to ccRCC, Notch signaling has emerged as a potential 
therapeutical target also for treating gliomas. Administration of GSIs have been 
shown to repress tumor growth if CD133 positive GSCs (Fan, Khaki et al. 2010) 
and further showed a delayed recurrence of engrafted gliomas when GSI was used 
in combination with chemotherapy (Temozolomide) (Gilbert, Daou et al. 2010). 
The double-edged role of Notch, being associated both with favorable and 
unfavorable outcome, prompts for identification right subgroup of glioma patients 
when it would be appropriate to use Notch inhibition. One such subgroup might be 
glioma patients with high expression of proneural genes, which are more likely to 
benefit from GSI treatment (Saito, Fu et al. 2014).  

Targeting the Notch signaling pathway 

Considering the oncogenic role of Notch, researchers have been evaluating the 
effect of Notch inhibition by administrating gamma-secretase inhibitors (GSIs). 
The GSIs have shown promising results on tumor progression associated with 
decreased metastatic spread in several pre-clinical models (Wei, Walls et al. 2010, 
Yabuuchi, Pai et al. 2013). Further, a phase I clinical trial of the GSI inhibitor PF-
03084014 demonstrated promising response in several solid tumors (Messersmith, 
Shapiro et al. 2015). Administration of GSIs are however associated with side 
effects. The dose limiting toxicity for GSIs is caused by expansion of secretory 
goblet cells in the intestine, thus giving rise to sever diarrhea. Such phenotype 
could however be circumvented by introducing a treatment holiday and thus 
restoring interstitial homeostasis (Sjolund, Johansson et al. 2008), it however 
remains unclear whether such treatment holidays would impair the GSIs 
therapeutic effect. Another disadvantage of GSIs are that they are targeting the 
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gamma-secretase enzyme, which importantly has more than 90 substrates except 
for the Notch receptors, and the effect of GSIs are consequently fairly unspecific. 
The Notch receptors have the advantage of being surface receptors, which 
potentially could be targeted using monoclonal antibodies. Such antibodies, 
targeting Notch1, Notch2/3, are currently being developed and tested both pre-
clinically and in the clinic. The Notch antibodies are however, similarly to GSIs, 
associated to dose limiting toxicity largely due to disrupted intestinal and skin 
homeostasis (Reviewed in (Andersson and Lendahl 2014, Takebe, Nguyen et al. 
2014)). Another strategy is to target tumor angiogenesis, by directing monoclonal 
antibodies towards DLL4. Anti-DLL4 treatment by Enoticumab demonstrates 
clinical efficacy associated with impaired tumor vasculature however along with 
severe side effects and an increased risk for developing VEGF-induced 
hemangiomas (Yan 2011). Other means of targeting Notch signaling includes for 
example monoclonal antibodies targeting the gamma-secretase complex 
(nicastrin), soluble decoy receptors that would interfere with ligand-receptor 
interactions or by targeting. In addition a recent effort involves development of 
disease specific protease-activated monoclonal antibodies (“probodies”) targeting 
Notch ligands (Reviewed in (Takebe, Miele et al. 2015)).   

Taking into account that Notch also posses a tumor suppressive role, there are 
situations where Notch inhibition would be highly inappropriate and it would be 
important to anticipate in which situations they could be used safely. Similarly, 
use of GSI inhibitors in Alzheimer’s disease have been considered inappropriate 
due to the severe side effects partly due to reduced cognitive function and in part 
due to an increase incidence of skin cancers (Penninkilampi, Brothers et al. 2016).  

Crosstalk of Notch- and hypoxic signaling pathways  

Interestingly Notch and HIF signaling pathways cooperates to regulate many 
physiological processes, such as angiogenesis; HIFs by inducing expression of 
angiogentic factors such as VEGF, and Notch signaling by regulating tip-and stalk 
cells during vessel sprouting (Lendahl, Lee et al. 2009). In the cancer setting 
several studies suggests that hypoxic signaling collaborates with Notch signaling 
to maintain cancer stem cells (Wang, Liu et al. 2011, Villa, Chiu et al. 2014).  

It has become clear that the Notch pathway and hypoxic signaling pathways 
crosstalk; both directly and indirectly through several proposed mechanisms 
(Reviewed in (Landor and Lendahl 2017)). This crosstalk is, however, yet to be 
fully unraveled.  

The initial discoveries that Notch might interact with HIFs were done when Notch 
target genes (Notch1 and HES1) were found to be up-regulated in response to 
hypoxia (Jogi, Ora et al. 2002). Since the initial discovery that hypoxia and HIFs 



42 

can influence Notch signaling several molecular mechanisms has been proposed. 
Firstly, both HIF-α isoforms have been suggested to affect Notch by direct binding 
to the receptors and activate Notch target gene transcription. In support of this 
mechanism, HIF-1α was demonstrated to bind NICD1 as well as Notch responsive 
elements and activate downstream signaling (Hey2) (Gustafsson, Zheng et al. 
2005). Similarly, HIF-2α was demonstrated to bind NICD1 (within the RAM 
domain) (Chen, Houshmand et al. 2010). Both HIF-α isoforms induce both HRE 
and CSL binding elements and activate DLL-4, Hey1, Hey2 during hypoxia 
(Reviewed in (Lendahl, Lee et al. 2009). In addition HIF-1α was demonstrated to 
bind the promoter regions of Notch target genes directly (Wang, Liu et al. 2011).  

Alternatively, another study suggests that hypoxia may enhance Notch signaling 
by up-regulating the activity of the gamma-secretase complex, where HIF-1α were 
proposed to directly associate with and favor gamma-secretase complex 
stabilization (Villa, Chiu et al. 2014).  

On the other hand, components of the Notch signaling pathway were also shown 
to influence hypoxic signaling. Demonstrated by reporter assays, NICD (as well as 
the HIF-α subunits) was shown to activate both hypoxic and Notch reporters, 
where the presence of NICD was reported to reduce HIF1-α hydroxylation 
resulting in HIF1-α stabilization along with increased activation of HREs 
(Coleman, McDonough et al. 2007, Zheng, Linke et al. 2008).  

A second mechanism of HIF-Notch crosstalk involved hydroxylation mediated by 
FIH, which is not limited to asparagine hydroxylation of HIF-α subunits but can 
also hydroxylate asparaginyl residues of proteins with ankyrin repeat domains 
(ARD), including the Notch receptors (NICD1 Asn-1945 and Asn-2012, with 
higher affinity for site 1). ARD proteins was demonstrated to compete with HIFs 
for FIH binding and hydroxylation (Coleman, McDonough et al. 2007). FIH was 
shown to bind Notch (1-4) with highest affinity for Notch2 and was further 
observed to hydroxylate Notch 1-3, but not Notch-4 (Wilkins, Hyvarinen et al. 
2009). Interestingly, FIH has more than 250 fold higher affinity for the Notch 
receptors than HIF1-α and increased Notch is therefore suggested to mediate an 
increased activation of hypoxia responsive elements by sequestering FIH and 
prevents its asparagine hydroxylation of HIF-α (Coleman, McDonough et al. 
2007). FIH further interacts with the E3 ubiquitin liagses Mindbomb 1/2 (Mib1/2) 
that regulates stability of the Notch ligands (Tseng, Zhang et al. 2014). 
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Chapter 4. Renal Cancer 

Overview 

Renal cancers comprise a diverse group of solid tumors accounting for around 3-
4% of the yearly cancer incidence (Siegel, Miller et al. 2017) where the renal cell 
carcinomas (RCC), originating from the tubular epithelium of the kidney 
comprises the vast majority (around 90%) of all renal tumors (Patard, Leray et al. 
2005). This corresponds to a yearly RCC incidence of nearly 300 000 individuals 
worldwide and is further associated with more than 100 000 deaths yearly. The 
incidence is approximately twice as high in men compared to women (Ferlay, Shin 
et al. 2010).  

Generally, RCC patients are diagnosed among the elderly population, with a mean 
age of 64 years at the time of diagnosis. Also, genetic mouse models of ccRCC 
present with renal pathology only after long latency (Shuch, Vourganti et al. 2014, 
Gu, Cohn et al. 2017, Harlander, Schonenberger et al. 2017).  

The RCC incidence is higher in industrialized countries than developing countries. 
Similarly established risk-factors are largely associated with “western lifestyle 
factors” such as an increased prevalence of hypertension, obesity and diabetes, 
thus affecting the level of oxygenation of several tissues, inducing obesity-induced 
inflammation and affecting the endocrine milieu through insulin resistance, 
respectively. Further smoking increases the lifetime risk of developing kidney 
cancer, presumably due to the chronic tissue hypoxia that may appear along with 
regular tissue exposure to carbon monoxide and due to long-term development of 
chronic obstructive pulmonary disease. Finally, genetic conditions, pre-existing 
kidney diseases and the fact that we are getting older appear to confer increased 
RCC incidence (Chow, Dong et al. 2010, Ljungberg, Campbell et al. 2011, 
McGuire and Fitzpatrick 2011). 

At least 16 different forms of RCC have been reported (Ng, Rajandram et al. 
2014) and classification is based on histological features and genetic profile where 
the RCCs are commonly sub-grouped into clear cell RCC (ccRCC), papillary RCC 
(pRCC), chromofobe RCC (chRCC), collecting duct RCC and oncocytomas, 
respectively (Kovacs, Akhtar et al. 1997). 
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Clear cell renal cell carcinoma (ccRCC)  

Clear cell renal cell carcinoma (ccRCC) is the most common form of cancer in the 
kidneys, accounting for more than 75% of all renal cancers (Linehan 2012). RCCs 
are believed to arise from distinct cell types along the nephron where several lines 
of evidence indicate that the ccRCCs originates from the proximal tubular 
epithelium of the renal cortex. Such evidence includes expression of proximal 
tubular markers such as CD10, multidrug resistance protein 2 and villin. Further 
support of proximal tubular origin of ccRCCs may be provided by transcriptional 
clustering analysis demonstrating clustering of ccRCC specimens to micro 
dissected proximal tubules, rather than other tubular compartments (Delahunt and 
Eble 2005, Prasad, Narra et al. 2007, Davis, Ricketts et al. 2014, Lindgren, 
Eriksson et al. 2017) (Reviewed in (Frew and Moch 2015)). 

Histologically ccRCCs are characterized by cells with a clear cytoplasm, due to 
cytoplasmic accumulation of lipids and glycogen, which is washed out during 
staining procedures (dehydration-paraffinembedding). ccRCC tumors are further 
very well vascularized, express high levels of VEGF and are typically organized 
by nests of cells with this clear phenotype surrounded by vascularized stroma. 
(Reviewed in (Lopez 2013)).  

The genomic landscape of ccRCC 

ccRCC is characterized by bialellic inactivation of the von Hippel-Lindau (VHL) 
tumor suppressor gene which resides at chromosome 3p25. Bialelic inactivation of 
VHL occurs in 70-90% of cases, the remaining 10-30% have wild type VHL. 
Importantly around 8% of the VHL wild type tumors harbor inactivation of TCEB1 
encoding enlongin C, which is another component of the pVHL complex and thus 
highlighting the importance of a dysfunctional pVHL complex for ccRCC tumor 
progression (Sato, Yoshizato et al. 2013). 

A small subset of ccRCC patients (around 2-3%) harbors germ line mutation of 
VHL, which cause the hereditary “von Hippel-Lindau syndrome” (Latif, Tory et al. 
1993). Patients with the von Hippel-Lindau syndrome have genetic inactivation of 
the VHL gene and inherit one defective VHL allele, but pathology occurs only after 
somatic inactivation of the second allele (Stolle, Glenn et al. 1998). Individuals 
with the von Hippel-Lindau syndrome are strongly predisposed to develop ccRCC 
but also have an increased risk of developing tumors in several other parts of the 
body including retina, cerebellar and spinal cord tumors (hemangioblastomas), and 
neuro-endocrine tumors of the adrenal medulla (pheochromocytomas) (Reviewed 
in (Kaelin 2002, Cho and Kaelin 2016).  
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The majority of ccRCC cases however occur due to spontaneous somatic 
mutations (around 80% of cases), deletions or hypermethylations (around 7% of 
cases) (Herman, Latif et al. 1994) rather than germ-line mutations. As outlined 
elsewhere in the thesis, HIFs are important for ccRCC tumorigenesis. Restoring 
pVHL in ccRCC prevents tumor formation in immunocompromised mice, this 
however can be overridden by introducing HIF variants insensitive to VHL-
mediated degradation, indicating that the HIFs are critical in ccRCC tumorigenesis 
(Kondo, Klco et al. 2002) (Reviewed in (Cho and Kaelin 2016) (2013).   

Beyond VHL inactivation the genomic landscape of ccRCC displays pronounced 
heterogeneity. Recent exome-sequencing efforts have however, revealed that 
many of the recurrent mutations occurs in genes involved in maintaining 
chromatin states or chromatin modifying genes alternatively regulates response to 
redox stress/DNA damage. Such genes include the BAF180 subunit of the 
SWI/SNIF chromatin-remodeling complex encoded by the polybromo 1 (PBRM1) 
gene, which is mutated in 40% of ccRCC (Varela, Tarpey et al. 2011) and the 
nuclear deubiquitanse BRCA1 associated protein (BAP1) is mutated in 14% of 
ccRCC (Pena-Llopis, Vega-Rubin-de-Celis et al. 2012). Interestingly although 
PBRM1 and BAP1 appears to regulate largely different transcription programs, 
mutations of PBRM1 appears mutually excusive from BAP1 mutations. BAP1 
mutation is further associated with more aggressive disease than PBRM1 mutated 
tumors. Further histone H3 lysine 36 trimethylase (H3K36Me3) encoded by the 
Set domain containing 2 (SETD2) gene, is mutated in 10-15% of ccRCC 
(Dalgliesh, Furge et al. 2010). Other demetylases are mutated at lower frequency 
of ccRCC and includes the, lysine (K)-specific demethylase 6A (UTX) and lysine 
(K)-specific demethylase 5C (JARID1C) (Reviewed in (Cho and Kaelin 2016, 
Schodel, Grampp et al. 2016)).  

The rational behind how chromatin-modifying genes may cooperate with VHL loss 
and the subsequent hypoxic activation to promote ccRCC tumorigenesis have been 
addressed in several studies. First, in vitro knock down of PBRM1 in VHL 
defective cells was associated with increased proliferation (Varela, Tarpey et al. 
2011). Second, active transcription of hypoxia responsive elements appears 
dependent of an accessible chromatin configuration, which was supported by the 
chromatin immunoprecipitation sequencing experiments (CHIPseq), 
demonstrating that only a small fraction of the potential HRE binding are indeed 
bound by the hypoxia inducible factors (Schodel, Oikonomopoulos et al. 2011). 
HRE activation further appears dependent on CpG methylation status (Wenger, 
Kvietikova et al. 1998)(Reviewed in (Piva, Santoni et al. 2015, Schodel, Grampp 
et al. 2016)).  

Common copy-number changes include loss of 3p (harboring VHL, PBRM1, BAP1 
and SETD2). Other common copy-number changes include loss of 14q (harboring 
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HIF1A), which has been linked to poor prognosis. Also around 70% of ccRCC 
harbor gain of chromosome 5q, associated with higher levels of p62 (SQSTM1), 
which was demonstrated to regulate degradation of proteins by autophagy and was 
further shown to interact with mTOR signaling.  

Exome sequencing have further revealed that around 15% of the ccRCC samples 
harbored recurrent somatic mutations in the PI3K/AKT/mTOR pathway (PI3KCA, 
PTEN, MTOR) and around 10% of ccRCC samples in the TP53 (Reviewed in 
(Creighton, Morgan et al. 2013, Frew and Moch 2015, Chen, Zhang et al. 2016). 

The Von Hippel Lindau tumor suppressor gene 

The von Hippel-Lindau tumor protein (pVHL) acts as an E3 ubiquitin ligase that 
target specific proteins for polyubiquitylation and consists of an α-domain 
responsible for binding to other members of the ubiquitin ligase complex, and a β-
domain that acts as the substrate docking site. pVHL forms a complex with 
enlongin B, enlongin C (Duan, Pause et al. 1995) and cullin-2 (Pause, Lee et al. 
1997). Furthermore Rbx1 has also been found to associate with pVHL-enlongin-
CUL2 complexes (Kamura, Koepp et al. 1999) (Reviewed in (Kaelin 2002, Cho 
and Kaelin 2016). 

In ccRCC hypoxia-inducible genes are activated in the presence of oxygen 
following pVHL inactivation, which might be somewhat surprising considering 
that regulation of co-activator recruitment by C-TAD asparigine hydroxylation 
remains largely unaffected in cells lacking pVHL (Sang, Fang et al. 2002) and one 
would thus expect C-TAD hydroxylation to prevent transcriptional activity by the 
HIFs. Yet cells lacking pVHL do not degrade the HIF- α subunits irrespective of 
changes in oxygen (Iliopoulos, Levy et al. 1996, Maxwell, Wiesener et al. 1999). 
However, HIF-1α was shown to activate hypoxia target genes in the absence of the 
C-TAD domain (Gothie, Richard et al. 2000, Wykoff, Pugh et al. 2000), which 
might suggest that the N-TAD and C-TAD domains differentially control 
activation hypoxia target genes and that a panel of HIF target genes may be 
activated despite of FIH mediated hydroxylation. As described elsewhere in this 
thesis, FIH has been described to have a preference for HIF-1α over HIF-2α and 
thus leaving HIF-2α (but not HIF-1α) transcriptionally active in VHL defective 
ccRCC. Such notion would offer an explanation to why ccRCC tumorigenesis 
correlate with hypoxic transcription driven by HIF-2α (Reviewed in(Cho and 
Kaelin 2016)). 

Importantly, pVHL have been demonstrated to regulate several cellular processes 
apart from regulation of HIF- α stability that may contribute to tumor initiation 
independently of HIF. Such processes for example include regulation of 
microtubule stability (Hergovich, Lisztwan et al. 2003) and maintenance of 
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primary cilium (Thoma, Frew et al. 2007). Loss of pVHL may also confer 
suppression of p53 activation since pVHL regulate p53 stabilization by 
ubiquitination of Mdm2. Furthermore, pVHL has been demonstrated to regulate 
assembly and secretion of extracellular matrix components such as fibronectin 
(Ohh, Yauch et al. 1998) and collagen IV(Kurban, Duplan et al. 2008) (Reviewed 
in (Frew and Moch 2015)). 

Clinical manifestation and prognosis 

Localized RCC is associated with clinical symptoms including hematuria, flank 
pain and a palpable abdominal mass, whereas metastatic symptoms for example 
include bone pain, unexplained fever, lung nodules or wasting syndromes. Patients 
with localized disease have a very good prognosis with a 5-year survival of around 
90%, where the patients are generally cured by surgical resection of the affected 
kidney. However, due to the relatively vague clinical symptoms some tumors 
(around 30%) (Cohen and McGovern 2005) at a late stage of disease when the 
cancer already metastasized to lung, liver, bone, skin, brain and/or other soft 
tissues. At this point the 5-year survival is significantly reduced to around 10%, 
and is associated with a median survival of around 18 months (Reviewed in 
(Escudier, Eisen et al. 2012)). Also, some 25% of patients with localized disease at 
diagnosis later develop metastasis and hence very poor prognosis (Cohen and 
McGovern 2005).  

The imaging modalities used for diagnosis commonly includes an initial 
ultrasonography followed by computer tomography (CT) to assess the degree of 
local invasiveness, involvement of lymph nodes and metastasis. Less frequently, 
magnetic resonance imaging (MRI) may be used to confirm diagnosis and confirm 
involvement of venous tumor thrombus. Kidney function and is further assessed 
by serum creatinine, hemoglobin, lactate dehydrogenase measurements. In 
addition, tests including leukocyte and platelet counts are taken to score prognosis. 
Before systemic treatment, diagnosis by imaging is commonly complemented by a 
histopathological diagnosis by generation of a renal tumor core biopsy or, when 
available, a nephrectomy specimen (Reviewed in (Escudier, Eisen et al. 2012)).  

Considering the heterogeneous nature of RCC researchers and clinicians have 
been addressing different means of stratifying patients to predict prognosis and 
personalize treatment. The ULCA integrated staging system (UISS) is widely used 
to predict prognosis of RCC patients. This system gives a combined assessment of 
T stage, Furman´s grade and the ECOG prognostic indicator. Briefly, T stage 
defined by tumor metastasis node (TMN), grades localization of the primary tumor 
(T) from a small organ-confined tumor (T1) to a tumor that invades tissue beyond 
Gerota´s fascia or renal gland (T4). Further regional lymph node involvement (N) 
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is graded from no involvement (N0) to metastasis in more than one regional lymph 
node (N2). Finally absence (M0) or presence (M1) of distant metastasis is graded. 
Based on the TNM grading the tumor is staged I-IV, where stage IV patients are 
associated with the least favorable outcome. The Fuhrman nuclear grading system 
focus on nuclear appearance and grades nuclei from 1-4 based on size, irregularity 
and nucelolar visibility in tumor nuclei (Fuhrman, Lasky et al. 1982). Finally, the 
Eastern Cooperative Oncology Group (ECOG) performance status assess the 
patient´s general well being (Reviewed in (Escudier, Eisen et al. 2012)).  

Treatment 

Renal cell carcinomas are generally refractory to treatment with radiation and 
common cytostatic therapeutics. Patients with localized disease thus typically 
undergo surgical treatment by partial nephrectomy (PN). Patients with more 
aggressive disease (T2-T4), and further tumors with venous thrombus, instead 
undergo radical nephrectomy (RN). Care must be taken when the patient is above 
75 years are operated on, as they display an increased risk of surgery-associated 
morbidity. For such cases active surveillance is an alterative. Although not 
curative, patients with metastatic RCC (mRCC) may still be subjected to surgery 
by removal of the primary tumor(s) and when possible removal of metastasis, 
where particularly patients only presenting with lung metastasis displays a survival 
benefit from surgical removal of metastasis (de Riese, Goldenberg et al. 1991) 
(Reviewed in (Ljungberg, Bensalah et al. 2015)).  

Classically mRCC patients have further been subjected to systemic treatments 
including the immune system stimulators interleukin 2 (IL-2) and interferon-α 
(IFN-α). Complete response using these cytokine therapies do occur, but are 
extremely uncommon, however around 20% and up to 15% of the patients 
demonstrate a partial response towards IL-2 and IFN-α, respectively (Reviewed in 
(Rini, McDermott et al. 2007, Ljungberg, Bensalah et al. 2015, Takyar, Diaz et al. 
2016).  

During recent years numerous targeted therapies have been developed. In general 
terms such targeted therapies focus on inhibiting the processes that are 
hyperactivated in response to VHL loss, in particular tumor angiogenesis, which is 
augmented du to the secretion of vascular endothelial growth factor (VEGF). 
VEGF is targeted ether by using monoclonal antibodies such as bevacizumab or by 
using the tyrosine kinase inhibitors (TKI) such as sunitinib that targets VEGF, 
PDGFR and cKit, or sorafenib that targets Raf1, b-Raf. VEGFR2, PDGR and c-
Kit. Other targeted therapies target both tumor proliferation and angiogenesis by 
targeting the mammalian target of rapamycin (mTOR) (PI3K/Akt/mTOR). 
temsirolimus and everolimus. However, around 20-30% patients display intrinsic 
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resistance towards VEGF therapies and further resistance almost invariably 
develop over time (Philips and Atkins 2014). 

As, long-term survival benefits are generally not seen using the anti angiogenic 
therapies alterative approaches to treat mRCCs are much needed. During recent 
years researchers have explored new immunotherapeutic strategies for mRCC. 
Such strategies include the identification of immune modulatory pathways that 
protect host cells and tumor cells from destruction by activated immune system 
and include the PD1 receptor is expressed on T, B and NK cells and the ligand 
PDL-1 that may be expressed on tumor cells and antigen presenting cells. The 
PDL-1/PD1 interaction confers inhibitory signaling of T-cell effector functions. 
Recently immune checkpoint inhibitors towards programmed death 1 (PD-1) 
(nivolumab or MK-37445) and its ligand (PD-L1) (MPDL3280A) was developed. 
ccRCC is considered a highly immunogenic tumor with high infiltration of 
lymphocytes, however only around 20% of the infiltrating cytotoxic T cells 
recognize ccRCC tumor cells, thus proposing that the ccRCC harbor mechanisms 
to escapes the immune system (Creighton, Morgan et al. 2013, Combe, de 
Guillebon et al. 2015). Notably, up to half of the ccRCC tumors have aberrant 
expression of PD-L1 thus providing a rational for evaluation of immunotherapies 
in ccRCC (Leite, Reis et al. 2015).  Data so far demonstrate promising anti tumor 
effects in about one third of ccRCC patients along with tolerable side effects. PD-
L1 responders have further been linked to high expression of PD-L1 in tumor 
cells, tumor micro environment or immune cells (McDermott, Sosman et al. 2016) 
(Reviewed in (Philips and Atkins 2014, Weinstock and McDermott 2015)). 

Recent efforts have aimed at direct targeting of the hypoxia inducible factors. 
Historically therapeutic targeting of transcription factors (such as the hypoxia 
inducible factors) has proven difficult (Koehler 2010), however in 2009 Bruick 
and Gardner identified a hydrophobic pocket within the PAS-B domain of HIF-2α 
and were further able to design an allosteric inhibitor to prevent dimerization of 
HIF-2α to the HIF-β subunit (Scheuermann, Tomchick et al. 2009, Scheuermann, 
Li et al. 2013). Not long after the initial discovery of the hydrophobic pocket of 
HIF-2α, two structurally similar allosteric inhibitors, PT2399 and PT2385 (the 
latter with better pharmacological properties), were designed and found to 
specifically inhibit HIF-2α/ HIF-β dimerization along with HIF-2α specific target 
genes, whereas they did not affect HIF-1α/HIF-β dimerization nor affected HIF-1α 
target genes. Both inhibitors were found to have very good anti tumor effects in 
vivo, where PT2399 treatment was demonstrated to extended survival in nude 
mice with ccRCC xenografts. PT2399 was able to suppress growth in 56% of the 
tumors in a patient derived xenograft (PDX) model of ccRCC. PT2399 was 
however associated with resistance development in a subset of PDX tumors, which 
generally had lower levels of HIF-2α thus suggesting a variable degree of HIF-2α 
dependence of ccRCC tumors. These observations prompt for identification of 
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biomarkers to predict treatment-response in the clinic. Long- term treatment with 
PT2399 was further associated with HIF-2α/HIF-β mutations that would allow for 
dimerization in the presence of PT2399. Importantly several of the tumors that 
were unresponsive to sunitinib treatment responded well to PT2399, thus opening 
up for direct HIF targeting when targeting of downstream effects of HIF activity is 
associated with resistance. PT2385 entered a Phase I clinical trial which 
demonstrated promising results so far (Chen, Hill et al. 2016, Cho, Du et al. 2016, 
Wallace, Rizzi et al. 2016) (Reviewed in(Cho and Kaelin 2016)).   
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Genetic mouse models of ccRCC 

A large number of studies have been aimed at establishing genetically engineered 
mouse models of clear cell renal cell carcinoma. In concordance with the nearly 
obligatory VHL loss among ccRCC patients, most genetic models target the Vhl 
gene directly, or alternatively by mimicking the resulting pseuohypoxic phenotype 
by expressing non-degradable versions of the HIF-α subunits (Reviewed in 
(Kapitsinou and Haase 2008, Frew and Moch 2015)).  

The first study to model VHL loss was published during the late 1990s and showed 
that mice harboring a general Vhl deletion (by homologous recombination) 
displayed embryonic lethality due to vascular abnormalities in the placenta, 
whereas Vhl heterozygous mice did not display any signs of renal pathology 
during embryogenesis or postnatal life (Gnarra, Ward et al. 1997). Similarly, mice 
carrying human β-actin to drive heterozygous mosaic deletion of Vhl, failed to 
induce renal tumorigenesis and displayed no apparent affect on normal 
embryogenesis (Ma, Tessarollo et al. 2003), thus suggesting that one wild type Vhl 
allele is enough to support normal development. This notion fits well with the 
renal phenotype of individuals with the von Hippel-Lindau disease, where 
genotyping shows that both VHL alleles are inactivated in renal cysts that progress 
into more advanced lesions (Walther, Lubensky et al. 1995, Mandriota, Turner et 
al. 2002). 

To avoid the embryonic lethality seen in the general Vhl null mice, several groups 
have generated different strains of mice with conditional deletion of Vhl using 
nephron segment-specific promoters by utilizing the Cre/lox recombination 
technique (Gu, Marth et al. 1994). Several studies deleted Vhl in the ascending 
loop-of-Henle using Thp-Cre (Schley, Klanke et al. 2011) or collectively in 
ascending loop of-Henle, distal tubules and collecting duct using Ksp1.3-Cre 
(Shao, Somlo et al. 2002, Frew, Thoma et al. 2008) but the mice did, however not 
display any significant renal pathology. Vhl deletion in the proximal tubules, using 
the Pepck-Cre was on the other side associated with a low frequency of renal cyst 
formation (Rankin, Tomaszewski et al. 2006). In addition, two more recent studies 
utilized embryonal promotes. The first study used Six-2 to drive expression of Cre 
recombinase in glomerular and tubular cells already from early embryogenesis. 
When Vhl deletion was assessed alone using the Six-2 cre-driver, it similarly to 
PEPCK-Cre mice, gave rise to formation of renal cysts (Wang, Gu et al. 2014). By 
contrast, Vhl deletion in renal tubular cells using a second Pax-8 cre-driver, 
(expressed later during embryonic development), was associated with HIF 
stabilization but did not induce any renal pathology (Mathia, Paliege et al. 2013). 
Thus, mice with conditional Vhl deletion in various parts of the nephron may, at 
the most, display renal tubular dysplasia but do not develop renal cancer.  
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Several studies have further targeted the hypoxia inducible factors, ether alone or 
in combination with Vhl loss. Two studies investigated the role of Vhl and HIF in 
hemangiomas, which is commonly seen in individuals with the von Hippel Lindau 
syndrome. Deletion of Arnt in Vhl deficient mice was demonstrated to suppress 
formation of vascular hepatic tumors (hemangiomas) whereas Hif-1 deletion alone 
could not indicating that hemangioma formation is more dependent on 
dysregulated HIF than ccRCC, where Hif2a seems able to compensate for the loss 
of Hif1a (Rankin, Higgins et al. 2005, Rankin, Rha et al. 2008).  

Again, these results should be compared to the von Hippel-Lindau syndrome 
patients, as these individuals display hundreds of dysplastic renal cysts that only 
occasionally develop into full-blown renal carcinoma (Walther, Lubensky et al. 
1995), it becomes increasingly apparent that Vhl loss nor HIF-α stabilization alone 
provokes tumorigenesis and is clear that additional oncogenic events are required 
for tumor formation (Walther, Lubensky et al. 1995, Montani, Heinimann et al. 
2010). In support of this theory other studies utilizing stable expression of Hif1a 
or Hif2a gives rise to a partial renal phenotype such as renal fibrosis phenotype 
along with renal cyst formation (Schietke, Hackenbeck et al. 2012) or is associated 
with abnormal glycogen accumulation and presence of distorted tubules (Fu, 
Wang et al. 2011, Fu, Wang et al. 2013) but does not fully mimic human ccRCC. 
On the other hand deletion of Hif1a and Hif2a in distal tubules largely rescued the 
phenotype of renal cysts and neoplastic nodules in Vhl/Trp53 deleted mice, 
suggesting that both Hif-α isoforms harbors pro-tumorigenic properties in early 
cyst formation (Albers, Rajski et al. 2013). 

One study addressed HIF independent functions of pVHL, including its ability to 
stabilize microtubules. By co-deleting Vhl together with the kinesin family 
member 3A (Kif3a) they demonstrated disruption of primary cilia along with 
increased frequency of renal cysts, thus suggesting that HIF-independent functions 
pVHL may explain parts of the cystic phenotype seen in von-Hippel-Lindau 
patients (Lehmann, Vicari et al. 2015). Pten loss has further been demonstrated to 
cooperate with Vhl loss to reduce ciliated renal cells, suggesting that genes that 
regulate primary cilia are of importance for early renal tumor pathology deletion 
(Frew, Thoma et al. 2008). Numerous efforts have targeted recurrent mutations in 
ccRCC including combined Vhl/Pten deletion (Frew, Thoma et al. 2008), 
combined Vhl/Trp53 deletion (Albers, Rajski et al. 2013) and combined Vhl, 
Trp53 and Rb1deletion (Harlander, Schonenberger et al. 2017) (Reviewed in (Dart 
2017, Schmidt and Linehan 2017) where the first study demonstrated increased 
renal cyst formation and two last developed different degrees of neoplastic renal 
lesions. The model using combined Vhl, Trp53 and Rb1 deletion generated a 
relatively early onset of a spectrum of lesions ranging from simple cysts to 
neoplastic lesions with many of the features of human ccRCC. This model was 



53 

further demonstrated to mimic human disease with regards to partial response 
towards targeted therapies (sunitinib, everolimus and acriflavine).  

It has been argued that human von Hippel-Lindau patients (harboring VHL 
heterozygous cysts) are more prone to develop ccRCC than Vhl heterozygous mice 
due to differences in positioning of genes on chromosomes. In humans, VHL loss 
is often a consequence of 3p loss, also leading to loss of PBRM1, BAP1 and 
SETD2 (where PBRM1 and BAP1 mutation is mutually exclusive), which all 
reside at the same chromosome arm 3p. By contrast, mouse Vhl is located at 
chromosome 6, whereas Pbrm1 and Bap1 are located on chromosome 14. 
Consequently, loss of heterozygosity (LOH) in humans would leave only one 
intact copy of 3p whereas LOH of chromosome 6 in mice would leave both copies 
of chromosome 14 intact. In support if such theory combined inactivation of 
Vhl/Bap1 under the embryonal Six-2 promoter was found to induce renal 
carcinogenesis (Wang, Gu et al. 2014). The usage of this model may be somewhat 
limited considering that the homozygous deletion of the Vhl/Bap1 alleles results in 
early lethality. This notion prompted for finding a more suitable cre-driver. Two 
proximal promoters failed to induce renal pathology, however mice carrying the 
embryonal promoter Pax-8-Cre recapitulated renal pathologies ranging from 
simple renal cysts, low grade ccRCC tumors (using Vhl/Pbrm1) and high grade 
ccRCC (using Vhl/Bap1) (Gu, Cohn et al. 2017).  
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Table 1. Summary of genetic mouse models of ccRCC and hemangioma. The promoters and their expression 
are listed along with, mutated alleles, renal phenotype and study. Tamm-Horsfall protein (Thp), 129 bp of the 
Ksp-cadherin (Cadherin 16) (Ksp1.3), phosphoenolpyruvate carboxykinase (Pepck), Homeobox protein Six2 
(Six2), gamma-glutamyl transpepsidase (GGT), Paired box gene 8 (Pax8), sodium/glucose co-transporter 2 
(Sglt2). 
 

Promoter Promoter expression Mutated alleles Phenotype Study 

Homologous 
recombination 

General KO 
 

Vhl+/- 
 

VHL-/- embryonic 
lethality 

(Gnarra, Ward et al. 
1997) 

  Vhl+/- 
 

VHL+/- normal 
development/no renal 
pathology 

 

Human β-ACTIN-Cre Mosaic pattern in multiple 
organs 

Vhlfl/fl & Vhlfl/+ No renal pathology (Ma, Tessarollo et al. 
2003) 

Thp-Cre Ascending loop-of-Henle, 
early distal tubules 

Vhlfl/fl 
 

No renal pathology (Schley, Klanke et al. 
2011) 

Ksp1.3-Cre Ascending loop-of-Henle, 
early distal tubules and 
collecting duct 

Vhlfl/fl 
 

No renal pathology (Frew, Thoma et al. 
2008) 

Pepck-Cre Proximal tubule, hepatocytes 
 

Vhlfl/fl/PTENfl/fl 
 

Renal cysts 
 

(Rankin, Tomaszewski 
et al. 2006) 

  Vhlflfl Renal cysts   

  VhlflflHif1 Renal cysts  

  VhlflflArnt No renal cysts  

Six-2-Cre (embryonal) Broad embryonal expression 
in glomeruli, and proximal 
tubule 

Vhlfl/fl 
 

Renal cysts 
 

(Wang, Gu et al. 2014) 
 

  Vhlfl/fl/Bap1fl/+ 
 

Spectrum of renal 
abnormalities; cysts, 
diluted tubules, small 
neoplastic nodules 
(some cells with clear 
cytoplasm). Lethal due 
to renal failure at 8 
months 

 

  Vhlfl/fl/Bap1fl/fl 
 

Allele lethal before 4 
weeks of age 

 

Albumin-Cre or Pepck-Cr Hepatocytes or proximal 
tubules and hepatocytes 

Vhlfl/fl 
 

Hemangiomas 
 

(Rankin, Higgins et al. 
2005) 

  Vhlfl/fl/Arntfl/fl No liver pathology  

  Vhlfl/fl/Hif1fl/fl Hemangiomas  

Pepck-Cre Proximal tubule, hepatocytes Vhlfl/fl/Hif1fl/fl Hemangiomas 
 

(Rankin, Rha et al. 
2008) 

  Vhlfl/fl/Hif2fl/fl No liver pathology  

GGT-Cre Proximal tubule 
 

Transgenic expression of 
HIF-1-3M (Human PHD 
and FIH insensitive HIF-1α) 

Renal cyst formation, 
Disorganized proximal 
tubules  
 

(Fu,	Wang	et	al.	2011)	
 

GGT-Cre Proximal tubule 
 

Transgenic expression of 
HIF-2-3M (Human PHD 
and FIH insensitive HIF-2α) 

Glycogen accumulation 
 

(Fu, Wang et al. 2013) 
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Table 1. Continued. 
Promoter Promoter expression Mutated alleles Phenotype Study 

Ksp1.3-Cre Ascending loop-of-Henle, 
early distal tubules and 
collecting duct 
 

Vhlfl/fl/Trp53 fl/fl 
 

Renal cyst, 
disorganized tubules, 
neoplastic nodules 
(some cells with clear 
cytoplasm) 

(Albers, Rajski et al. 
2013) 
 

  Vhlfl/fl/Trp53 fl/fl/Hif1a fl/fl No renal pathology  

  Vhlfl/fl/Trp53 fl/fl/Hif2a fl/fl Renal cysts  

Ksp1.3-Cre Ascending loop-of-Henle, 
early distal tubules and 
collecting duct 
 

Transgenic expression of 
Hif-2-HA (Mouse PHD and 
FIH insensitive Hif-2α) 

Renal fibrosis and renal 
cysts 
 

(Schietke, Hackenbeck 
et al. 2012) 
 

Pax-8-stTA/LC1 
(tetracycline inducible)  

Adult expression in renal 
tubules inclusive collecting 
ducts, hepatocytes 

Vhlfl/fl 
 

No renal pathology (Mathia, Paliege et al. 
2013) 
 

Ksp1.3-CreERT2 
(inducible) 
 

Ascending loop-of-Henle, 
early distal tubules and 
collecting duct 

Vhlfl/fl/Kif3afl/fl 
 

Accelerated cystic 
burden compared to 
Kif3afl/fl 

(Lehmann,	Vicari	et	al.	
2015)	
 

  Hif1afl/fl/Kif3afl/fl 
 

Non-accelerated cystic 
burden compared to 
Kif3afl/fl 

 

Sglt2 
 

Proximal tubule 
 

Vhlfl/fl/Bap1flfl or 
Vhlfl/fl/Pbrm1fl/fl 

No renal pathology (Gu,	Cohn	et	al.	2017)	

Villin 
 

Proximal tubule 
 

Vhlfl/fl/Bap1flfl or 
Vhlfl/fl/Pbrm1fl/fl 

No renal pathology  

Pax-8-Cre (embryonal) 
 

Embryonic expression (later 
than Six-2): mesonephros, 
metanephros, nephric duct, 
uteric bud. Broad adult 
expression in renal tubules 
including collecting ducts, 
hepatocytes. 
 

Vhlfl/fl/Pbrm1fl/fl 
 

Lethal at 3 months, 
small ccRCC like 
tumors with, nuclear 
atypia, simple cysts, 
cytoplasmic clearing 
 

 

  Vhlfl/fl/Pbrm1fl/+ 
 

Lethal at 14.5 months  

  Vhlfl/fl/Bap1flfl  
 

Lethal at14.5 months. 
Lesions ranging from 
simple cysts to ccRCC 
lesions at 10-11 months 

 

  Vhlfl/fl/Bap1fl/+ 
 

Lesions ranging from 
simple cysts to ccRCC 
lesions 

 

Ksp1.3-CreERT2 
(inducible) 
 

Ascending loop-of-Henle, 
early distal tubules and 
collecting duct 

Vhlfl/fl/Trp53fl/f//Rb1fl/fl 
 

Renal cyst formation, 
dysplastic cysts and 
neoplastic lesions 

(Harlander, 
Schonenberger et al. 
2017) 
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The dopamine transporter SLC6A3 

Most cells maintain a similar composition of ions including high intracellular 
levels of K+, and low levels of Na+ and Ca2+ compared to the extracellular space. 
To maintain such cellular homeostasis the cells use ion pumps such as the Na+/K+ 

ATPase pump, which is widely expressed in the cellular plasma membranes. In 
addition energy is stored in the ionic gradients and facilitated secondary transport 
of molecules such as, other ions, sugars, amino acids and neurotransmitters. The 
presence of ion pumps like the Na+/K+ ATPase is crucial to maintain physiological 
processes such as maintaining the sodium gradient that is utilized for filtering the 
blood from waste products and reabsorb nutrients (Clausen, Hilbers et al. 2017). 

SLC6A3 is a transporter protein belonging to the large family of solute carriers 
(SLC), which is composed of around 400 different members. The SLC transporters 
are mainly driven by transmembrane ion gradients.  

The SLC6 subfamily generally contains 12 transmembrane (TM) domains with N 
and C termini located intracellularly. They transport small amino acids such as 
creatine and taurine, or neurotransmitters such as norepinephrine, GABA, 
seretonin and dopamine. While some transport proteins may be driven by passive 
diffusion along a concentration gradient or by active, ATP dependent, transport 
against a concentration gradient the SLC6 family mediate substrate transport by 
secondary active transport. Such transports are facilitated by the concentration 
gradients generated by other (primary) active transporters to move their substrate 
against their own gradient together with co-transport of Na+ or K+ along their 
electrochemical gradient. The co-transport can be moved in the same direction 
(symporters) or in the opposite direction (antiporters) from the substrate.  

SLC6A3 (also named DAT) belongs to the neurotransmitter transporter (NTT) 
subgroup of SLC6 transporter proteins, and mediate substrate transport by symport 
of one Cl- and two Na+ from the extra cellular space (Hediger, Clemencon et al. 
2013, Pramod, Foster et al. 2013). 

The substrate of SLC6A3 is dopamine. Dopamine is released into the synaptic 
cleft of dopaminergic neurons where it acts by binding one of five dopamine 
receptors D1-D5 in the post-synaptic neuron. Based on coupling to G-protein 
coupled receptors (GPCR) dopamine release may confer excitatory or inhibitory 
signals in dependent on the receptor. The dopamine receptors are sub-divided into 
two families; the D1-like family (containing D1 and D5) and the D2-like family 
(containing D2, D3 and D4). D1-like dopamine receptors generally confer 
stimulatory signaling by GPCR mediated stimulation of adenylyl cyclase, which 
results in subsequent increased levels of cyclic adenosine monophosphate 
(cAMP). By contrast the D2-like dopamine receptors confer inhibitory signaling, 



57 

since the receptors are couple to inhibitory GPCRs that inhibit adenylyl cyclase 
and cAMP production (Kebabian and Calne 1979, Beaulieu, Espinoza et al. 2015). 

 

 
Figure 7. Schematic of dopaminergic signaling in the synaptic cleft. An action potential mediates release of dopamine 
from the presynaptic cell following binding to dopamine receptors. The dopamine are grouped into D1-like receptors 
mediating stimulatory signaling by adenylyl cyclase and cAPMP, whereas binding to D2-like receptors mediate 
inhibitory signal. Dopamine is recycled into the pre synaptic cell through transport by SLC6A4/DAT together with co 
transport of sodium and chloride ions. SLC6A3 is expressed in the membranes of dopaminergic neurons in brain 
regions, mainly within the substantia nigra pars compacta with projections to several brain regions including the 
ventral tegmental area and striatum and nucleus accumbens.  SLC6A3 rapidly mediates dopamine transport from the 
extra cellular space to the cytosol of the pre-synaptic neuron and thus controls the duration of the dopamine signal 
and further mediates recycling of dopamine into the dopaminergic cell.  

One major function of dopaminergic transmission in the brain is to control 
voluntary movements. Additionally, dopaminergic exerts modulatory effects on 
human reward, sleep, attention, behavior and cognitive function. Dysregulated 
dopaminergic signaling by elevated dopamine levels or by degeneration of the 
dopaminergic neurons have been associated to several neurological disorders 
displaying motor deficiencies such as Huntington´s disease and Parkinson´s 
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disease (PD), respectively. Further dysregulated dopaminergic signaling causes 
cognitive disorders and impaired memory. Mutations in SLC6A3 have been 
reported to reduce the levels of SLC6A3 alternatively reduce its biding affinity to 
of dopamine. Such mutations has been linked to syndromes that give rise to 
symptoms similar to PD (Blackstone 2009). Similarly SLC6A3 null mice display 
alterations in presynaptic dopamine homeostasis associated with neurological 
symptoms including hyperactivity (Gainetdinov 2008)(Reviewed in(Lohr, Masoud 
et al. 2017)).   

The dopaminergic signaling components are well established targets for 
pharmacological disruption. Classical examples include dopaminergic drugs such 
as cocaine and amphetamine. Cocaine was demonstrated to act by blocking 
SLC6A3 transporter resulting in elevated levels of extracellular dopamine. 
Amphetamine by contrast acts as a substrate of SLC6A3 and exerts its effect by 
competing with dopamine to enter dopaminergic cells. Intracellular amphetamine 
further disrupts the proton gradient required for storage of dopamine in vesicles. 
As a consequence dopamine leaks out into the cytoplasm of the presynaptic 
neuron. The combined effects of amphetamine i.e. cytoplasmic pre-synaptic 
dopamine leakage along with competitive uptake of dopamine by amphetamine, 
has been demonstrated to induce reversed dopamine transport by SLC6A3 by 
Ca2+/calmodulin-depenent kinase II (CAMII) mediate phosphosylation of the 
SLC6A3 transporter. Phosphorylation induces a conformational change of 
SLC6A3 that shifts the direction of dopamine efflux towards the synaptic cleft 
rather than transport to the pre-synaptic neuron. Such transport disrupts 
dopaminergic signaling by increasing the levels of extracellular dopamine 
(Reviewed in(Lohr, Masoud et al. 2017)).   

Quantitative measure of striatal SLC6A3 levels has been used for imaging 
purposes to verify diagnosis of the Parkinson´s disease. Several radiolabelled 
cocaine analogues 123I-β-CIT and 123I-Ioflupane (DaTSCAN) have been developed 
and enables quantitative imaging if SLC6A3 by single photon emission computed 
tomography (SPECT)(Tissingh, Bergmans et al. 1998, Dickson, Braak et al. 
2009). 

Importantly dopaminergic singling has been demonstrated to regulate 
physiological process also in non-neural cells including the cells of the kidneys 
where expressions of all five dopamine receptors have been experimentally 
verified (Carey 2001). Dopamine was demonstrated to regulate redox balance and 
blood pressure by regulating reabsorption and secretion of Na+. However, since 
transport of dopamine in the kidney was shown to be unaffected by cocaine 
analogues, dopamine is likely to exert its effect independently of SLC6A3 
(Soares-Da-Silva, Serrao et al. 1998).   
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Chapter 5. Glioma 

Overview 

Brain tumors consist of a diverse group of tumors that are classified based on 
morphological and histological features. Notably, secondary brain tumors caused 
by metastasis are the most frequent tumors of the brain, however malignant 
gliomas account for most of primary brain tumor among adults whereas 
medulloblastoma account for the most primary tumor among children (Reviewed 
in (Huse and Holland 2010)). Glioblastoma multiforme (GBM) constitutes the 
most common subtype of malignant glioma with a yearly incidence of around 13 
000 cases in the United States (Ostrom, Gittleman et al. 2015).   

Historically brain tumors within the central nervous system (CNS) were proposed 
to originate from glial or neuronal precursor cells and brain tumors were thus 
classified by morphological origin (Bailey P 1926). The current modern 
classification by World Health Organization (WHO) is based on the initial 
classification but also divide tumors based on histological features and further 
grades the tumors from grade I-IV based on biological behavior (Louis, Perry et al. 
2016). Briefly, gliomas are sub-divided into astrocytomas, oligodentrogliomas and 
mixed oligoastrocytic gliomas, where presence of nuclear atypia, increased 
proliferation, pseudopalisading necrotic regions and regions with microvascular 
proliferation classifies the tumor with a higher grade. Low grade tumors may 
further evolve into tumors with higher grade and called secondary glioblastomas 
(Reviewed in (Huse and Holland 2010)). 

The genomic landscape of glioblastomas 

Primary glioblastomas are associated with activating mutations of genetic 
amplifications of the epidermal growth factor receptor (EGFR), where EGFRvIII 
deletion giving rise to a constitutively active form of EGFR is found in 20-30% of 
glioblastomas. Interestingly around half of the EGFRvIII deleted tumors harbor 
amplification of the EGFR gene. Notably mice with forced expression of Egfr or 
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EgfrvIII alone does not form GBM-like tumors, suggesting that EGFR expression 
may be a later event in GBM tumorigenesis (Ozawa, Riester et al. 2014).  

Around 60-90% of oligodendroglial tumors harbor 1p19q co-deletion, which is 
associated with a better response to chemotherapeutic treatment. Another 
independent marker associated with a favorable prognosis incudes heterozygous 
mutation of isocitrate dehydrogenase 1/2 (IDH1/2). During physiologic settings 
IDH proteins catalyzes an enzymatic reaction converting isocitrate to α-
ketoglutarate (αKG), however in the cancer setting IDH harbors a point mutation 
in catalytical site thus mediating the alternative processing of αKG to the 
oncometabolite 2-hydroxyglutarate (2HG). The oncogenic role of 2HG in still not 
fully understood, but patients displaying accumulation of 2HG are associated with 
increased expression of HIF-1α and has been associated to earlier tumor onset but 
with better treatment response compared to wild type IDH tumors (Dang, White et 
al. 2009, Sanson, Marie et al. 2009, Zhao, Lin et al. 2009). 

Signaling pathways largely affected by mutation deletion or amplification in GBM 
involves receptor tyrosine kinase signaling pathways mediated through PI3K-
AKT-mTOR and Ras-MAPK signaling. Importantly, although mutations of 
individual genes are relative rare within these pathways the network itself altered 
in some way in nearly all cases (88%) of glioma. Elevated signaling further 
commonly occurs through platelet derived growth factor receptor-α (PDGFR-α) 
and PDGFB, PI3K-AKT-mTOR and Ras-MAPK and by loss of the negative 
regulator PTEN. Neurofibromin 1 (NF1), which negatively regulates Ras is 
recurrently suppressed in glioma patients and was further demonstrated to 
contribute to tumor formation in mice (Zhu, Guignard et al. 2005). Heterozygous 
loss of Pten was further demonstrated to accelerate the formation of high-grade 
glioma tumorigenesis (Kwon, Zhao et al. 2008)  

Considering the frequent dysregulation of the Rb1 and p53 networks ether by 
inactivating mutations in RB1 and TP53 (which is the most frequent mutation in 
GBM) or by activating mutations of CDK4/CDK6 and MDM2/MDM4 cell cycle 
progression, these networks may be suggested to constitute an important 
mechanism for glioma progression. Recurrent inactivating mutations or deletions 
in the CDKN2A locus encoding INK4A and ARF, which are positive regulators of 
PB and p53, further highlights the role of dysregulated cell cycle in glioma 
pathogenesis. The importance of dysregulated cell cycle regulation can be 
confirmed using genetic mouse models of glioma where inactivation of p53 as 
well as Rb is enough to drive formation of high grade murine gliomas. Secondary 
glioblastomas evolving from low grade glioblastomas have further been associated 
to TP53 mutations (Louis 1994) Reviewed in (Huse and Holland 2010, Verhaak, 
Hoadley et al. 2010).  
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Glioblastoma Subtypes 

Sequencing have sub-grouped gliomas based on transcriptional profiling, into 
classical, mesenchymal, pronerual and neural subtypes, which essentially can be 
defined by genetic alterations in EGFR, PDGFR, IDH1/2, or NF1, respectively 
(Verhaak, Hoadley et al. 2010).  

The classical subtype is largely defined by activating amplification of EGFR. 
Furthermore amplification of Chromosome 7 (harboring EGFR) combined with 
loss of chromosome 10 (harboring PTEN) occurs virtually all classical GBM 
tumors. Moreover classical GBM tumors have often lack of TP53 and further often 
display deletion of CDKN2A encoding p16INK4A and p14ARF or deletions of 
components of the RB pathway. The mesenchymal subtype is defined by loss of 
NF1 often in combination with loss of PTEN. The mesenchymal subtype display 
elevated expression of mesenchymal and astrocytic markers such as CD44, 
MERTK and MET. Moreover the mesenchymal subtype is associated with high 
degree of tumor necrosis and immune infiltration associated with high expression 
of several components of the NFκB signaling pathway. The proneural subtype 
makes up around 25% of all glioblastomas and can be further sub-classed into 
IDH1 mutated tumors associated with hypermethylated DNA, which is referred to 
the glioma CpG island methylator phenotype (G-CIMP) and non IDH1 mutated 
tumors. While PDGRFA amplification almost never coincide with G-CIMP 
tumors, proneural (non-G-CIMP) tumors are characterized by over expression 
PDGFR and further commonly associated with loss of p53. Notably, secondary 
GBM often fall into the proneural subtype which further generally affect younger 
individuals. By contrast the neural subtype tend to associate with expression of 
neuron markers such as NEFL, GABARA1, SYT1 and SLC12A5 (Reviewed in 
(Verhaak, Hoadley et al. 2010, Brennan, Verhaak et al. 2013)). 

Although the transcriptional profiles of the molecular subgroups look very 
different no significant correlations to differences in clinical outcome have been 
demonstrated based on subgroup. One exception is the proneural G-CIMP tumors, 
which have been linked to a favorable outcome (Brennan, Verhaak et al. 2013). 
Single-cell sequencing further demonstrated major glioma subgroup heterogeneity 
already at the intra tumoral level (Patel, Tirosh et al. 2014).  
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Clinical manifestation and prognosis 

Glioblastoma patients may display virtually any neurological symptoms dependent 
of tumor location and size and may for example include symptoms like nausea, 
vomiting, persistent headaches, personality change, memory loss, seizures, 
changes in speech or changes in the ability to think and learn. In majority of cases 
the symptoms can be explained due to rapid development of elevated intracranial 
pressure along with compression and infiltration of the normal surrounding tissue 
(Iacob and Dinca 2009). The presence of a brain tumor is determined by imaging 
by computer tomography (CT) and magnetic resonance imaging (MRI). Diagnosis 
by imaging may be assisted by a histological diagnosis through obtaining a core 
biopsy. Despite conventional therapy including surgical resection, radiation 
therapy and chemotherapy glioblastomas remains among the most treatment 
resistant tumors and are associated with a median survival of less than 15 months 
(Stupp, Mason et al. 2005).  

Exposure to ionizing radiation is the only established risk factor for development 
of glioblastoma (Wen and Kesari 2008). While most gliomas are sporadic, a small 
subset (around 5%) can be linked to rare familial syndromes such as 
neurofibromatosis (Farrell and Plotkin 2007).  

Since very few molecular markers have been found to significantly affect patient 
outcome, the prognosis among glioblastoma patients largely depends on tumor 
size and location along with patient age and general well being (indexed by 
Karnosky Performance Scale). Silencing of the O-6-methylguanine-DNA 
methyltransferase (MGMT), which acts by repairing DNA damage, was however 
demonstrated to predict sensitivity towards Temozolomide and O-6-methylation. 
(Bleau, Huse et al. 2009).  

Treatment 

Glioblastomas generally display rapid recurrence to standard therapy, which 
include treatment by de-bulking the tumor though surgical resection. Since 
glioblastomas are highly infiltrative, aggressive and fast growing tumors that lacks 
a clear margin, a complete tumor resection commonly not feasible. Indeed, 
preservation of neurological function post-surgery have been demonstrated to 
influence patient survival and has been considered equally important to tumor 
removal (Krivosheya, Prabhu et al. 2016). Despite existence of multiple tools to 
assist surgery including multiple preoperative and intraoperative imaging 
techniques and functional mapping, surgery alone does not improve overall 
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survival by more than 3-6 months. Surgery is commonly followed by adjuvant 
radiotherapy (RT), commonly administrated by total dose of 60 Gy fractioned by 2 
Gy over 30 days, and may prolong overall survival to around 12 months. The RT 
may be further combined with adjuvant chemotherapy, where administration of the 
alkylating agent Temozolomide have demonstrated a significant survival benefit 
associated with an overall survival of around 15 months. Primary glioblastomas 
are associated to symptoms such as seizures, elevated intracranial pressure, and 
deep vein thrombosis and embolisms and to improve quality of life the standard 
therapies listed above are commonly combined with anticonvulsant drugs, 
corticosteroids and anticoagulant drugs (Stupp, Mason et al. 2005)(Reviewed in 
(Bianco, Bastiancich et al. 2017)).  

The poor treatment response of glioblastoma patients to standard therapies clearly 
underlines the need for additional treatment regimes. A novel FDA approved 
treatment modality includes the use of tumor treating fields (TFFs). Briefly, the 
technique is non invasive and may be used in addition to RT. TFFs acts by low 
intensity electric fields that targets mitotically active cells for apoptosis by 
disrupting formation of the mitotic spindle. Clinical trials have demonstrated 
improved quality of life and the technique is thus suggested as a forth treatment 
regimen for glioblastoma patients (Taillibert, Le Rhun et al. 2015).  

The vast majority of glioblastomas harbors aberrant activity of EGFR thus 
rationalizing evaluation of anti-EGFR therapies. Several small molecule inhibitors 
erotinib and gefitinib have been used in clinical trials, however without significant 
effects of treatment response. At present the anti-EGFR inhibitor (erlotinib) are 
being evaluated in glioblastoma patients harboring EGFRvIII mutation. Similar to 
patients with metastatic ccRCC, anti-angiogenic therapies including bevacizumab 
are being evaluated for glioblastoma patients. Results so far demonstrated no 
effect on overall survival but slightly prolonged progression free survival. 
Furthermore, glioma tumor cells, similar to ccRCC cells, express enhanced levels 
of the immune checkpoint inhibitors molecules (PD1 and PDL-1) and monoclonal 
antibodies are thus being evaluated as potential therapeutic targets for 
glioblastoma patients. Indeed, there are in several ongoing phase II and phase III 
clinical trials evaluating the effects of immune modulators, mainly PD-L1, 
combined with radiation, Temozolomide or anti-angiogenic therapies (Yeo and 
Charest 2017) Reviewed in (Bianco, Bastiancich et al. 2017)  . 
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Glioma stem cell niches 

Several studies have addressed the presence of treatment resistant glioma stem 
cells (GSC) where GSCs have been described to express stem cells markers such 
as CD133, nestin and CD44, possess multipotent properties and further have the 
ability to self-renew and initiate tumor formation in xenograft models (Singh, 
Clarke et al. 2003, Singh, Hawkins et al. 2004). GSCs have been described to 
reside within specialized environments or niches that generate factors to support 
their maintenance. Much like stem cells of the normal brain (Riquelme, Drapeau et 
al. 2008), GSCs has been associated to well vascularized tumor regions and thus 
exists in a perivascular niche. Such notion was demonstrated in a xenograft model 
where the GSCs expanded along with increased number of endothelial cells 
(Calabrese, Poppleton et al. 2007). CD133 positive GSCs was demonstrated to 
secrete high levels of VEGF thus further supporting the interaction with blood 
vessels (Bao, Wu et al. 2006). The blood brain barrier (BBB), composed of 
endothelial cells, pericytes and astrocytes, forms a so-called neurovascular unit 
important conferring specific transport of molecules along with low permeability 
(Abbott 2013). During gliomagenesis disrupted BBB allows passage of circulating 
immune cells (such as monocytes and neutrophils), which was shown to secrete 
additional angiogenic factors and moreover acts in an immune suppressive 
manner, thus supporting microvascular hyperplasia and proliferation (Reviewed in 
(Huse and Holland 2010) and (Li, Wang et al. 2009, Hambardzumyan and Bergers 
2015)).  

There is experimental evidence of interactions GSC-niche interactions on several 
levels by direct cell -to cell communications as well as by autocrine or paracrine 
singling. Several factors and signaling pathways have been shown to maintain the 
GSCs including OCT4 (induced by HIF-2α) (Covello, Kehler et al. 2006), OLIG2, 
BMI1 and Notch signaling (induced by NO from endothelial cells) (Charles, 
Ozawa et al. 2010) and in order to effectively target the GSCs it would be essential 
to inhibit such interactions to the surrounding microenvirormnet. Moreover, other 
micrenvironmental factors mediated by a variety of non-neoplastic, stomal cells 
including endothelial cells, pericytes, immune cells, glial cells appear to support 
the existence of GCSs. For example astrocytes were demonstrated to support a 
stem-like phenotype by secreting of SHH (Becher, Hambardzumyan et al. 2008). 
Further, maintenance of GSCs has further been associated with secreted factors 
such as IL-6 (Hossain, Gumin et al. 2015) and IL8 (Infanger, Cho et al. 2013). 
Stemness may further be mediated by matrix proteins such as laminins (Ma, Lim 
et al. 2016) and type 1 collagen (Motegi, Kamoshima et al. 2014), where ECM 
stiffness is regulated by enzymes like lysyl oxidase (LOX), which crosslinks the 
collagens (Handorf, Zhou et al. 2015). 
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In addition to the perivascular niche GSCs have been demonstrated to enrich in the 
hypoxic (perinecrotic) niche (Alcantara Llaguno, Chen et al. 2009). In support of a 
second GSC niche glioblastoma biopsies have shown that GSCs enrich to both 
vascular and perinecrotic regions (Seidel, Garvalov et al. 2010). The hypoxic 
tumor niche associated with non-functional vasculature along with necrotic cores 
surrounded by a row of palisading tumor cells displaying a typical appearance 
with enlongated nuclei. Mechanistically necrosis appears to arise du to collapsed 
thrombosed vessels. Similar to the perivascular areas the necrotic regions secrete 
inflammatory and that support the recruitment of immune cells to remove necrotic 
cells and debri, however being shifted immune suppressive and pro-angiogenic 
role of immune cells like TAMs and neutrophils (Reviewed in (Huse and Holland 
2010) and (Li, Wang et al. 2009, Hambardzumyan and Bergers 2015)).  

Not surprisingly, the hypoxic GSC niche is associated with low oxygen tension 
along with expression of hypoxia inducible factors (HIF-1α and HIF-2α), where 
HIF expression was demonstrated by co-expression of hypoxic genes with stem 
cell markers. Notably the HIF-2α is expressed also at physiological oxygen 
tensions in the perivascular GSC niche thus underlining the role of hypoxic 
signaling for maintenance of GSCs independently of oxygen tension (Li, Bao et al. 
2009). 

Finally it is common to see signs of microvascular proliferation in close proximity 
to necrotic cores, which in part can be explained by secretion of angiogenic factors 
from hypoxic tumor cells (Zagzag, Lukyanov et al. 2006) and immune cells (Du, 
Lu et al. 2008). Moreover GSCs have been suggested to trans-differentiate into 
endothelial cells, which could offer a partial explanation of the high density of 
blood vessels (Ricci-Vitiani, Pallini et al. 2010, Wang, Chadalavada et al. 2010, 
Soda, Marumoto et al. 2011).  

Radiation and the glioma-associated astrocytes 

All stromal and niche-derived cells may contribute to the GSC tumor niche, 
including astrocytes. Importantly, astrocytes can become reactive in response to 
injuries such as traumatic or ischemic lesions caused by epilepsy or stroke. Further 
brain and spinal cord infection and radiation may case a reactive phenotype in 
astrocytes. Induction of reactive gliosis have been linked to a number of molecules 
including transforming growth factor alpha (TGFα), oncostatin M and cilliary 
neurothropic factor (CNTF). Moreover interleukins such as IL-6 have been shown 
to induce reactive gliosis trough JAK2/STAT3 signaling (Sriram, Benkovic et al. 
2004). Notably, tumor associated astrocytes exhibit such reactive phenotype, 
which is characterized by hypertrophic astrocyte-cell-processes and up-regulation 
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of intermediate filament proteins particularly by increased expression of glial 
fibrillary acidic protein (GFAP) but also vimentin and nestin (Reviewed in 
(Placone, Quinones-Hinojosa et al. 2016)). 

In the physiological setting activated astrocytes helps to repair the injured brain 
and produces a glial scar. In the cancer setting reactive astrocytes however may 
support tumor growth and metastasis by secretion of interleukins and growth 
factors such as IL-6, STAT3, TGF-B, bFGF, EGF, PDGF to support proliferation, 
or activate metalloproteases (MMPs) to promote invasion and finally secrete 
interleukins such as IL-10 to prevent tumor cells from the immune system 
(particularly T and NK cells). Reactive astrocytes may act in a chemoprotective 
manner by sequestering calcium, which prevents apoptosis by tumors cells 
induced by chemotherapy (Katz, Amankulor et al. 2012)(Reviewed in (Placone, 
Quinones-Hinojosa et al. 2016)). 

Radiation is an effective mode of killing tumor cells but is however also associated 
with post-radiation side effects like radiation-induced necrosis and immune 
infiltration, where the increased presence of macrophages are known to promote 
invasion associates tumors with a higher grade and worse clinical outcome (Li and 
Graeber 2012). Moreover the vast majority of recurring tumors reappear as 
resistant lesions ether in near proximity or completely overlapping with the site of 
the initial tumor (Hess, Schaaf et al. 1994) supporting the idea that treatments may 
change the tumor niche to support regrowth and metastasis of the tumor. Such 
notion may be supported by studies in breast cancer xenografts where pre-treated 
mammary glands supported the ability of the tumor to metastasize (Bouchard, 
Bouvette et al. 2013). 

CD44 signaling  

CD44 is expressed among stem cell populations including normal stem cells and 
tumor stem cells in many tumor entities including glioma (Anido, Saez-Borderias 
et al. 2010).  

 
Figure 8. Schematic of CD44 gene structure. CD44 have 20 exons comprising the extracellular (exon 1-17), 
transmembrane (exon18) and cytoplasmic (exons 19-20) domains, respectively. Exons 6-15 are variant exons, which 
are encoded by alternative splicing.  
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CD44 functions as a receptor for several extra cellular matrix (ECM) components 
particularly hyaluronan (HA), but CD44 may also bind a number of other 
components of the ECM including collagens, fibronectin, osteopontin, fibrin and 
serglycin. The binding partner preference is highly regulated by post-translational 
modifications of CD44. CD44 is a type 1 transmembrane glycoprotein composed 
of three major domains; an extracellular domain, a transmembrane domain, and an 
intracellular domain.  

The extracellular domain further contains the N-terminal globular domain and 
stem membrane-proximal region which are the domains that confer heterogeneity 
by alternative splicing (Tolg, Hofmann et al. 1993). CD44 contains 20 exons 
where exon 6-16 are represent the variant exons (v1-10) and may be included or 
excised in several combinations giving rise to numerous splice variants of CD44. 
Moreover, CD44 may be post-translationally modified by N- and –O 
glycosylations and further be linked to chondroitin or heparin sulfates (GAG 
chains) in the extracellular domain (Orian-Rousseau and Sleeman 2014). The 
multiple variants of CD44 supports the multifaceted role of CD44 to regulate a 
wide panel of cellular processes such as cell adhesion, proliferation, migration and 
apoptosis in an isoform and ligand specific manner (Reviewed in (Zoller 2011)). 

The standard form of CD44 (CD44s) is widely expressed does not contain any of 
the variant exons in the extracellular domain. Variants of CD44 have however 
been implicated during pathological conditions such as cancer. Several splice 
variants have been implicated in cancer progression, particularly one variant 
expressing exon 6 (CD44v6) that is overexpressed in several cancer forms (Ishida 
2000, Misra, Hascall et al. 2009). Moreover, particular isoforms of CD44 were 
shown to collaborate with receptor tyrosine kinases (RTKs), for example CD44v6 
was demonstrated to control activation HGF-cMet signaling (Orian-Rousseau, 
Chen et al. 2002). CD44 isoforms with GAG chains (particularly CD44v3) have 
been demonstrated to bind several growth factors (FGF-2 and VEGF) (Jones, 
Tussey et al. 2000). 

Similar to Notch, CD44 cleavage may be targeted by membrane-type 1 matrix 
metalloproteinase (MT1-MMP) including ADAM10/17 (Kajita, Itoh et al. 2001, 
Nakamura, Suenaga et al. 2004). Experiments in a glioma cell line further showed 
that 12-Otetradecanoylphorbol 12-acetate (TPA)-induced activation of CD44 
induces redistribution of the gamma-secretase component presenilin1 to co-
localize with CD44 in ruffing areas of the cellular membrane. Supporting that the 
CD44 proteolysis was mediated by the gamma-secretase complex specifically, the 
same study treated glioma cells with GSIs, which blocked CD44 cleavage all 
together. The gamma-secretase-mediated proteolysis was demonstrated to result in 
ectodomain shedding and release of the intracellular portion into the cytoplasm 
(Okamoto, Kawano et al. 2001, Murakami, Okamoto et al. 2003). 
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The intracellular portion (CD44ICD) has been demonstrated to interact with 
components of the cytoskeleton such as ezrin, radixin and moesin (ERM) proteins 
(Tsukita, Oishi et al. 1994). Further CD44ICD may interact with Src family of 
kinases and Rho GFPases (Reviewed in (Dzwonek and Wilczynski 2015). Several 
studies reported the intracellular portion of CD44 contains a nuclear localization 
signal supporting nuclear translocation and subsequent role in transcriptional 
modulation (Kajita, Itoh et al. 2001, Lee, Wang et al. 2009). Cleaved CD44ICD 
has further been linked to stemness by activating stemness factors such as 
NANOG, OCT4 and SOX2 (Pietras, Katz et al. 2014, Cho, Lee et al. 2015). It was 
demonstrated that binding of osteopontin mediates generation of CD44ICD in 
glioma and further was shown to activate transcription dependent on CBP/p300 
(Pietras, Katz et al. 2014). 

 
Figure 9. Schematic over CD44ICD signaling. Interaction by ligands such as HA or OPN mediate a series of 
proteolytic cleavages mediated by ADAM10/17 and gamma-secretase and results in shedding of the ectodomain and 
transmembrane domain. CD44 intracellular domain is released into the cytoplasm following nuclear translocation 
where it acts by modulating transcriptional regulation. 
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CD44 in normal brain and Glioblastoma 

CD44s is the predominant isoform expressed in normal adult brain where CD44 
has been linked to neuron development, response to injury and has further been 
demonstrated to regulate plasticity of the synapses during formation of memories. 
In the developing brain CD44 has been used as a marker for astrocyte progenitor 
cells and in the adult brain CD44 is expressed in CNS stem cells and glial cells 
whereas neurons are generally CD44 negative. CD44 appears important for 
memory formation which is supported by the fact that CD44 null mice display 
impaired memory, along with impaired sensorimotor functions, compared to their 
wild type counterparts (Raber, Olsen et al. 2014) (Reviewed in (Dzwonek and 
Wilczynski 2015)). In glioblastoma multiforme (GBM) CD44 expression has been 
tightly linked to glioma stem cells (GSC), stemness and drug resistance. Elevated 
CD44 expression has been linked specifically to the mesenchymal subtype of 
GBM (Verhaak, Hoadley et al. 2010). One might be surprised by the high levels of 
CD44 in the mesenchymal GBM, considering that CD44 was described to mark 
GCS, which are thought to only constitute a minor fraction of the tumor cells. In 
mesenchymal GBM by contrast the vast majority of cells are positive for CD44. A 
partial explanation may be that CD44 expression has been linked to expression of 
mesenchymal genes such as TWIST, SLUG and SNAIL (Xu, Tian et al. 2015) 
suggesting a partial overlap of proteins that marks stem with proteins that mark 
mesenchymal genes. CD44 may thus not mark only GSCs in this particular GBM 
subtype.  

When examining glioblastoma samples CD44 further localized to the perivascular 
niche and expression of CD44 has further been linked to increased expression of 
stem cell markers such as inhibitor of DNA binding one (ID1I) (Anido, Saez-
Borderias et al. 2010, Pietras, Katz et al. 2014). CD44 also appears to regulate 
proliferation of glioblastoma. The EGFR pathway has been described to converge 
to promote proliferation of GBM; EGFR by increasing mRNA levels of CD44 and 
CD44 in turn by up-regulating the downstream EGFR mediators, Akt and Erk 
(Reviewed in (Mooney, Choy et al. 2016)). 

Numerous studies have addressed expression of CD44 variants in GBM, however 
results point to that the standard CD44 is predominantly expressed in GBM 
samples (Kaaijk, Troost et al. 1995, Nagasaka, Tanabe et al. 1995, Ranuncolo, 
Ladeda et al. 2002, Xu, Stamenkovic et al. 2010). With regards to variant 
expression CD44v6 was found absent in GBM samples, but a subgroup of high 
grade gliomas were found to express CD44v5 (Kaaijk, Troost et al. 1995). 
Moreover, CD44 expression has been linked to high grade tumors and further 
associated CD44 expression with a poor prognosis in glioma (Yoshida, Matsuda et 
al. 2012, Pietras, Katz et al. 2014, Guadagno, Borrelli et al. 2016). 
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Targeting the standard-isoform of CD44 by use of a monoclonal antibody was 
shown to reduce migration of a glioblasoma cell line (Yoshida, Matsuda et al. 
2012) and further prevented metastasis in rat glioblastoma (Breyer, Hussein et al. 
2000) thus underlining CD44 as a potential therapeutical target in glioblastoma 
(Reviewed in (Mooney, Choy et al. 2016).  
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The present investigation 

Paper I: Simultaneous targeted activation of Notch1 and 
Vhl-disruption in the kidney proximal epithelial tubular 
cells in mice 

Overall Aims 

The general aim of paper I was to determine the contribution of Notch signaling in 
ccRCC by investigating whether Notch signaling could induce ccRCC like tumors 
in Vhl null proximal tubular epithelial cells in vivo. 

Summary 

In this paper, we studied the level of Notch 1 signaling activity in ccRCC, firstly 
by utilizing an antibody directed against the intracellular part of cleaved human 
Notch 1 in a TMA, and secondly by analyzing the transcriptional levels of Notch 1 
and its target genes in the TCGA data set. As expected, we found increased 
activity of Notch1 singling in ccRCC samples compared to its normal 
counterparts, thus supporting a role for NICD1 in ccRCC tumorigenesis. 

To further study the contribution of Notch 1 signaling in vivo, we utilized the 
cre/lox technique to generate mice with ectopic expression of Notch intracellular 
domain 1 (NICD) combined with Vhl deletion. The combined Notch over 
expression/Vhl deletion was restricted to the proximal tubules of the renal cortex 
by using the proximal-specific, androgen inducible, kap-2 promoter to drive the 
expression of a cre recombinase.  

Combined NICD1 overexpression/Vhl deletion induced expression of the hypoxic 
target gene CaIX and was associated with elevated mRNA levels of Notch. 
Phenotypically these mice only developed one overt tumor, but however more 
frequently displayed early signs of ccRCC pathology, including nests of dysplastic 
cells with a clear cytoplasm, where hyperactivated Notch was demonstrated to 
enhance such phenotypes. Based on stainings, the “clear cell” phenotype was 
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caused by accumulation of triglycerides and other neural lipids, rather than by 
increased deposition of glycogen. We concluded that Notch1 signaling contributes 
to some aspects of ccRCC tumorigenesis by enhancing the formation of dysplastic 
cells, along with the lipid accumulation seen in Vhl negative proximal tubular cells 
in vivo. 

Discussion 

As detailed in “Role of Notch in the kidney and renal cancers” section, the 
background to this study was a number of findings indicating augmented Notch 
signaling in human ccRCC (Sjolund, Johansson et al. 2008, Sjolund, Bostrom et 
al. 2011, Wu, Xu et al. 2011). In concoradance with previous litterature, our data 
also indicated that Notch signaling is frequently enchanced in human ccRCC. It 
should be pointed out that mutations in the Notch recepters themselves are rare in 
ccRCC (Creighton, Morgan et al. 2013) thus indicating that the elevated 
expression of NOTCH1 (and  HEY1 and HEY2), would be largely independet on 
structural alterations of NOTCH1. One might speculate that the elevated Notch 
signaling in ccRCC is related to the frequent inactivation of genes involved in 
chromatin modulation. Thus, altered epigenetic regulation of Notch signaling 
components might lead to the dysregulated Notch signaling seen in ccRCC. 
Supporting this theory, Susztak and colleuges recenctly performed an integrated 
analysis evaluating changes at the transcriptomic level, but also adressing 
methylation and copy number changes in a panel of 13 primay ccRCC sampels 
and microdissected healty tissue (Bhagat, Zou et al. 2017). Their studies revealed 
enrichemnt for differential methylation in the bidning sites at the Notch 
downstream tagets HES and HEY families. They further reveled epigenetic 
alterations (hypomethylations) in the Notch ligands JAG1 and JAG2 (Hu, Mohtat 
et al. 2014, Bhagat, Zou et al. 2017).  

One hallmark of ccRCC is the presence of cells with a clear cytoplasm as a 
consequence of accumulation of various lipids. We observed such cytoplasmic 
lipid accumulation in the NICD1 overexpressing and Vhl deleted mice 
(NICD1/Vhl) mice, but not when Vhl was deleted on its own. These observations 
suggest that NICD1 may contribute to the “clear cell” phenotype seen in ccRCC. 
Altered Notch signaling have been demonstrated to shift cellular metabolism 
towards increased glycolysis (Landor, Mutvei et al. 2011). Interestingly, the Notch 
pathway has further been linked to aidopogenesis in other cellular systems such as 
in hepatic cells, where Notch1 gain of function was demonstrated to cause fatty 
liver phenotype (Pajvani, Qiang et al. 2013). Notably, hyperactivated Notch does 
not confer adiopogenesis in every cell type. Indeed, a recent mouse model 
overexpressing NICD1 (combined with Vhl loss) mainly in the distal tubular 
compartment, rather than the poximal tubular comparment was associated with 
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renal cyst formation, and presence of dysplastic cells but did not display presence 
of ”clear cells” (Bhagat, Zou et al. 2017), thus underlining the importance of 
targeting the right population of cells. 
As previously mentioned, our findings indicate that Vhl deletion alone is 
insufficient to cause the clear cell phenotype seen in ccRCC. In line with our data, 
Vhl loss in xenografted mouse embryonic fibroblasts demonstrated a growth 
disadvantage, rather than advantage, compared to wild type (Frew and Moch 
2015). Similarly, other mouse models with conditional deletion of Vhl alone, does 
not report such phenotype (summarized in table 1). Somewhat surprisingly, a 
mouse model expressing a non-degradable version of HIF-1α (mimics part of the 
Vhl loss) displayed cytoplasmic lipid accumulation similar to our study (Fu, Wang 
et al. 2011). Such phenotype was however not seen when non-degradable HIF-2α 
was expressed in the same mice (Fu, Yang et al. 2013). These results may in part 
be explained by that the oxygen insensitive HIF-1α construct regulates the hypoxic 
response differentially from wild type HIF-1α. Importantly the HIF-1α used in this 
study was made insensitive to PHD as well as FIH mediated hydroxylation (HIF1-
3M), which not fully mimic the effects of pVHL loss of function in ccRCC. While 
pVHL loss prevents proteasomal degradation of HIF-1α it does not affect the 
function of FIH asparagine hydroxylation. Additionally, ccRCC tumors may 
experience low oxygen pressure from time to time, but have been described as 
well vascularized tumors. HIF-1α (considering the FIH-1 preference for HIF-1α) is 
thus very likely to be targeted for asparagine hydroxylation (thus mediating 
transcriptional repression) most of the time in ccRCC patients but, not in the 
HIF1-3M overexpressing mice. At the same time, this would not explain the lack 
of phenotype in the HIF-2α mice, and additional factors must affect the phenotype 
in this experimental model system. 

At the time when we were combining NICD overexpression to Vhl deletion in the 
proximal tubules several attempts had been made to combine Vhl loss with in 
ccRCC-associated oncogenes or tumor suppressor genes. Such models did 
however not display any significant signs of renal neoplasms (summarized in table 
1). One potential explanation may be that only a distinct subset of renal epithelial 
cells are susceptible to Vhl-mediated transformation, and one might speculate that 
many model systems failed in targeting the proper cell type. Indeed many studies 
used Cre drivers targeting the distal tubules and collecting ducts, alternatively 
utilized early embryonic (broad) cre drivers. As outlined in the “Clear cell renal 
cell carcinoma” section the marker expression of ccRCC largely overlaps with 
markers of the proximal tubular compartment, and ccRCC is thus proposed to 
originate from the proximal tubular cells (Lindgren, Eriksson et al. 2017). These 
observations strongly argue for a model system aimed at achieving conditional 
targeting in the proximal tubules rather than other tubular compartments. In our 
study we choose the kap-2 promoter, which have been shown to have an 



74 

expression limited to the proximal tubules of the renal cortex (Li, Zhou et al. 
2008). An additional advantage of the kap2-icre driver compared to previous 
drivers is that the system is induced by androgen administration, which gives us 
the possible to induce expression at any given time point. As most cases of ccRCC 
are caused by sporadic mutations and is likely to develop during adult life, we 
reasoned that kap2-icre induction in adult mice (around 8 weeks) would be a good 
strategy to mimic the human disease progression. 

In our study, the combined NICD overexpression and Vhl deletion in the proximal 
tubular cells gave rise to some aspects of ccRCC pathology, including the presence 
of dysplastic cells with a clear cell phenotype, but the model did not fully 
recapitulate human ccRCC. This opens up for the possibility that additional 
genetic alterations cooperate with Vhl loss and NICD1 expression in to induce 
tumor formation. Another explanation may be that only a certain subset of less 
differentiated cells may be transformed to induce ccRCC tumors (Lindgren, 
Bostrom et al. 2011). The possibility remains, that such population has not yet 
been targeted in mice. There is also a possibility that such progenitor population 
exists in humans, but perhaps not in mice (Hansson, Ericsson et al. 2016). Arguing 
against such theory two newly developed models combining Vhl loss in 
combination with inactivation of Bap1 or Pbrm1 succeeded to develop ccRCC-
like lesions (Gu, Cohn et al. 2017). This models utilized an embryonic promoter 
(Pax-8) expressed in most tubular compartment perhaps not completely reflecting 
human ccRCC, but these models highlight the importance of the frequent 3p 
deletion (harboring VHL, PBRM1, BAP1 and SETD2) in human ccRCC 
tumorgienesis.  
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Paper II: Overexpression of functional SLC6A3 in clear 
cell renal cell carcinoma 

Overall Aims 

The general aim of paper II was to explore the expression of transporter proteins in 
RCC compared to normal kidney, and potentially to discover novel biomarkers or 
therapeutic targets for renal cancer.  

Summary 

In this paper we used the TCGA database to perform an unbiased exploration of 
transporter proteins in various cancer types. We found that the dopamine 
transporter SLC6A3 was specifically expressed in ccRCC as opposed to other 
tumor types and normal kidney, which barely expressed any levels of SCL6A3. By 
using [3H]-dopamine along with a specific SLC6A3 inhibitor (GBR-12909), we 
demonstrated that ccRCC cells actively transport dopamine specifically through 
the SLC6A3 transporter. We further found a link between SLC6A3 expression and 
hypoxia, where SLC6A3 expression could be induced in normal kidney cells 
grown under hypoxic conditions. Importantly, hypoxic SLC6A3 induction was not 
as pronounced in other epithelial cells suggesting that hypoxia induced SLC6A3 
expression is specific for kidney epithelial cells. Finally, knock down of both HIF-
α isoforms showed that SLC6A3 expression was induced specifically by HIF2-α. 

Discussion 

Transporter proteins are an important group of proteins to study with regards to 
cancer. Indeed, the expression of several members of the ABC transporters 
(including ABCG1 and ABCG2) has been linked to drug efflux, which in turn has 
been linked drug resistance in several tumor types. Similarly, several members of 
the SLC family including SLC4A7 (Fletcher, Johnson et al. 2011) and SLC14A1 
(Rafnar, Vermeulen et al. 2011) have been implicated in cancer.  

In this paper we looked at the expression of 442 genes encoding SLC and ABC 
transporter proteins and as expected found that normal kidney samples (along with 
liver) displayed expression of more transporter proteins than other normal tissues. 
The kidney is an organ that control reabsorption of ions and other nutrients, and 
thus expresses a multitude of transporter proteins.  



76 

In the hierarchical clustering analysis the RCC tumors often clustered together 
with its corresponding normal tissue proposing that tumors maintain their 
transporter expression found in the normal tissue. Similarly, the ccRCC samples 
harbored low expression of several transporter proteins specifically expressed in 
the distal tubules, thus further supporting that ccRCC does not have a distal origin 
but rather originates from the proximal tubular cells.  

When comparing normal kidney samples to kidney cancer samples we found 
several transporters that were expressed in normal tissue but that were lost in the 
corresponding tumor, which may be an effect of dedifferentiation during 
tumorigenesis. Quite surprisingly, found that the dopamine transporter SLC6A3 
was upregulated specifically in ccRCC while other RCC types only expressed 
minute levels of SLC6A3. In the physiological setting SLC6A3 is mostly linked to 
dopaminergic neurons, where SLC6A3 acts as a dopamine re-uptake transporter. 
Dopamine is has however also a function in normal kidney to regulate processes 
like sodium homeostasis and vasodilatation. Dopamine is likely to bind to the 
dopamine receptors, which are all (D1-D5) expressed in the kidney. Dopamine is 
however unlikely to be recycled into the tubular cells (at least by means of 
SLC6A3 transport) as normal renal tubular cells largely lack expression of 
SLC6A3.  

One still unresolved question is why ccRCC tumors express the dopamine 
transporter. While we demonstrated that SLC6A3 is induced by HIF2-α and thus 
may be a result from the pseudohypoxic profile caused by VHL loss, the exact 
function of SLC6A3 still remains open for interpretation. One possible explanation 
may be that the increased SLC6A3 would be a passenger event without any 
specific link to ccRCC progression. The increased SLC6A3 expression may be 
caused by the differential regulation of chromatin state caused by deletion of genes 
on chromosome 3p (pseudohypoxia caused by VHL loss in combination deletion 
of chromatin modulators). Assuming that SLC6A3 is a direct target of HIF2-α (it 
might however be a secondary target), pseudohypoxia combined the changed 
chromatin would potentially allow for binding of HIF2-α in HRE element in the 
promoter region of SLC6A3 in a cell type specific manner.  

Alternatively ccRCC tumors would need dopamine for the same reasons as normal 
renal cells, for example to control redox balance. The majority of the classical 
serum-grown ccRCC cell lines expressed rather low levels of SLC6A3 compared 
to primary material thus suggesting that SLC6A3 is needed in vivo, but not so 
much when cultured as monolayer cultures. One might speculate that the pH 
buffered culture media itself results in down regulation of pathways involved in 
redox balance (Soares-Da-Silva, Serrao et al. 1998). Moreover, since many 
cancers are associated with an altered metabolism one possibility may be that 
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dopamine is used as a building block, or rather is needed as an alterative pathway 
to generate ATP, such notion still remains to be investigated. 

A recent publication demonstrated that the levels of SCL6A3 were lower in 
ccRCC, compared to normal proximal tubular cells (Schrodter, Braun et al. 2016). 
However, our studies argue against such notion, and by contrast demonstrate 
increased expression of functional SLC6A3 protein in ccRCC primary material 
compared to normal renal tissue, as measured by [3H]-dopamine assays. 

The unique expression of SLC6A3 in ccRCC along with the fact that SLC6A3 has 
functional uptake of dopamine opens up for translational possibilities, including 
the use of SLC6A3 as diagnostic or as a therapeutic target for ccRCC patients. 
One possibility may be to therapeutically target SLC6A3 using dopamine 
analogues. One challenge of metastatic RCC is to find biomarkes with potential 
prognostic value. To date no biomarkers have reached the clinic and the prognosis 
still largely relies on the ULCA integrated staging system. The levels of SLC6A3 
are already assessed, by imaging of dopaminergic neurons, to aid diagnosis of 
Parkinson’s disease. This opens up for the possibility to use a similar strategy to 
diagnose patients with metastatic ccRCC. Similarly the imaging of SLC6A3 could 
potentially be used to follow tumor burden of metastatic ccRCC patients to guide 
the choice of treatment. 
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Paper III: CD44 interacts with HIF-2α to modulate the 
hypoxic phenotype of perinecrotic and perivascular 
glioma cells  

Overall Aims 

The overall aim of paper III was to investigate the role of CD44 in hypoxia 
signaling in glioma, and potentially to unravel the mechanism underlying 
CD44ICD dependent regulation of hypoxic and pseudohypoxic phenotypes in 
glioma.  

Summary 

In this paper we show that CD44 cleavage, is enhanced at hypoxia in human and 
murine glioma cells. By using three structurally different pharmacological 
inhibitors of ADAM10/17, we demonstrated that inhibition of CD44 cleavage 
inhibits the hypoxic response. Specifically, hypoxia mediated by stabilization of 
HIF-2α, but not HIF-1α, was reduced in response blocked CD44 cleavage, and 
CD44ICD was further shown to interact with HIF-2α. By using a panel of assays 
measuring different aspects of stemness including, sphere formation, side 
population, and quantification of stem cell markers, inhibition of CD44 cleavage 
was shown to reduce hypoxia-induced stem cell characteristics. By contrast, 
inhibition of CD44 cleavage induced expression of differentiation markers GFAP 
and Tuj1. Using the TCGA data set we found a positive correlation of CD44 and 
the enzymes responsible for CD44ICD generation with a hypoxic gene signature. 

Interestingly CD44ICD could enhance HIF target activation both at 1% oxygen 
and 5% oxygen corresponding to hypoxic and perivascular oxygen tensions, 
respectively. In glioblastoma, GSCs are described to reside within the perivascular 
and the hypoxic tumor niches. Similarly in murine proneural GBM, CD44 was 
located both in the perivascular GSCs expressing HIF-2α, and in the hypoxic 
GSCs co-expressing both HIF-1α and HIF-2α, indicating that CD44ICD can 
interact with HIF-2α to maintain stemness in both the perivascular and hypoxic 
GSC niches. 

Discussion 

The background to these studies was a number of findings regarding CD44, which 
was found to be expressed in the perivascular niche of proneural GBM (Pietras, 
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Katz et al. 2014). Historically, CD44 is perhaps most known as the receptor for 
hyralonan, but during recent years CD44 has been demonstrated to have major 
intracellular functions in the cytoplasm where the c-terminal portion of CD44 has 
been demonstrated to interact with cytoskeletal components as well as several 
kinases. Furthermore CD44ICD contains a NLS signal and has been proposed to 
be important also for regulation at the transcriptional level (Reviewed in (Zoller 
2011)).  

Both expression of CD44 and tumor hypoxia associated with expression of HIFs, 
particularly HIF-2α, has been linked to more stem like phenotypes on their own 
(Li, Bao et al. 2009, Anido, Saez-Borderias et al. 2010). A couple of years ago, 
Pietras et al. further suggested that CD44 and HIF-2α were able to co-operate to 
maintain stemness (Pietras, Katz et al. 2014). While their studies demonstrated 
that CD44ICD was able to enhance activation of hypoxia responsive elements 
dependent on CBP/p300, when hypoxia was driven by HIF-2α, the exact 
mechanism by which CD44/ HIF-2α co-operate to maintain GSC stemness still 
remained to be unraveled.  

Activation of the hypoxic response is mainly regulated by stabilization of the HIF-
α subunits. Two classes of oxygen-sensing enzymes; the PHDs and FIH, which 
mediate hydroxylation N-TAD and C-TAD domains, respectively, regulate HIF-α 
stability in an oxygen dependent manner. PHD and FIH lose their ability to target 
the HIF-α subunits for hydroxylation when in cells experiencing hypoxia, thus 
resulting in stabilization, binding to, and transcriptional activation of hypoxia 
responsive elements. Notably, in addition to being expressed in response to 
hypoxia, HIF-2α is somewhat surprisingly expressed in the glioma tumor regions 
with (presumably) the highest levels of oxygen, the perivascular niche (Li, Bao et 
al. 2009). Similarly, our data indicate that perivascular glioma cells express HIF-
2α but not HIF-1α. As outlined in the “HIF-α isoform displays differential 
sensitivity for FIH-mediated asparagine hydroxylation” section, FIH has 
significantly higher affinity for HIF-1α than HIF-2α. The presence of HIF-2α in 
perivascular well oxygenated tumor regions can thus be partly explained if one 
takes into account that FIH-1 has higher sensitivity for HIF-1α than HIF-2α and 
that FIH-1 has higher oxygen affinity compared to the PHDs, and thus maintains 
sufficient activity to hydroxylate HIF-1α but not HIF-2α at intermediate oxygen 
levels. While our studies did not address the impact of FIH hydroxylation on HIF 
stability directly, it has been previously suggested that FIH mediate asparagine 
hydroxylation affects the transcriptional activity of HIFs rather than their protein 
stability (Lando, Peet et al. 2002, Sang, Fang et al. 2002).   

Oxygen pressure alone, is however not able to explain the HIF-2α stabilization 
seen in perivascular cells. Indeed, HIF-2α stainings of murine PN GBM 
demonstrated HIF-2α expression overlapped with expression of the stem cell 
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marker CD44. By contrast CD44 negative tumor bulk cells lacked HIF-2α 
staining, suggesting differential regulation of HIF-2α in GCS vs tumor bulk cells. 
By co-immunoprecipitation experiments, our present studies demonstrate that 
CD44ICD interact with PHD insensitive HIF-2α, but not with PHD insensitive 
HIF-1α by protein-protein interactions. By contrast, CD44ICD can interact with a 
version of HIF-1α that has been made insensitive to C-TAD hydroxylation 
mediated by FIH (in addition to PHD mediated N-TAD proline hydroxylation), 
thus centralizing the role of this particular hydroxylation site. In line with such 
notion, our data indicates that knock down of FIH (thus preventing HIF-1α C-
TAD hydroxylation) potentiates interaction of CD44ICD and HIF-1α in addition 
to HIF-2α. GSCs have been described to reside in two separate tumor niches; the 
perinecrotic (hypoxic) tumor niche and in the perivascular (well vascularized) 
niche. Our data adds on to the notion that GSCs may represent two distinct glioma 
stem cell populations (at least with regards to HIF-1α expression). Both 
populations express CD44 and HIF-2α that maintain their stem like state. The 
hypoxic also stabilize HIF-1α and activate HIF-1α target genes, which may be 
speculated to make the hypoxic GSCs phenotypically different from the 
perivascular GSCs. Similarly the two GSC populations would be exposed to 
different stromal input due to their difference in localization (Hambardzumyan and 
Bergers 2015). Beyond differences in HIF-1α stabilization, our studies have not 
addressed other possible phenotypic differences of hypoxic and perivascular 
GSCs. 

Our understanding of the CD44ICD induced HIF-2α stabilization could have 
several clinical implications where HIF-2α stabilization may be targeted indirectly 
though CD44. One strategy would be to use CD44 inhibition as an adjuvant 
treatment to sensitize GCSs to radiation therapy or Temozolomide treatment. In 
theory there are several possible ways of targeting the CD44 receptor. One 
approach would be to inhibit the oseopontin-CD44 interaction ether by using 
blocking antibodies or possibly by using small molecule inhibitors to compete 
with OPN binding. Another approach would be to target the proteolytic cleaveges 
mediated by ADAM10/17 (S2) or the gamma-secretase (S3)) that generates the 
CD44ICD.  

Our studies focused on targeting the ADAM10/17 cleavage by pharmacological 
inhibition in vitro. Such inhibition was demonstrated to reduce expression of genes 
induced by the hypoxia responsive elements and was further shown to reduce 
stemness along with increased expression of markers of differentiation. As tumor 
stemness has been directly correlated with treatment resistance, a less stem-like 
GSC population may be more sensitive to standard therapy.  

Despite promising effects in vitro it is hard to anticipate the effects of ADAM 
inhibition in vivo. ADAM seems important during embryonic development since 
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ADAM10 null mice die at E9.5 and ADAM17 null mice display perinatal lethality 
(Reviewed in (Weber and Saftig 2012). There are some concerns about using GSIs 
in vivo, sine they are associated with dose limiting adverse effects largely due to 
intestinal goblet cell expansion. One might have similar concerns about ADAM 
inhibitors as both ADAM10 and 17 are expressed in the intestine and are involved 
in regulating cellular homeostasis. Such concerns may however be circumvented 
by introducing intermittent treatment regimes and thus allowing the intestinal 
homeostasis to normalize (Reviewed in (Jones, Rustagi et al. 2016). 

Another concern may be the unspecific nature of ADAM inhibition. In humans 22 
ADAMs have been identified, where 12 have demonstrated proteolytic activity 
(ADAM8,9,19,12,15,17,19,20,21,28,30 and 33) (Reviewed in (Jones, Rustagi et 
al. 2016). ADAMs further regulate intramembranous proteolysis of other 
substrates than CD44 including Notch and further induces liberation of soluble 
ligands such as IL-6, TNFα, thus regulating processes such as inflammation 
(Reviewed in (Weber and Saftig 2012). Adding on to the complexity ADAM 
proteins are described to harbor dual roles. When membrane bound ADAM10 acts 
as a metalloprotease. Interestingly the ADAMs themselves are targets for 
intramembrane proteolysis and releases an intracellular domain. For example 
ADAM10 is targeted for intramembranous proteolysis by ADAM9 and ADAM15, 
followed by subsequent processing by the gamma-secretase. Some ADAMs are 
thus suggested to regulate transcriptional activity, which may lead to unexpected 
effects of ADAM inhibition in vivo (Tousseyn, Thathiah et al. 2009). One study 
addressed ADAM10/17 inhibition in orthotropic glioma xenografts by comparing 
an ADAM inhibitor (INCB3619) with GSI treatment (DAPT). When delivered by 
local nanoparticles the ADAM inhibitor was demonstrated to prolong survival 
compared to GSI treated and control mice (Floyd, Kefas et al. 2012).  

At present there are very few targeted therapies for tumors in the brain, which may 
be speculated to be due to BBB as an obstacle for permeability of most such 
therapies. Consequently one needs to consider BBB permeability when designing 
new treatments for GBM. The GSIs are likely to cross the BBB considering that 
GSIs can be used in the brain to prevent gamma-secretase-mediated proteolysis of 
amyloid precursor protein (APP) into β amyloid (Aβ) and thus prevents formation 
of amyloid plaques, seen in Alzeimer´s disease (Barten, Meredith et al. 2006). 
Local treatment at the time of surgery, for example using nanoparticle 
methodology would be one way to circumvent problems with drug permeability 
and would further reduce the risk of adverse effects seen with systemic ADAM 
inhibition (Floyd, Kefas et al. 2012).  
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Paper IV: Radiation induced changes in the tumor 
microenvironment 

Overall Aims 

In paper IV the overall aim was to explore the contribution of astrocytes to the 
perivascular microenvironment and the effect of irradiation on perivascular 
astrocytes and potentially unravel mechanism(s) by which the astrocytes induce 
and maintain radioresistance. 

Summary 

In this paper we demonstrated that astrocytes become reactive in response to 
radiation and further studied whether the irradiated astrocytes affected the 
phenotype of glioma cells. By co-culturing astrocytes with glioma cells we 
demonstrated that the glioma cells got more stem-like and displayed reduced 
sensitivity towards radiation. Similarly, culture of glioma cells on matrix derived 
from irradiated astrocytes acquired a more stem like phenotype as when compared 
to glioma cells grown on matrix from untreated astrocytes. To assess the 
contribution of soluble factors, 3D cultured glioma cells were grown in media 
from irradiated astrocytes, but our data demonstrated that such soluble factors did 
not induce a more stem like phenotype in glioma cells.  

RNA sequencing of irradiated and control astrocytes revealed changed expression 
of genes involved in oligodendrocyte differentiation, cell cycle and glioma cell 
plasticity. Finally, a signature of the top 100 up-regulated genes in response to 
radiation associated with worse clinical outcome among glioblastoma patients, 
thus suggesting that reactive astrocytes confer aggressive behavior of glioma 
tumorigenesis. 

Discussion 

Glioblastomas display significant tumor cell heterogeneity with regards to tumor 
cell differentiation and stemness, where the presence of such mixed tumor cell 
populations has been associated to varying sensitivity towards radiation. Increased 
radioresistance has been linked to a small subset of cells positive for stem cell 
markers such as CD133. Several intrinsic molecular pathways have been identified 
to regulate radio resistance of GCS. CD133 positive cells for example appears 
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better at repairing radiation-induced DNA damage compared to CD133 negative 
cells (Bao, Wu et al. 2006, Liu, Yuan et al. 2006).  

Administration of radiation therapy has been demonstrated to significantly prolong 
survival for glioblastoma patients, where a common dosing scheme includes 
administration of a total dose of 60 Gy divided into 30 fractions. Doses beyond 
that point have been experimentally evaluated but were found to associate with 
higher toxicity (Morris and Kimple 2009). The toxicity may be speculated to be 
partially explained by the invasive growth pattern of glioblastomas that results in 
tumor cells intermingling with normal brain tissue and that radiation therapy 
interferes with normal brain functions.  

A second layer of glioblastoma heterogeneity is provided by the fact that tumor 
cells are intermingled with stromal cells including various glial cells, endothelial 
cells, pericytes, astrocytes, microglia, and other infiltrating immune cells. Some 
parts of the microenvironment have been demonstrated to supports glioma growth, 
for example TAMs promote invasiveness though the TGFβ -MMP9 axis (Ye, Xu 
et al. 2012). GSCs have been demonstrated to reside in certain niches, such as the 
perivascular niche, where the interplay of GSCs and endothelial cells have been 
intensely studied. GSCs also located to hypoxic areas in close proximity to tumor 
necrosis, where TAMs/microglia have been described to support the stem like 
properties of GSCs (Codrici, Enciu et al. 2016).  

Astrocytes, being part of the glioblastoma microenvironment, could potentially 
contribute to such GSC maintenance. Indeed, we demonstrate that astrocytes 
survive radiation and respond by a process called reactive gliosis, which is 
associated with a typical phenotypic shift towards cells with enlarged cell body 
and greater number of processions along with increased expression of intermediate 
filament proteins, particularly GFAP. Further we demonstrate that astrocytes 
sensitized glioma cells to irradiation. Irradiation of astrocytes has been 
demonstrated to induce secretions of soluble factors including IL-6, IL-8 and GM-
CSF (Placone, Quinones-Hinojosa et al. 2016). Our data demonstrate that 
astrocytes that survive radiation change their expression profile. Indeed, human 
astrocytes exposed to 10 Gy radiation for example upregulated genes related to 
glioblastoma plasticity, cell cycle and oligodendrocyte differentiation.  

There are several possible mechanisms by which astrocytes could contribute to the 
stem cell niche and maintain GSCs. In our study we addressed the contribution of 
soluble factors, secreted matrix components and direct cell-to cell signaling. Our 
data suggest that astrocytes primarily affect glioma stemness by changing the 
composition of the ECM. Similar effects could be seen under conditions of co-
culture. Indeed, co-culture of irradiated astrocytes with glioma cells increased the 
ability of glioma cells to drug efflux though the ABCG2 transporter thus 
conferring increased stemness. Irradiated astrocytes further increased their activity 
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of lysyl oxidase (LOX), which is an enzyme that acts by crosslinking collagens or 
elastin. The increased activity of LOX is thus likely to affect ECM stiffness where 
more collagen crosslinking associates with a stiffer matrix. Both increased 
expression of LOX and increased matrix stiffness has been associated with tumor 
progression and increased metastasis (Madsen, Pedersen et al. 2015, Wang, Davis 
et al. 2017). As demonstrated by co-culture of glioma cells in astrocyte-
conditioned media, soluble factors (including IL-6, IL-8 and GM-CSF) did not 
affect the side population or clonal survival of glioma cells in this particular 
setting. 

Similar to irradiation hypoxia is a known inducer of reactive astrocytes (Floyd and 
Lyeth 2007). Interestingly, astrocytes exposed to hypoxia exerted somewhat 
different effects on glioma cells compared to astrocytes exposed to irradiation. 
Both hypoxia and irradiation induced the reactive phenotype in astrocytes. Glioma 
cells grown on astrocyte-derived matrix from irradiated astrocytes was, however, 
able to induce stemness in glioma cells to a greater degree than matrix from 
hypoxic astrocytes. By contrast, matrix derived from glioma cells promoted 
stemness when exposed to hypoxia to a higher extent when compared to normal 
and irradiated glioma-derived matrix. These data propose that the hypoxic cue 
produced by the glioma cells themselves, combined with the radiation-induced 
changes of astrocytes significantly promotes the presence of more stem-like 
tumors.   

A still unanswered question is how one would address these radiation-induced 
changes in the clinic. Our data indicate that irradiate astrocytes may contribute to 
the stem-like phenotype of glioma cells. However, as radiation is associated with 
significant survival benefit, there is no rational to remove radiation therapy from 
the standard of care. It may however be beneficial to address the radiation-induced 
changes. For example, being able to provide a drug that reduces ECM components 
that promote stemness alongside radiation treatment might prevent development of 
radiation resistant cells. 
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Conclusion and Future perspective 

In this thesis I have studied HIF dependent signaling pathways in cancer and have 
been focusing on two types of cancer, ccRCC and glioma, where hypoxic 
signaling is of particular interest and importance. Indeed, ccRCC-development is 
associated with near obligatory loss of the von Hippel Lindau tumor (VHL) 
suppressor gene, leading to stabilization of the hypoxia inducible factors (even in 
tumor regions with high oxygen tensions) and results in subsequent 
pseudohypoxia. As for gliomas hypoxic signaling has been extensively described 
to maintain treatment resistance of glioma stem cells independently of oxygen 
availability.  

In paper I we substantiated the notion that hypoxic signaling alone is unable to 
induce ccRCC tumorigenesis. We demonstrated that expression of Notch-ICD is 
elevated in ccRCC and further that Notch1 signaling significantly contributed to 
the ccRCC tumorigenesis by regulating lipid accumulation. In paper II we 
demonstrated that hypoxia induced expression of the dopamine transporter 
SLC6A3 in normal renal epithelium but not in other tissues. We further 
demonstrated that ccRCC tumors uniquely harbors a functional uptake of 
dopamine though the SLC6A3 transporter, which constitute a possible target in the 
clinic.  

Tumor hypoxia is associated with a more aggressive phenotype along with 
therapeutic resistance thus rationalizing clinical targeting of the hypoxic 
phenotype. In paper III we demonstrate the CD44, expressed at the surface of 
glioma stem cells, may be targeted by proteolytic cleavages generating formation 
of CD44ICD that interacts with HIF-2α to modulate the stem- like phenotype of 
gliomas. We further demonstrated that pharmacological inhibition of CD44 
cleavage reduced the stem-like phenotype of glioma cells and CD44 thus 
constitutes a possible target for therapeutic intervention in glioma. In paper IV we 
have studied radiation-induced changes in the glioma microenvironment, which is 
known to support and maintain glioma stem cells. Our studies focused on tumor-
associated astrocytes which were demonstrated to enhance stem-like phenotypes 
of glioma cells, both trough direct cell-cell interactions and by changes in the 
ECM, thus underlining the potential of targeting the microenvironment in order to 
treat glioma stem cells. 
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Populärvetenskaplig sammanfattning 

Medan normala celler har en begränsad tillväxtpotential kan cancerceller genom 
mutationer i sitt DNA förvärva egenskaper som gör att de växer och delar sig 
okontrollerat. Cancerceller har även förmågan att invadera normal vävnad och 
därmed störa dess funktion.  

Syre behövs generellt för att generera energi till kroppens vävnader. Även 
cancerceller behöver syre för att stödja deras snabba expansion. Cancerceller har 
förmågan att anpassa sig till låga syrenivåer (hypoxi) genom att sätta igång 
cellulära processer för att spara på energi och för att kunna rekrytera nya blodkärl 
för att syrebristen ska upphöra. Även normala celler har förmågan att under korta 
perioder anpassa sig till låga syrenivåer, medan en längre period syrebrist gör att 
normala celler genomgår programmerad celldöd. Anpassningen till låga syrenivåer 
styrs till stora delar av två proteiner; hypoxi inducerade faktorer (HIF) (HIF-1α 
och HIF-2α). Dessa proteiner finns i normala fall bara i celler som upplever 
syrebrist, men uttryck av dessa proteiner är vanligare i tumörer, dels för att 
tumörer oftare upplever syrebrist då de expanderar snabbare än det hinner bildas 
nya blodkärl, och dels för att vissa cancerceller har förvärvat förmågan att uttrycka 
HIF proteiner trots normala syrenivåer.   

I den första delen av avhandlingen har vi studerat klarcellig njurcancer. I stort sett 
alla fall av klarcellig njurcancer har förlorat den normala funktionen av von Hippel 
Lindau proteinet (pVHL) vilket gör att tumörerna uttrycker HIF trots att de har 
normala syrenivåer. I delarbete I, visar vi att klarcellig njurcancer uttrycker högre 
nivåer av signalmolekylen Notch1. Vidare visar vi att Notchsignalering samverkar 
med pVHL förlust för att främja tidiga tecken på tumörutveckling exempelvis 
genom att öka cellernas lagring av fett, vilket gör att cellerna ser ”klara” ut. Klara 
celler är ett av de typiska tecken som skiljer klarcellig njurcancer från andra typer 
av njurcancer. I delarbete II, visar vi att klarcellig njurcancer uttrycker höga nivåer 
av dopamintransportören SLC6A3. Dessa höga nivåer av SLC6A3 är unika för 
just denna tumörform. I normal vävnad är SLC6A3 endast uttryckt i dopaminerga 
neuron i hjärnan där förlust av dessa har kopplats till Parkinsons sjukdom. I resten 
av kroppen utrycks endast väldigt låga nivåer SLC6A3 vilket gör att man skulle 
kunna rikta behandling mot denna dopamintransportör utan att skada övriga 
kroppen. 
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I den andra delen av avhandlingen har vi studerat gliom som är den vanligaste 
formen av hjärntumör bland vuxna. Den mest aggressiva formen, glioblastom 
multiform (GBM) har en genomsnittlig överlevnad på ca 15 månader. Typiskt för 
GBM är att en liten andel av tumörcellerna ha specifika egenskaper som gör att 
överlever behandling så som strålning och kemoterapi. Dessa celler kallas 
cancerstamceller och har förmågan att dela sig och bilda en ny tumör. 
Cancerstamceller tycks finnas på specifika ställen i gliomtumörer, dels alldeles i 
närheten av blodkärl (med god syretillförsel) och dels nära tumörregioner med 
svår syrebrist. Oavsett om cancerstamcellerna befinner sig i regioner med god eller 
väldigt dålig syretillförsel uttrycker de HIF-2α protein, medan endast 
cancerstamceller med dålig syretillförsel verkar uttrycka HIF-1α. I delarbete III, 
visar vi att dessa cancerstamceller (både i syrerik och syrefattig miljö) uttrycker en 
markör och signalmolekyl som kallas CD44. Vi visar också CD44 kan modulera 
det hypoxiska svaret genom att binda till HIF-2α proteinet och att det gör 
cancercellerna mer stamcellslika. Farmakologisk hämning av CD44 medförde att 
tumörcellerna blev mindre aggressiva, vilket öppnar upp för att man skulle kunna 
rikta behandling mot CD44 för att minska cancercellernas förmåga att anpassa sig 
till syrebrist.  

I delarbete IV, visar vi slutligen att behandling av hjärntumörer genom strålning 
kan påverka miljön runt tumörcellerna och även påverka de normala cellerna som 
finns i närheten av tumörceller. En av de celltyper som normalt finns i hjärnan är 
astrocyter. Astrocyter är stjärnformade celler som bland annat har i uppgift att läka 
skador som uppstår i hjärnan. Vi har tittat specifikt på effekten av syrebrist och 
strålning och har sett att astrocyter (både efter strålning och vid syrebrist) kan 
påverka gliomcellerna så att de blir mer stamcellslika och därmed svarar sämre på 
behandling. Det behövs en ökad förståelse för de molekylära processerna som 
ligger bakom anledningen till att astrocyter kan göra gliomceller mer stamcellslika 
för att vi ska kunna erbjuda bättre framtida behandlingar. 



88 

Acknowledgements 

This work was carried out at the Department of Laboratory medicine, Center for 
Molecular Pathology (Malmö) and Translational Cancer Research, Medicon 
Village (Lund), Lund University, Sweden.  

The work was supported by grants from the Crafoord Foundation, CREATE 
Health, Strategic Cancer Research Program (BioCARE), Swedish Cancer Society, 
Swedish Childhood Cancer Foundation, Swedish Research Council, Gunnar 
Nilsson´s Cancer Foundation, Gyllenstierna Krapperup´s Foundation, Gösta 
Milton Donation Fund, Jeanssons Foundations, Magnus Bergvall Foundation, 
Malmö University Hospital Research Funds, Mary Beve Foundation, Ollie & Elof 
Ericssons Foundation, Ragnar Söderberg Foundation, Regional ALF Funds, 
Segerfalk Foundation and Wennergren Foundation.   

 

 

 

I would like to take the opportunity to acknowledge the many people who have 
helped me along the road. 

A special thank you to my supervisors (in chronological order) Emma Smith, 
Håkan Axelson and Alexander Pietras for all your tremendous support and 
mentorship along the way! 

Emma, Thank you for the “early years”; I was so lucky to have ended up having 
you as tutor at the Tumor Biology course. Your enthusiasm (and sometimes 
stubbornness) made sure about what I wanted to do research about! I am grateful 
that you accepted me as student and for introducing me to the labworld- now 
everything from cloning to animal work is done the “Emma way”.  

Håkan, You have followed me throughout my Phd studies and I truly appreciate 
your support, especially during the “transition time”! Thank you for always having 
the door open, for your positive attitude, for having confidence in me and for the 
mandatory “pre-presentation pep talks”. Med dig är “forskning lätt när man har 
rätt” vilket man bara har efter man gjort sin beskärda del av “fotarbete”. 



89 

Alexander, I am so glad that you took med in for my second half of the Phd and 
for always being so supportive and (literally) one office away. You truly know 
how to motivate, I never feel as happy about science as after one of our meetings 
when I have entered with what I feel is a pile of negative data and you find “the 
gem” that I completely overlooked. Thanks for all the nice group dinners at your 
place and for constantly filling my gaps of important knowledge, like the existence 
of “Back to The Future”.  

To all co-authors; Birgitte, Elisa, Vasiliki, Bei, Tracy, Elin, Jennifer, Helén, 
Lena, Martin, David, Kris and Christina. I am grateful for your collaborations 
and valuable expertise.  

All past and present Axelson-Johansson (and extended) members especially, 
Anna-Karin, David, Helén, Jonas, Kris, Krzysztof, Sophie L Sofie B and 
Jennifer – ever since that first day when you called to inform me about the “social 
kick off agenda” at Biomedicine program I had the feeling that “you got my back”. 

To all (A) Pietras group members, Vasiliki, Elisa, Bei thanks bringing your 
respective corner of the world to the lab and making it such an amazing working 
environment, and to my office mate Tracy, thanks for all the scientific support and 
proofreading as well as all the unscientific “Friday conversations” and for 
introducing me to Thanks giving!  

All past and present CMP/TCR colleagues and friends, particularly Elise, Siv, 
Christian, Margareta, Arash, Sofie M, Sebastian K, Micha, Matteo, Eliane, 
Nik, Steven, Eva, Sebastian B, My and Clara (for the best conference company). 
Thank you for making the lab such an enjoyable working environment!  

Christina, what would we do without your technical skills (I also appreciate the 
regular supply of rhubarbs).  

Elisabet J, Kristin and Elisabeth O, thanks for all the administrative help. 

To “The Mousers” Ann-Sophie, Isadora, Javan and Eugenia.  

To the colleagues and friends at “the round table” for great lunches and coffee 
breaks (with occasional scientific discussions). Karin and Victoria- för att ni är 
sådana fantastiska labvänner och sprider så mycket glädje! Noemie- for 
introducing me to sushi and for expanded my food intake to include (in my view) 
“wierd” dishes. Camilla- för att du delar mitt intresse för “HIFisar” såväl som 
ljuslyktor och “Indeed” serier. Alissa- för finfint resesällskap och vänskap och för 
att du är en av de få som är lika tokig som jag och tycker att det bästa med en kall 
vinterdag är att helt enkelt slänga sig i vattnet!  

Till ”Biomedicin gänget” Frida M, Sanda, Zandra and Patrick- för att ni gjort 
studieåren så roliga! 



90 

Jag vill även passa på att tacka mina vänner utanför labbet, speciellt, Ellinor, 
Josefine, Robin, Sara, Richard, Kristian, Kalle och Mattias- tack för otaliga 
middagar, nyår, midsomrar och andra festligheter, ni sätter guldkant på tillvaron! 
Johanna P, varje gång vi ses har jag känslan av att tiden har stått still och vi kan 
ta vid precis där vi slutade!  

Till min familj, Mamma Eva och Pappa Anders för all stöttning på vägen! Mina 
systrar Johanna och Frida- tack för all tränings-pepp!  

Till “The Morenos” Annica, Patric “Borre”, Sebastian, Patric, Juan, Agneta 
och resten av släkten. Ni är för goa! 

Till Fredric- min bästis och<3! Jag uppskattar ditt tålamod för att du lärt dig 
acceptera mina cirka tider när jag bara ska ”vattna cellerna”. Nu ser jag fram emot 
vårt nästa äventyr! 
  



91 

References 

(2013). "Comprehensive molecular characterization of clear cell renal cell 
carcinoma." Nature 499(7456): 43-49. 

Abbott, N. J. (2013). "Blood-brain barrier structure and function and the 
challenges for CNS drug delivery." J Inherit Metab Dis 36(3): 437-449. 

Acker, T., A. Diez-Juan, J. Aragones, M. Tjwa, K. Brusselmans, L. Moons, D. 
Fukumura, M. P. Moreno-Murciano, J. M. Herbert, A. Burger, J. Riedel, G. Elvert, 
I. Flamme, P. H. Maxwell, D. Collen, M. Dewerchin, R. K. Jain, K. H. Plate and 
P. Carmeliet (2005). "Genetic evidence for a tumor suppressor role of HIF-
2alpha." Cancer Cell 8(2): 131-141. 

Agrawal, N., M. J. Frederick, C. R. Pickering, C. Bettegowda, K. Chang, R. J. Li, 
C. Fakhry, T. X. Xie, J. Zhang, J. Wang, N. Zhang, A. K. El-Naggar, S. A. Jasser, 
J. N. Weinstein, L. Trevino, J. A. Drummond, D. M. Muzny, Y. Wu, L. D. Wood, 
R. H. Hruban, W. H. Westra, W. M. Koch, J. A. Califano, R. A. Gibbs, D. 
Sidransky, B. Vogelstein, V. E. Velculescu, N. Papadopoulos, D. A. Wheeler, K. 
W. Kinzler and J. N. Myers (2011). "Exome sequencing of head and neck 
squamous cell carcinoma reveals inactivating mutations in NOTCH1." Science 
333(6046): 1154-1157. 

Al-Hajj, M., M. S. Wicha, A. Benito-Hernandez, S. J. Morrison and M. F. Clarke 
(2003). "Prospective identification of tumorigenic breast cancer cells." Proc Natl 
Acad Sci U S A 100(7): 3983-3988. 

Albers, J., M. Rajski, D. Schonenberger, S. Harlander, P. Schraml, A. von 
Teichman, S. Georgiev, P. J. Wild, H. Moch, W. Krek and I. J. Frew (2013). 
"Combined mutation of Vhl and Trp53 causes renal cysts and tumours in mice." 
EMBO Mol Med 5(6): 949-964. 

Alcantara Llaguno, S., J. Chen, C. H. Kwon, E. L. Jackson, Y. Li, D. K. Burns, A. 
Alvarez-Buylla and L. F. Parada (2009). "Malignant astrocytomas originate from 
neural stem/progenitor cells in a somatic tumor suppressor mouse model." Cancer 
Cell 15(1): 45-56. 

Andersson, E. R. and U. Lendahl (2014). "Therapeutic modulation of Notch 
signalling--are we there yet?" Nat Rev Drug Discov 13(5): 357-378. 



92 

Andersson, E. R., R. Sandberg and U. Lendahl (2011). "Notch signaling: 
simplicity in design, versatility in function." Development 138(17): 3593-3612. 

Anido, J., A. Saez-Borderias, A. Gonzalez-Junca, L. Rodon, G. Folch, M. A. 
Carmona, R. M. Prieto-Sanchez, I. Barba, E. Martinez-Saez, L. Prudkin, I. 
Cuartas, C. Raventos, F. Martinez-Ricarte, M. A. Poca, D. Garcia-Dorado, M. M. 
Lahn, J. M. Yingling, J. Rodon, J. Sahuquillo, J. Baselga and J. Seoane (2010). 
"TGF-beta Receptor Inhibitors Target the CD44(high)/Id1(high) Glioma-Initiating 
Cell Population in Human Glioblastoma." Cancer Cell 18(6): 655-668. 

Appelhoff, R. J., Y. M. Tian, R. R. Raval, H. Turley, A. L. Harris, C. W. Pugh, P. 
J. Ratcliffe and J. M. Gleadle (2004). "Differential function of the prolyl 
hydroxylases PHD1, PHD2, and PHD3 in the regulation of hypoxia-inducible 
factor." J Biol Chem 279(37): 38458-38465. 

Artavanis-Tsakonas, S., M. A. Muskavitch and B. Yedvobnick (1983). "Molecular 
cloning of Notch, a locus affecting neurogenesis in Drosophila melanogaster." 
Proc Natl Acad Sci U S A 80(7): 1977-1981. 

Ascano, J. M., L. J. Beverly and A. J. Capobianco (2003). "The C-terminal PDZ-
ligand of JAGGED1 is essential for cellular transformation." J Biol Chem 278(10): 
8771-8779. 

Aster, J., W. Pear, R. Hasserjian, H. Erba, F. Davi, B. Luo, M. Scott, D. Baltimore 
and J. Sklar (1994). "Functional analysis of the TAN-1 gene, a human homolog of 
Drosophila notch." Cold Spring Harb Symp Quant Biol 59: 125-136. 

Ayaz, F. and B. A. Osborne (2014). "Non-canonical notch signaling in cancer and 
immunity." Front Oncol 4: 345. 

Bailey P, C. H. (1926). "A classification of tumors of the glioma group on a 
histogenetic basis with a correlated study of prognosis." Philadelphia: JB, 
Lippincott Health Promotion Letter. 

Bao, S., Q. Wu, R. E. McLendon, Y. Hao, Q. Shi, A. B. Hjelmeland, M. W. 
Dewhirst, D. D. Bigner and J. N. Rich (2006). "Glioma stem cells promote 
radioresistance by preferential activation of the DNA damage response." Nature 
444(7120): 756-760. 

Bao, S., Q. Wu, S. Sathornsumetee, Y. Hao, Z. Li, A. B. Hjelmeland, Q. Shi, R. E. 
McLendon, D. D. Bigner and J. N. Rich (2006). "Stem cell-like glioma cells 
promote tumor angiogenesis through vascular endothelial growth factor." Cancer 
Res 66(16): 7843-7848. 

Bar, E. E., A. Lin, V. Mahairaki, W. Matsui and C. G. Eberhart (2010). "Hypoxia 
increases the expression of stem-cell markers and promotes clonogenicity in 
glioblastoma neurospheres." Am J Pathol 177(3): 1491-1502. 



93 

Barker, N., J. H. van Es, J. Kuipers, P. Kujala, M. van den Born, M. Cozijnsen, A. 
Haegebarth, J. Korving, H. Begthel, P. J. Peters and H. Clevers (2007). 
"Identification of stem cells in small intestine and colon by marker gene Lgr5." 
Nature 449(7165): 1003-1007. 

Barten, D. M., J. E. Meredith, Jr., R. Zaczek, J. G. Houston and C. F. Albright 
(2006). "Gamma-secretase inhibitors for Alzheimer's disease: balancing efficacy 
and toxicity." Drugs R D 7(2): 87-97. 

Beaulieu, J. M., S. Espinoza and R. R. Gainetdinov (2015). "Dopamine receptors - 
IUPHAR Review 13." Br J Pharmacol 172(1): 1-23. 

Becher, O. J., D. Hambardzumyan, E. I. Fomchenko, H. Momota, L. Mainwaring, 
A. M. Bleau, A. M. Katz, M. Edgar, A. M. Kenney, C. Cordon-Cardo, R. G. 
Blasberg and E. C. Holland (2008). "Gli activity correlates with tumor grade in 
platelet-derived growth factor-induced gliomas." Cancer Res 68(7): 2241-2249. 

Benedito, R., C. Roca, I. Sorensen, S. Adams, A. Gossler, M. Fruttiger and R. H. 
Adams (2009). "The notch ligands Dll4 and Jagged1 have opposing effects on 
angiogenesis." Cell 137(6): 1124-1135. 

Berra, E., E. Benizri, A. Ginouves, V. Volmat, D. Roux and J. Pouyssegur (2003). 
"HIF prolyl-hydroxylase 2 is the key oxygen sensor setting low steady-state levels 
of HIF-1alpha in normoxia." EMBO J 22(16): 4082-4090. 

Bhagat, T. D., Y. Zou, S. Huang, J. Park, M. B. Palmer, C. Hu, W. Li, N. Shenoy, 
O. Giricz, G. Choudhary, Y. Yu, Y. A. Ko, M. C. Izquierdo, A. S. Park, N. 
Vallumsetla, R. Laurence, R. Lopez, M. Suzuki, J. Pullman, J. Kaner, B. Gartrell, 
A. A. Hakimi, J. M. Greally, B. Patel, K. Benhadji, K. Pradhan, A. Verma and K. 
Susztak (2017). "Notch Pathway Is Activated via Genetic and Epigenetic 
Alterations and Is a Therapeutic Target in Clear Cell Renal Cancer." J Biol Chem 
292(3): 837-846. 

Bhatia, M., J. C. Wang, U. Kapp, D. Bonnet and J. E. Dick (1997). "Purification of 
primitive human hematopoietic cells capable of repopulating immune-deficient 
mice." Proc Natl Acad Sci U S A 94(10): 5320-5325. 

Bianco, J., C. Bastiancich, A. Jankovski, A. des Rieux, V. Preat and F. Danhier 
(2017). "On glioblastoma and the search for a cure: where do we stand?" Cell Mol 
Life Sci 74(13): 2451-2466. 

Blackstone, C. (2009). "Infantile parkinsonism-dystonia: a dopamine 
"transportopathy"." J Clin Invest 119(6): 1455-1458. 

Bleau, A. M., J. T. Huse and E. C. Holland (2009). "The ABCG2 resistance 
network of glioblastoma." Cell Cycle 8(18): 2936-2944. 

Bonegio, R. and K. Susztak (2012). "Notch signaling in diabetic nephropathy." 
Exp Cell Res 318(9): 986-992. 



94 

Bonegio, R. G., L. H. Beck, R. K. Kahlon, W. Lu and D. J. Salant (2011). "The 
fate of Notch-deficient nephrogenic progenitor cells during metanephric kidney 
development." Kidney Int 79(10): 1099-1112. 

Bouchard, G., G. Bouvette, H. Therriault, R. Bujold, C. Saucier and B. Paquette 
(2013). "Pre-irradiation of mouse mammary gland stimulates cancer cell migration 
and development of lung metastases." Br J Cancer 109(7): 1829-1838. 

Bozkulak, E. C. and G. Weinmaster (2009). "Selective use of ADAM10 and 
ADAM17 in activation of Notch1 signaling." Mol Cell Biol 29(21): 5679-5695. 

Bracken, C. P., A. O. Fedele, S. Linke, W. Balrak, K. Lisy, M. L. Whitelaw and D. 
J. Peet (2006). "Cell-specific regulation of hypoxia-inducible factor (HIF)-1alpha 
and HIF-2alpha stabilization and transactivation in a graded oxygen environment." 
J Biol Chem 281(32): 22575-22585. 

Braune, E. B. and U. Lendahl (2016). "Notch -- a goldilocks signaling pathway in 
disease and cancer therapy." Discov Med 21(115): 189-196. 

Brennan, C. W., R. G. Verhaak, A. McKenna, B. Campos, H. Noushmehr, S. R. 
Salama, S. Zheng, D. Chakravarty, J. Z. Sanborn, S. H. Berman, R. Beroukhim, B. 
Bernard, C. J. Wu, G. Genovese, I. Shmulevich, J. Barnholtz-Sloan, L. Zou, R. 
Vegesna, S. A. Shukla, G. Ciriello, W. K. Yung, W. Zhang, C. Sougnez, T. 
Mikkelsen, K. Aldape, D. D. Bigner, E. G. Van Meir, M. Prados, A. Sloan, K. L. 
Black, J. Eschbacher, G. Finocchiaro, W. Friedman, D. W. Andrews, A. Guha, M. 
Iacocca, B. P. O'Neill, G. Foltz, J. Myers, D. J. Weisenberger, R. Penny, R. 
Kucherlapati, C. M. Perou, D. N. Hayes, R. Gibbs, M. Marra, G. B. Mills, E. 
Lander, P. Spellman, R. Wilson, C. Sander, J. Weinstein, M. Meyerson, S. 
Gabriel, P. W. Laird, D. Haussler, G. Getz and L. Chin (2013). "The somatic 
genomic landscape of glioblastoma." Cell 155(2): 462-477. 

Breyer, R., S. Hussein, D. L. Radu, K. M. Putz, S. Gunia, H. Hecker, M. Samii, G. 
F. Walter and A. C. Stan (2000). "Disruption of intracerebral progression of C6 rat 
glioblastoma by in vivo treatment with anti-CD44 monoclonal antibody." J 
Neurosurg 92(1): 140-149. 

Bristow, R. G. and R. P. Hill (2008). "Hypoxia and metabolism. Hypoxia, DNA 
repair and genetic instability." Nat Rev Cancer 8(3): 180-192. 

Brou, C., F. Logeat, N. Gupta, C. Bessia, O. LeBail, J. R. Doedens, A. Cumano, P. 
Roux, R. A. Black and A. Israel (2000). "A novel proteolytic cleavage involved in 
Notch signaling: the role of the disintegrin-metalloprotease TACE." Mol Cell 5(2): 
207-216. 

Calabrese, C., H. Poppleton, M. Kocak, T. L. Hogg, C. Fuller, B. Hamner, E. Y. 
Oh, M. W. Gaber, D. Finklestein, M. Allen, A. Frank, I. T. Bayazitov, S. S. 
Zakharenko, A. Gajjar, A. Davidoff and R. J. Gilbertson (2007). "A perivascular 
niche for brain tumor stem cells." Cancer Cell 11(1): 69-82. 



95 

Carey, R. M. (2001). "Theodore Cooper Lecture: Renal dopamine system: 
paracrine regulator of sodium homeostasis and blood pressure." Hypertension 
38(3): 297-302. 

Carmeliet, P. and R. K. Jain (2000). "Angiogenesis in cancer and other diseases." 
Nature 407(6801): 249-257. 

Charles, N., T. Ozawa, M. Squatrito, A. M. Bleau, C. W. Brennan, D. 
Hambardzumyan and E. C. Holland (2010). "Perivascular nitric oxide activates 
notch signaling and promotes stem-like character in PDGF-induced glioma cells." 
Cell Stem Cell 6(2): 141-152. 

Chen, F., Y. Zhang, Y. Senbabaoglu, G. Ciriello, L. Yang, E. Reznik, B. Shuch, G. 
Micevic, G. De Velasco, E. Shinbrot, M. S. Noble, Y. Lu, K. R. Covington, L. Xi, 
J. A. Drummond, D. Muzny, H. Kang, J. Lee, P. Tamboli, V. Reuter, C. S. 
Shelley, B. A. Kaipparettu, D. P. Bottaro, A. K. Godwin, R. A. Gibbs, G. Getz, R. 
Kucherlapati, P. J. Park, C. Sander, E. P. Henske, J. H. Zhou, D. J. Kwiatkowski, 
T. H. Ho, T. K. Choueiri, J. J. Hsieh, R. Akbani, G. B. Mills, A. A. Hakimi, D. A. 
Wheeler and C. J. Creighton (2016). "Multilevel Genomics-Based Taxonomy of 
Renal Cell Carcinoma." Cell Rep 14(10): 2476-2489. 

Chen, H., G. Houshmand, S. Mishra, G. H. Fong, G. K. Gittes and F. Esni (2010). 
"Impaired pancreatic development in Hif2-alpha deficient mice." Biochem 
Biophys Res Commun 399(3): 440-445. 

Chen, J., Y. Li, T. S. Yu, R. M. McKay, D. K. Burns, S. G. Kernie and L. F. 
Parada (2012). "A restricted cell population propagates glioblastoma growth after 
chemotherapy." Nature 488(7412): 522-526. 

Chen, W., H. Hill, A. Christie, M. S. Kim, E. Holloman, A. Pavia-Jimenez, F. 
Homayoun, Y. Ma, N. Patel, P. Yell, G. Hao, Q. Yousuf, A. Joyce, I. Pedrosa, H. 
Geiger, H. Zhang, J. Chang, K. H. Gardner, R. K. Bruick, C. Reeves, T. H. 
Hwang, K. Courtney, E. Frenkel, X. Sun, N. Zojwalla, T. Wong, J. P. Rizzi, E. M. 
Wallace, J. A. Josey, Y. Xie, X. J. Xie, P. Kapur, R. M. McKay and J. Brugarolas 
(2016). "Targeting Renal Cell Carcinoma with a HIF-2 antagonist." Nature. 

Chen, Y., M. A. De Marco, I. Graziani, A. F. Gazdar, P. R. Strack, L. Miele and 
M. Bocchetta (2007). "Oxygen concentration determines the biological effects of 
NOTCH-1 signaling in adenocarcinoma of the lung." Cancer Res 67(17): 7954-
7959. 

Cheng, H. T., J. H. Miner, M. Lin, M. G. Tansey, K. Roth and R. Kopan (2003). 
"Gamma-secretase activity is dispensable for mesenchyme-to-epithelium transition 
but required for podocyte and proximal tubule formation in developing mouse 
kidney." Development 130(20): 5031-5042. 



96 

Cheung, H. C., L. J. Corley, G. N. Fuller, I. E. McCutcheon and G. J. Cote (2006). 
"Polypyrimidine tract binding protein and Notch1 are independently re-expressed 
in glioma." Mod Pathol 19(8): 1034-1041. 

Cho, H., X. Du, J. P. Rizzi, E. Liberzon, A. A. Chakraborty, W. Gao, I. Carvo, S. 
Signoretti, R. K. Bruick, J. A. Josey, E. M. Wallace and W. G. Kaelin (2016). 
"On-target efficacy of a HIF-2alpha antagonist in preclinical kidney cancer 
models." Nature 539(7627): 107-111. 

Cho, H. and W. G. Kaelin (2016). "Targeting HIF2 in Clear Cell Renal Cell 
Carcinoma." Cold Spring Harb Symp Quant Biol. 

Cho, Y., H. W. Lee, H. G. Kang, H. Y. Kim, S. J. Kim and K. H. Chun (2015). 
"Cleaved CD44 intracellular domain supports activation of stemness factors and 
promotes tumorigenesis of breast cancer." Oncotarget 6(11): 8709-8721. 

Chow, W. H., L. M. Dong and S. S. Devesa (2010). "Epidemiology and risk 
factors for kidney cancer." Nat Rev Urol 7(5): 245-257. 

Ciofani, M. and J. C. Zuniga-Pflucker (2005). "Notch promotes survival of pre-T 
cells at the beta-selection checkpoint by regulating cellular metabolism." Nat 
Immunol 6(9): 881-888. 

Clausen, M. V., F. Hilbers and H. Poulsen (2017). "The Structure and Function of 
the Na,K-ATPase Isoforms in Health and Disease." Front Physiol 8: 371. 

Codrici, E., A. M. Enciu, I. D. Popescu, S. Mihai and C. Tanase (2016). "Glioma 
Stem Cells and Their Microenvironments: Providers of Challenging Therapeutic 
Targets." Stem Cells Int 2016: 5728438. 

Cohen, H. T. and F. J. McGovern (2005). "Renal-cell carcinoma." N Engl J Med 
353(23): 2477-2490. 

Coleman, M. L., M. A. McDonough, K. S. Hewitson, C. Coles, J. Mecinovic, M. 
Edelmann, K. M. Cook, M. E. Cockman, D. E. Lancaster, B. M. Kessler, N. J. 
Oldham, P. J. Ratcliffe and C. J. Schofield (2007). "Asparaginyl hydroxylation of 
the Notch ankyrin repeat domain by factor inhibiting hypoxia-inducible factor." J 
Biol Chem 282(33): 24027-24038. 

Combe, P., E. de Guillebon, C. Thibault, C. Granier, E. Tartour and S. Oudard 
(2015). "Trial Watch: Therapeutic vaccines in metastatic renal cell carcinoma." 
Oncoimmunology 4(5): e1001236. 

Corazzari, M., M. Gagliardi, G. M. Fimia and M. Piacentini (2017). "Endoplasmic 
Reticulum Stress, Unfolded Protein Response, and Cancer Cell Fate." Front Oncol 
7: 78. 

Covello, K. L., J. Kehler, H. Yu, J. D. Gordan, A. M. Arsham, C. J. Hu, P. A. 
Labosky, M. C. Simon and B. Keith (2006). "HIF-2alpha regulates Oct-4: effects 



97 

of hypoxia on stem cell function, embryonic development, and tumor growth." 
Genes Dev 20(5): 557-570. 

Covello, K. L., M. C. Simon and B. Keith (2005). "Targeted replacement of 
hypoxia-inducible factor-1alpha by a hypoxia-inducible factor-2alpha knock-in 
allele promotes tumor growth." Cancer Res 65(6): 2277-2286. 

Creighton, C. J., M. Morgan, P. H. Gunaratne, D. A. Wheeler, R. A. Gibbs, A. 
Robertson, A. Chu, R. Beroukhim, K. Cibulskis, S. Signoretti, F. Vandin, H. T. 
Wu, B. J. Raphael, R. G. Verhaak, P. Tamboli, W. Torres-Garcia, R. Akbani, J. N. 
Weinstein, V. Reuter, J. J. Hsieh, A. Brannon, A. Hakimi, A. Jacobsen, G. 
Ciriello, B. Reva, C. J. Ricketts, W. Linehan, J. M. Stuart, W. Rathmell, H. Shen, 
P. W. Laird, D. Muzny, C. Davis, M. Morgan, L. Xi, K. Chang, N. Kakkar, L. R. 
Treviño, S. Benton, J. G. Reid, D. Morton, H. Doddapaneni, Y. Han, L. Lewis, H. 
Dinh, C. Kovar, Y. Zhu, J. Santibanez, M. Wang, W. Hale, D. Kalra, C. J. 
Creighton, D. A. Wheeler, R. A. Gibbs, G. Getz, K. Cibulskis, M. S. Lawrence, C. 
Sougnez, S. L. Carter, A. Sivachenko, L. Lichtenstein, C. Stewart, D. Voet, S. 
Fisher, S. B. Gabriel, E. Lander, R. Beroukhim, S. E. Schumacher, B. Tabak, G. 
Saksena, R. C. Onofrio, S. L. Carter, A. D. Cherniack, J. Gentry, K. Ardlie, C. 
Sougnez, G. Getz, S. B. Gabriel, M. Meyerson, A. Robertson, A. Chu, H. J. Chun, 
A. J. Mungall, P. Sipahimalani, D. Stoll, A. Ally, M. Balasundaram, Y. S. 
Butterfield, R. Carlsen, C. Carter, E. Chuah, R. J. Coope, N. Dhalla, S. Gorski, R. 
Guin, C. Hirst, M. Hirst, R. A. Holt, C. Lebovitz, D. Lee, H. I. Li, M. Mayo, R. A. 
Moore, E. Pleasance, P. Plettner, J. E. Schein, A. Shafiei, J. R. Slobodan, A. Tam, 
N. Thiessen, R. J. Varhol, N. Wye, Y. Zhao, I. Birol, S. J. Jones, M. A. Marra, J. 
T. Auman, D. Tan, C. D. Jones, K. A. Hoadley, P. A. Mieczkowski, L. E. Mose, S. 
R. Jefferys, M. D. Topal, C. Liquori, Y. J. Turman, Y. Shi, S. Waring, E. Buda, J. 
Walsh, J. Wu, T. Bodenheimer, A. P. Hoyle, J. V. Simons, M. G. Soloway, S. 
Balu, J. S. Parker, D. Hayes, C. M. Perou, R. Kucherlapati, P. Park, H. Shen, T. J. 
Triche, D. J. Weisenberger, P. H. Lai, M. S. Bootwalla, D. T. Maglinte, S. 
Mahurkar, B. P. Berman, D. J. Van Den Berg, L. Cope, S. B. Baylin, P. W. Laird, 
C. J. Creighton, D. A. Wheeler, G. Getz, M. S. Noble, D. DiCara, H. Zhang, J. 
Cho, D. I. Heiman, N. Gehlenborg, D. Voet, W. Mallard, P. Lin, S. Frazer, P. 
Stojanov, Y. Liu, L. Zhou, J. Kim, M. S. Lawrence, L. Chin, F. Vandin, H. T. Wu, 
B. J. Raphael, C. Benz, C. Yau, S. M. Reynolds, I. Shmulevich, R. G. Verhaak, W. 
Torres-Garcia, R. Vegesna, H. Kim, W. Zhang, D. Cogdell, E. Jonasch, Z. Ding, 
Y. Lu, R. Akbani, N. Zhang, A. K. Unruh, T. D. Casasent, C. Wakefield, D. 
Tsavachidou, L. Chin, G. B. Mills, J. N. Weinstein, A. Jacobsen, R. Brannon, G. 
Ciriello, N. Schultz, A. Hakimi, B. Reva, Y. Antipin, J. Gao, E. Cerami, B. Gross, 
B. A. Aksoy, R. Sinha, N. Weinhold, S. Sumer, B. S. Taylor, R. Shen, I. 
Ostrovnaya, J. J. Hsieh, M. F. Berger, M. Ladanyi, C. Sander, S. S. Fei, A. Stout, 
P. T. Spellman, D. L. Rubin, T. T. Liu, J. M. Stuart, S. Ng, E. O. Paull, D. Carlin, 
T. Goldstein, P. Waltman, K. Ellrott, J. Zhu, D. Haussler, P. H. Gunaratne, W. 
Xiao, C. Shelton, J. Gardner, R. Penny, M. Sherman, D. Mallery, S. Morris, J. 



98 

Paulauskis, K. Burnett, T. Shelton, S. Signoretti, W. G. Kaelin, T. Choueiri, M. B. 
Atkins, R. Penny, K. Burnett, D. Mallery, E. Curley, S. Tickoo, V. Reuter, W. 
Rathmell, L. Thorne, L. Boice, M. Huang, J. C. Fisher, W. M. Linehan, C. D. 
Vocke, J. Peterson, R. Worrell, M. J. Merino, L. S. Schmidt, P. Tamboli, B. A. 
Czerniak, K. D. Aldape, C. G. Wood, J. Boyd, J. Weaver, M. V. Iacocca, N. 
Petrelli, G. Witkin, J. Brown, C. Czerwinski, L. Huelsenbeck-Dill, B. Rabeno, J. 
Myers, C. Morrison, J. Bergsten, J. Eckman, J. Harr, C. Smith, K. Tucker, L. A. 
Zach, W. Bshara, C. Gaudioso, C. Morrison, R. Dhir, J. Maranchie, J. Nelson, A. 
Parwani, O. Potapova, K. Fedosenko, J. C. Cheville, R. H. Thompson, S. 
Signoretti, W. G. Kaelin, M. B. Atkins, S. Tickoo, V. Reuter, W. M. Linehan, C. 
D. Vocke, J. Peterson, M. J. Merino, L. S. Schmidt, P. Tamboli, J. M. Mosquera, 
M. A. Rubin, M. L. Blute, W. Rathmell, T. Pihl, M. Jensen, R. Sfeir, A. Kahn, A. 
Chu, P. Kothiyal, E. Snyder, J. Pontius, B. Ayala, M. Backus, J. Walton, J. 
Baboud, D. Berton, M. Nicholls, D. Srinivasan, R. Raman, S. Girshik, P. Kigonya, 
S. Alonso, R. Sanbhadti, S. Barletta, D. Pot, M. Sheth, J. A. Demchok, T. 
Davidsen, Z. Wang, L. Yang, R. W. Tarnuzzer, J. Zhang, G. Eley, M. L. Ferguson, 
Mills, K. R. Shaw, M. S. Guyer, B. A. Ozenberger and H. J. Sofia (2013). 
"Comprehensive molecular characterization of clear cell renal cell carcinoma." 
Nature 499(7456): 43-49. 

Cui, H., A. J. Zhang, M. Chen and J. J. Liu (2015). "ABC Transporter Inhibitors in 
Reversing Multidrug Resistance to Chemotherapy." Curr Drug Targets 16(12): 
1356-1371. 

Dalgliesh, G. L., K. Furge, C. Greenman, L. Chen, G. Bignell, A. Butler, H. 
Davies, S. Edkins, C. Hardy, C. Latimer, J. Teague, J. Andrews, S. Barthorpe, D. 
Beare, G. Buck, P. J. Campbell, S. Forbes, M. Jia, D. Jones, H. Knott, C. Y. Kok, 
K. W. Lau, C. Leroy, M. L. Lin, D. J. McBride, M. Maddison, S. Maguire, K. 
McLay, A. Menzies, T. Mironenko, L. Mulderrig, L. Mudie, S. O'Meara, E. 
Pleasance, A. Rajasingham, R. Shepherd, R. Smith, L. Stebbings, P. Stephens, G. 
Tang, P. S. Tarpey, K. Turrell, K. J. Dykema, S. K. Khoo, D. Petillo, B. 
Wondergem, J. Anema, R. J. Kahnoski, B. T. Teh, M. R. Stratton and P. A. Futreal 
(2010). "Systematic sequencing of renal carcinoma reveals inactivation of histone 
modifying genes." Nature 463(7279): 360-363. 

Dang, C. V., J. W. Kim, P. Gao and J. Yustein (2008). "The interplay between 
MYC and HIF in cancer." Nat Rev Cancer 8(1): 51-56. 

Dang, L., D. W. White, S. Gross, B. D. Bennett, M. A. Bittinger, E. M. Driggers, 
V. R. Fantin, H. G. Jang, S. Jin, M. C. Keenan, K. M. Marks, R. M. Prins, P. S. 
Ward, K. E. Yen, L. M. Liau, J. D. Rabinowitz, L. C. Cantley, C. B. Thompson, 
M. G. Vander Heiden and S. M. Su (2009). "Cancer-associated IDH1 mutations 
produce 2-hydroxyglutarate." Nature 462(7274): 739-744. 

Dart, A. (2017). "Cancer Models: Modeling clear cell renal cell carcinoma." Nat 
Rev Cancer 17(7): 397. 



99 

Davis, C. F., C. J. Ricketts, M. Wang, L. Yang, A. D. Cherniack, H. Shen, C. 
Buhay, H. Kang, S. C. Kim, C. C. Fahey, K. E. Hacker, G. Bhanot, D. A. 
Gordenin, A. Chu, P. H. Gunaratne, M. Biehl, S. Seth, B. A. Kaipparettu, C. A. 
Bristow, L. A. Donehower, E. M. Wallen, A. B. Smith, S. K. Tickoo, P. Tamboli, 
V. Reuter, L. S. Schmidt, J. J. Hsieh, T. K. Choueiri, A. A. Hakimi, L. Chin, M. 
Meyerson, R. Kucherlapati, W. Y. Park, A. G. Robertson, P. W. Laird, E. P. 
Henske, D. J. Kwiatkowski, P. J. Park, M. Morgan, B. Shuch, D. Muzny, D. A. 
Wheeler, W. M. Linehan, R. A. Gibbs, W. K. Rathmell and C. J. Creighton 
(2014). "The somatic genomic landscape of chromophobe renal cell carcinoma." 
Cancer Cell 26(3): 319-330. 

Dayan, F., D. Roux, M. C. Brahimi-Horn, J. Pouyssegur and N. M. Mazure 
(2006). "The oxygen sensor factor-inhibiting hypoxia-inducible factor-1 controls 
expression of distinct genes through the bifunctional transcriptional character of 
hypoxia-inducible factor-1alpha." Cancer Res 66(7): 3688-3698. 

de la Pompa, J. L., A. Wakeham, K. M. Correia, E. Samper, S. Brown, R. J. 
Aguilera, T. Nakano, T. Honjo, T. W. Mak, J. Rossant and R. A. Conlon (1997). 
"Conservation of the Notch signalling pathway in mammalian neurogenesis." 
Development 124(6): 1139-1148. 

de Riese, W., K. Goldenberg, E. Allhoff, C. Stief, R. Schlick, S. Liedke and U. 
Jonas (1991). "Metastatic renal cell carcinoma (RCC): spontaneous regression, 
long-term survival and late recurrence." Int Urol Nephrol 23(1): 13-25. 

Delahunt, B. and J. N. Eble (2005). "History of the development of the 
classification of renal cell neoplasia." Clin Lab Med 25(2): 231-246, v. 

Deng, G., L. Ma, Q. Meng, X. Ju, K. Jiang, P. Jiang and Z. Yu (2016). "Notch 
signaling in the prostate: critical roles during development and in the hallmarks of 
prostate cancer biology." J Cancer Res Clin Oncol 142(3): 531-547. 

Dickson, D. W., H. Braak, J. E. Duda, C. Duyckaerts, T. Gasser, G. M. Halliday, 
J. Hardy, J. B. Leverenz, K. Del Tredici, Z. K. Wszolek and I. Litvan (2009). 
"Neuropathological assessment of Parkinson's disease: refining the diagnostic 
criteria." Lancet Neurol 8(12): 1150-1157. 

Du, R., K. V. Lu, C. Petritsch, P. Liu, R. Ganss, E. Passegue, H. Song, S. 
Vandenberg, R. S. Johnson, Z. Werb and G. Bergers (2008). "HIF1alpha induces 
the recruitment of bone marrow-derived vascular modulatory cells to regulate 
tumor angiogenesis and invasion." Cancer Cell 13(3): 206-220. 

Duan, C. (2016). "Hypoxia-inducible factor 3 biology: complexities and emerging 
themes." Am J Physiol Cell Physiol 310(4): C260-269. 

Duan, D. R., A. Pause, W. H. Burgess, T. Aso, D. Y. Chen, K. P. Garrett, R. C. 
Conaway, J. W. Conaway, W. M. Linehan and R. D. Klausner (1995). "Inhibition 



100 

of transcription elongation by the VHL tumor suppressor protein." Science 
269(5229): 1402-1406. 

Dzwonek, J. and G. M. Wilczynski (2015). "CD44: molecular interactions, 
signaling and functions in the nervous system." Front Cell Neurosci 9: 175. 

Escudier, B., T. Eisen, C. Porta, J. J. Patard, V. Khoo, F. Algaba, P. Mulders and 
V. Kataja (2012). "Renal cell carcinoma: ESMO Clinical Practice Guidelines for 
diagnosis, treatment and follow-up." Ann Oncol 23 Suppl 7: vii65-71. 

Falix, F. A., D. C. Aronson, W. H. Lamers and I. C. Gaemers (2012). "Possible 
roles of DLK1 in the Notch pathway during development and disease." Biochim 
Biophys Acta 1822(6): 988-995. 

Fan, X., L. Khaki, T. S. Zhu, M. E. Soules, C. E. Talsma, N. Gul, C. Koh, J. 
Zhang, Y. M. Li, J. Maciaczyk, G. Nikkhah, F. Dimeco, S. Piccirillo, A. L. 
Vescovi and C. G. Eberhart (2010). "NOTCH pathway blockade depletes CD133-
positive glioblastoma cells and inhibits growth of tumor neurospheres and 
xenografts." Stem Cells 28(1): 5-16. 

Farrell, C. J. and S. R. Plotkin (2007). "Genetic causes of brain tumors: 
neurofibromatosis, tuberous sclerosis, von Hippel-Lindau, and other syndromes." 
Neurol Clin 25(4): 925-946, viii. 

Ferlay, J., H. R. Shin, F. Bray, D. Forman, C. Mathers and D. M. Parkin (2010). 
"Estimates of worldwide burden of cancer in 2008: GLOBOCAN 2008." Int J 
Cancer 127(12): 2893-2917. 

Firth, J. D., B. L. Ebert, C. W. Pugh and P. J. Ratcliffe (1994). "Oxygen-regulated 
control elements in the phosphoglycerate kinase 1 and lactate dehydrogenase A 
genes: similarities with the erythropoietin 3' enhancer." Proc Natl Acad Sci U S A 
91(14): 6496-6500. 

Fleming, R. J. (1998). "Structural conservation of Notch receptors and ligands." 
Semin Cell Dev Biol 9(6): 599-607. 

Fletcher, O., N. Johnson, N. Orr, F. J. Hosking, L. J. Gibson, K. Walker, D. 
Zelenika, I. Gut, S. Heath, C. Palles, B. Coupland, P. Broderick, M. Schoemaker, 
M. Jones, J. Williamson, S. Chilcott-Burns, K. Tomczyk, G. Simpson, K. B. 
Jacobs, S. J. Chanock, D. J. Hunter, I. P. Tomlinson, A. Swerdlow, A. Ashworth, 
G. Ross, I. dos Santos Silva, M. Lathrop, R. S. Houlston and J. Peto (2011). 
"Novel breast cancer susceptibility locus at 9q31.2: results of a genome-wide 
association study." J Natl Cancer Inst 103(5): 425-435. 

Floyd, C. L. and B. G. Lyeth (2007). "Astroglia: important mediators of traumatic 
brain injury." Prog Brain Res 161: 61-79. 

Floyd, D. H., B. Kefas, O. Seleverstov, O. Mykhaylyk, C. Dominguez, L. 
Comeau, C. Plank and B. Purow (2012). "Alpha-secretase inhibition reduces 



101 

human glioblastoma stem cell growth in vitro and in vivo by inhibiting Notch." 
Neuro Oncol 14(10): 1215-1226. 

Forsythe, J. A., B. H. Jiang, N. V. Iyer, F. Agani, S. W. Leung, R. D. Koos and G. 
L. Semenza (1996). "Activation of vascular endothelial growth factor gene 
transcription by hypoxia-inducible factor 1." Mol Cell Biol 16(9): 4604-4613. 

Fre, S., M. Huyghe, P. Mourikis, S. Robine, D. Louvard and S. Artavanis-
Tsakonas (2005). "Notch signals control the fate of immature progenitor cells in 
the intestine." Nature 435(7044): 964-968. 

Frew, I. J. and H. Moch (2015). "A clearer view of the molecular complexity of 
clear cell renal cell carcinoma." Annu Rev Pathol 10: 263-289. 

Frew, I. J., C. R. Thoma, S. Georgiev, A. Minola, M. Hitz, M. Montani, H. Moch 
and W. Krek (2008). "pVHL and PTEN tumour suppressor proteins cooperatively 
suppress kidney cyst formation." EMBO J 27(12): 1747-1757. 

Fu, J., Q. Y. Yang, K. Sai, F. R. Chen, J. C. Pang, H. K. Ng, A. L. Kwan and Z. P. 
Chen (2013). "TGM2 inhibition attenuates ID1 expression in CD44-high glioma-
initiating cells." Neuro Oncol 15(10): 1353-1365. 

Fu, L., G. Wang, M. M. Shevchuk, D. M. Nanus and L. J. Gudas (2011). 
"Generation of a mouse model of Von Hippel-Lindau kidney disease leading to 
renal cancers by expression of a constitutively active mutant of HIF1alpha." 
Cancer Res 71(21): 6848-6856. 

Fu, L., G. Wang, M. M. Shevchuk, D. M. Nanus and L. J. Gudas (2013). 
"Activation of HIF2alpha in kidney proximal tubule cells causes abnormal 
glycogen deposition but not tumorigenesis." Cancer Res 73(9): 2916-2925. 

Fuhrman, S. A., L. C. Lasky and C. Limas (1982). "Prognostic significance of 
morphologic parameters in renal cell carcinoma." Am J Surg Pathol 6(7): 655-663. 

Gainetdinov, R. R. (2008). "Dopamine transporter mutant mice in experimental 
neuropharmacology." Naunyn Schmiedebergs Arch Pharmacol 377(4-6): 301-313. 

Garcia, A. and J. J. Kandel (2012). "Notch: a key regulator of tumor angiogenesis 
and metastasis." Histol Histopathol 27(2): 151-156. 

George, J., J. S. Lim, S. J. Jang, Y. Cun, L. Ozretic, G. Kong, F. Leenders, X. Lu, 
L. Fernandez-Cuesta, G. Bosco, C. Muller, I. Dahmen, N. S. Jahchan, K. S. Park, 
D. Yang, A. N. Karnezis, D. Vaka, A. Torres, M. S. Wang, J. O. Korbel, R. 
Menon, S. M. Chun, D. Kim, M. Wilkerson, N. Hayes, D. Engelmann, B. Putzer, 
M. Bos, S. Michels, I. Vlasic, D. Seidel, B. Pinther, P. Schaub, C. Becker, J. 
Altmuller, J. Yokota, T. Kohno, R. Iwakawa, K. Tsuta, M. Noguchi, T. Muley, H. 
Hoffmann, P. A. Schnabel, I. Petersen, Y. Chen, A. Soltermann, V. Tischler, C. 
M. Choi, Y. H. Kim, P. P. Massion, Y. Zou, D. Jovanovic, M. Kontic, G. M. 
Wright, P. A. Russell, B. Solomon, I. Koch, M. Lindner, L. A. Muscarella, A. la 



102 

Torre, J. K. Field, M. Jakopovic, J. Knezevic, E. Castanos-Velez, L. Roz, U. 
Pastorino, O. T. Brustugun, M. Lund-Iversen, E. Thunnissen, J. Kohler, M. 
Schuler, J. Botling, M. Sandelin, M. Sanchez-Cespedes, H. B. Salvesen, V. 
Achter, U. Lang, M. Bogus, P. M. Schneider, T. Zander, S. Ansen, M. Hallek, J. 
Wolf, M. Vingron, Y. Yatabe, W. D. Travis, P. Nurnberg, C. Reinhardt, S. Perner, 
L. Heukamp, R. Buttner, S. A. Haas, E. Brambilla, M. Peifer, J. Sage and R. K. 
Thomas (2015). "Comprehensive genomic profiles of small cell lung cancer." 
Nature 524(7563): 47-53. 

Gerlinger, M., S. Horswell, J. Larkin, A. J. Rowan, M. P. Salm, I. Varela, R. 
Fisher, N. McGranahan, N. Matthews, C. R. Santos, P. Martinez, B. Phillimore, S. 
Begum, A. Rabinowitz, B. Spencer-Dene, S. Gulati, P. A. Bates, G. Stamp, L. 
Pickering, M. Gore, D. L. Nicol, S. Hazell, P. A. Futreal, A. Stewart and C. 
Swanton (2014). "Genomic architecture and evolution of clear cell renal cell 
carcinomas defined by multiregion sequencing." Nat Genet 46(3): 225-233. 

Giachino, C., J. L. Boulay, R. Ivanek, A. Alvarado, C. Tostado, S. Lugert, J. 
Tchorz, M. Coban, L. Mariani, B. Bettler, J. Lathia, S. Frank, S. Pfister, M. Kool 
and V. Taylor (2015). "A Tumor Suppressor Function for Notch Signaling in 
Forebrain Tumor Subtypes." Cancer Cell 28(6): 730-742. 

Giatromanolaki, A., E. Sivridis, A. Fiska and M. I. Koukourakis (2006). 
"Hypoxia-inducible factor-2 alpha (HIF-2 alpha) induces angiogenesis in breast 
carcinomas." Appl Immunohistochem Mol Morphol 14(1): 78-82. 

Gilbert, C. A., M. C. Daou, R. P. Moser and A. H. Ross (2010). "Gamma-secretase 
inhibitors enhance temozolomide treatment of human gliomas by inhibiting 
neurosphere repopulation and xenograft recurrence." Cancer Res 70(17): 6870-
6879. 

Gnarra, J. R., J. M. Ward, F. D. Porter, J. R. Wagner, D. E. Devor, A. Grinberg, 
M. R. Emmert-Buck, H. Westphal, R. D. Klausner and W. M. Linehan (1997). 
"Defective placental vasculogenesis causes embryonic lethality in VHL-deficient 
mice." Proc Natl Acad Sci U S A 94(17): 9102-9107. 

Gordan, J. D., J. A. Bertout, C. J. Hu, J. A. Diehl and M. C. Simon (2007). "HIF-
2alpha promotes hypoxic cell proliferation by enhancing c-myc transcriptional 
activity." Cancer Cell 11(4): 335-347. 

Gothie, E., D. E. Richard, E. Berra, G. Pages and J. Pouyssegur (2000). 
"Identification of alternative spliced variants of human hypoxia-inducible factor-
1alpha." J Biol Chem 275(10): 6922-6927. 

Greenwald, I. and G. Seydoux (1990). "Analysis of gain-of-function mutations of 
the lin-12 gene of Caenorhabditis elegans." Nature 346(6280): 197-199. 



103 

Gu, H., J. D. Marth, P. C. Orban, H. Mossmann and K. Rajewsky (1994). 
"Deletion of a DNA polymerase beta gene segment in T cells using cell type-
specific gene targeting." Science 265(5168): 103-106. 

Gu, Y. F., S. Cohn, A. Christie, T. McKenzie, N. C. Wolff, Q. N. Do, A. 
Madhuranthakam, I. Pedrosa, T. Wang, A. Dey, M. Busslinger, X. J. Xie, R. E. 
Hammer, R. M. McKay, P. Kapur and J. Brugarolas (2017). "Modeling Renal Cell 
Carcinoma in Mice: Bap1 and Pbrm1 Inactivation Drive Tumor Grade." Cancer 
Discov. 

Guadagno, E., G. Borrelli, M. Califano, G. Cali, D. Solari and M. Del Basso De 
Caro (2016). "Immunohistochemical expression of stem cell markers CD44 and 
nestin in glioblastomas: Evaluation of their prognostic significance." Pathol Res 
Pract 212(9): 825-832. 

Guichet, P. O., S. Guelfi, M. Teigell, L. Hoppe, N. Bakalara, L. Bauchet, H. 
Duffau, K. Lamszus, B. Rothhut and J. P. Hugnot (2015). "Notch1 stimulation 
induces a vascularization switch with pericyte-like cell differentiation of 
glioblastoma stem cells." Stem Cells 33(1): 21-34. 

Gunther, H. S., N. O. Schmidt, H. S. Phillips, D. Kemming, S. Kharbanda, R. 
Soriano, Z. Modrusan, H. Meissner, M. Westphal and K. Lamszus (2008). 
"Glioblastoma-derived stem cell-enriched cultures form distinct subgroups 
according to molecular and phenotypic criteria." Oncogene 27(20): 2897-2909. 

Gustafsson, M. V., X. Zheng, T. Pereira, K. Gradin, S. Jin, J. Lundkvist, J. L. 
Ruas, L. Poellinger, U. Lendahl and M. Bondesson (2005). "Hypoxia requires 
notch signaling to maintain the undifferentiated cell state." Dev Cell 9(5): 617-
628. 

Hambardzumyan, D. and G. Bergers (2015). "Glioblastoma: Defining Tumor 
Niches." Trends Cancer 1(4): 252-265. 

Hanahan, D. and R. A. Weinberg (2000). "The hallmarks of cancer." Cell 100(1): 
57-70. 

Hanahan, D. and R. A. Weinberg (2011). "Hallmarks of cancer: the next 
generation." Cell 144(5): 646-674. 

Handorf, A. M., Y. Zhou, M. A. Halanski and W. J. Li (2015). "Tissue stiffness 
dictates development, homeostasis, and disease progression." Organogenesis 
11(1): 1-15. 

Hansson, J., A. E. Ericsson, H. Axelson and M. E. Johansson (2016). "Species 
diversity regarding the presence of proximal tubular progenitor cells of the 
kidney." Eur J Histochem 60(1): 2567. 



104 

Harlander, S., D. Schonenberger, N. C. Toussaint, M. Prummer, A. Catalano, L. 
Brandt, H. Moch, P. J. Wild and I. J. Frew (2017). "Combined mutation in Vhl, 
Trp53 and Rb1 causes clear cell renal cell carcinoma in mice." Nat Med. 

Heddleston, J. M., Z. Li, R. E. McLendon, A. B. Hjelmeland and J. N. Rich 
(2009). "The hypoxic microenvironment maintains glioblastoma stem cells and 
promotes reprogramming towards a cancer stem cell phenotype." Cell Cycle 
8(20): 3274-3284. 

Hediger, M. A., B. Clemencon, R. E. Burrier and E. A. Bruford (2013). "The 
ABCs of membrane transporters in health and disease (SLC series): introduction." 
Mol Aspects Med 34(2-3): 95-107. 

Helczynska, K., A. M. Larsson, L. Holmquist Mengelbier, E. Bridges, E. 
Fredlund, S. Borgquist, G. Landberg, S. Pahlman and K. Jirstrom (2008). 
"Hypoxia-inducible factor-2alpha correlates to distant recurrence and poor 
outcome in invasive breast cancer." Cancer Res 68(22): 9212-9220. 

Hergovich, A., J. Lisztwan, R. Barry, P. Ballschmieter and W. Krek (2003). 
"Regulation of microtubule stability by the von Hippel-Lindau tumour suppressor 
protein pVHL." Nat Cell Biol 5(1): 64-70. 

Herman, J. G., F. Latif, Y. Weng, M. I. Lerman, B. Zbar, S. Liu, D. Samid, D. S. 
Duan, J. R. Gnarra, W. M. Linehan and et al. (1994). "Silencing of the VHL 
tumor-suppressor gene by DNA methylation in renal carcinoma." Proc Natl Acad 
Sci U S A 91(21): 9700-9704. 

Hess, C. F., J. C. Schaaf, R. D. Kortmann, M. Schabet and M. Bamberg (1994). 
"Malignant glioma: patterns of failure following individually tailored limited 
volume irradiation." Radiother Oncol 30(2): 146-149. 

Hirose, K., M. Morita, M. Ema, J. Mimura, H. Hamada, H. Fujii, Y. Saijo, O. 
Gotoh, K. Sogawa and Y. Fujii-Kuriyama (1996). "cDNA cloning and tissue-
specific expression of a novel basic helix-loop-helix/PAS factor (Arnt2) with close 
sequence similarity to the aryl hydrocarbon receptor nuclear translocator (Arnt)." 
Mol Cell Biol 16(4): 1706-1713. 

Hock, B., B. Bohme, T. Karn, T. Yamamoto, K. Kaibuchi, U. Holtrich, S. 
Holland, T. Pawson, H. Rubsamen-Waigmann and K. Strebhardt (1998). "PDZ-
domain-mediated interaction of the Eph-related receptor tyrosine kinase EphB3 
and the ras-binding protein AF6 depends on the kinase activity of the receptor." 
Proc Natl Acad Sci U S A 95(17): 9779-9784. 

Hockel, M., C. Knoop, K. Schlenger, B. Vorndran, E. Baussmann, M. Mitze, P. G. 
Knapstein and P. Vaupel (1993). "Intratumoral pO2 predicts survival in advanced 
cancer of the uterine cervix." Radiother Oncol 26(1): 45-50. 



105 

Hockel, M. and P. Vaupel (2001). "Tumor hypoxia: definitions and current 
clinical, biologic, and molecular aspects." J Natl Cancer Inst 93(4): 266-276. 

Holmquist-Mengelbier, L., E. Fredlund, T. Lofstedt, R. Noguera, S. Navarro, H. 
Nilsson, A. Pietras, J. Vallon-Christersson, A. Borg, K. Gradin, L. Poellinger and 
S. Pahlman (2006). "Recruitment of HIF-1alpha and HIF-2alpha to common target 
genes is differentially regulated in neuroblastoma: HIF-2alpha promotes an 
aggressive phenotype." Cancer Cell 10(5): 413-423. 

Hossain, A., J. Gumin, F. Gao, J. Figueroa, N. Shinojima, T. Takezaki, W. Priebe, 
D. Villarreal, S. G. Kang, C. Joyce, E. Sulman, Q. Wang, F. C. Marini, M. 
Andreeff, H. Colman and F. F. Lang (2015). "Mesenchymal Stem Cells Isolated 
From Human Gliomas Increase Proliferation and Maintain Stemness of Glioma 
Stem Cells Through the IL-6/gp130/STAT3 Pathway." Stem Cells 33(8): 2400-
2415. 

Hu, C. Y., D. Mohtat, Y. Yu, Y. A. Ko, N. Shenoy, S. Bhattacharya, M. C. 
Izquierdo, A. S. Park, O. Giricz, N. Vallumsetla, K. Gundabolu, K. Ware, T. D. 
Bhagat, M. Suzuki, J. Pullman, X. S. Liu, J. M. Greally, K. Susztak and A. Verma 
(2014). "Kidney cancer is characterized by aberrant methylation of tissue-specific 
enhancers that are prognostic for overall survival." Clin Cancer Res 20(16): 4349-
4360. 

Huang, L. E., J. Gu, M. Schau and H. F. Bunn (1998). "Regulation of hypoxia-
inducible factor 1alpha is mediated by an O2-dependent degradation domain via 
the ubiquitin-proteasome pathway." Proc Natl Acad Sci U S A 95(14): 7987-7992. 

Huang, Q. B., X. Ma, H. Z. Li, Q. Ai, S. W. Liu, Y. Zhang, Y. Gao, Y. Fan, D. Ni, 
B. J. Wang and X. Zhang (2014). "Endothelial Delta-like 4 (DLL4) promotes renal 
cell carcinoma hematogenous metastasis." Oncotarget 5(10): 3066-3075. 

Huang, Q. B., X. Ma, X. Zhang, S. W. Liu, Q. Ai, T. P. Shi, Y. Zhang, Y. Gao, Y. 
Fan, D. Ni, B. J. Wang, H. Z. Li and T. Zheng (2013). "Down-Regulated miR-30a 
in Clear Cell Renal Cell Carcinoma Correlated with Tumor Hematogenous 
Metastasis by Targeting Angiogenesis-Specific DLL4." PLoS One 8(6): e67294. 

Hubbi, M. E., Kshitiz, D. M. Gilkes, S. Rey, C. C. Wong, W. Luo, D. H. Kim, C. 
V. Dang, A. Levchenko and G. L. Semenza (2013). "A nontranscriptional role for 
HIF-1alpha as a direct inhibitor of DNA replication." Sci Signal 6(262): ra10. 

Huse, J. T. and E. C. Holland (2010). "Targeting brain cancer: advances in the 
molecular pathology of malignant glioma and medulloblastoma." Nat Rev Cancer 
10(5): 319-331. 

Iacob, G. and E. B. Dinca (2009). "Current data and strategy in glioblastoma 
multiforme." J Med Life 2(4): 386-393. 



106 

Iliopoulos, O., A. P. Levy, C. Jiang, W. G. Kaelin, Jr. and M. A. Goldberg (1996). 
"Negative regulation of hypoxia-inducible genes by the von Hippel-Lindau 
protein." Proc Natl Acad Sci U S A 93(20): 10595-10599. 

Infanger, D. W., Y. Cho, B. S. Lopez, S. Mohanan, S. C. Liu, D. Gursel, J. A. 
Boockvar and C. Fischbach (2013). "Glioblastoma stem cells are regulated by 
interleukin-8 signaling in a tumoral perivascular niche." Cancer Res 73(23): 7079-
7089. 

Ishida, T. (2000). "Immunohistochemical expression of the CD44 variant 6 in 
colorectal adenocarcinoma." Surg Today 30(1): 28-32. 

Ivan, M. and W. G. Kaelin, Jr. (2017). "The EGLN-HIF O2-Sensing System: 
Multiple Inputs and Feedbacks." Mol Cell 66(6): 772-779. 

Ivan, M., K. Kondo, H. Yang, W. Kim, J. Valiando, M. Ohh, A. Salic, J. M. Asara, 
W. S. Lane and W. G. Kaelin, Jr. (2001). "HIFalpha targeted for VHL-mediated 
destruction by proline hydroxylation: implications for O2 sensing." Science 
292(5516): 464-468. 

Jarriault, S., C. Brou, F. Logeat, E. H. Schroeter, R. Kopan and A. Israel (1995). 
"Signalling downstream of activated mammalian Notch." Nature 377(6547): 355-
358. 

Jogi, A., I. Ora, H. Nilsson, A. Lindeheim, Y. Makino, L. Poellinger, H. Axelson 
and S. Pahlman (2002). "Hypoxia alters gene expression in human neuroblastoma 
cells toward an immature and neural crest-like phenotype." Proc Natl Acad Sci U 
S A 99(10): 7021-7026. 

Jokilehto, T. and P. M. Jaakkola (2010). "The role of HIF prolyl hydroxylases in 
tumour growth." J Cell Mol Med 14(4): 758-770. 

Jones, J. C., S. Rustagi and P. J. Dempsey (2016). "ADAM Proteases and 
Gastrointestinal Function." Annu Rev Physiol 78: 243-276. 

Jones, M., L. Tussey, N. Athanasou and D. G. Jackson (2000). "Heparan sulfate 
proteoglycan isoforms of the CD44 hyaluronan receptor induced in human 
inflammatory macrophages can function as paracrine regulators of fibroblast 
growth factor action." J Biol Chem 275(11): 7964-7974. 

Jordan, B. F. and P. Sonveaux (2012). "Targeting tumor perfusion and 
oxygenation to improve the outcome of anticancer therapy." Front Pharmacol 3: 
94. 

Kaaijk, P., D. Troost, F. Morsink, R. M. Keehnen, S. Leenstra, D. A. Bosch and S. 
T. Pals (1995). "Expression of CD44 splice variants in human primary brain 
tumors." J Neurooncol 26(3): 185-190. 



107 

Kaelin, W. G., Jr. (2002). "Molecular basis of the VHL hereditary cancer 
syndrome." Nat Rev Cancer 2(9): 673-682. 

Kaelin, W. G., Jr. and P. J. Ratcliffe (2008). "Oxygen sensing by metazoans: the 
central role of the HIF hydroxylase pathway." Mol Cell 30(4): 393-402. 

Kajita, M., Y. Itoh, T. Chiba, H. Mori, A. Okada, H. Kinoh and M. Seiki (2001). 
"Membrane-type 1 matrix metalloproteinase cleaves CD44 and promotes cell 
migration." J Cell Biol 153(5): 893-904. 

Kamura, T., D. M. Koepp, M. N. Conrad, D. Skowyra, R. J. Moreland, O. 
Iliopoulos, W. S. Lane, W. G. Kaelin, Jr., S. J. Elledge, R. C. Conaway, J. W. 
Harper and J. W. Conaway (1999). "Rbx1, a component of the VHL tumor 
suppressor complex and SCF ubiquitin ligase." Science 284(5414): 657-661. 

Kao, H. Y., P. Ordentlich, N. Koyano-Nakagawa, Z. Tang, M. Downes, C. R. 
Kintner, R. M. Evans and T. Kadesch (1998). "A histone deacetylase corepressor 
complex regulates the Notch signal transduction pathway." Genes Dev 12(15): 
2269-2277. 

Kapitsinou, P. P. and V. H. Haase (2008). "The VHL tumor suppressor and HIF: 
insights from genetic studies in mice." Cell Death Differ 15(4): 650-659. 

Katz, A. M., N. M. Amankulor, K. Pitter, K. Helmy, M. Squatrito and E. C. 
Holland (2012). "Astrocyte-specific expression patterns associated with the 
PDGF-induced glioma microenvironment." PLoS One 7(2): e32453. 

Kebabian, J. W. and D. B. Calne (1979). "Multiple receptors for dopamine." 
Nature 277(5692): 93-96. 

Keith, B., R. S. Johnson and M. C. Simon (2011). "HIF1alpha and HIF2alpha: 
sibling rivalry in hypoxic tumour growth and progression." Nat Rev Cancer 12(1): 
9-22. 

Keith, B. and M. C. Simon (2007). "Hypoxia-inducible factors, stem cells, and 
cancer." Cell 129(3): 465-472. 

Kim, J. W., I. Tchernyshyov, G. L. Semenza and C. V. Dang (2006). "HIF-1-
mediated expression of pyruvate dehydrogenase kinase: a metabolic switch 
required for cellular adaptation to hypoxia." Cell Metab 3(3): 177-185. 

Koehler, A. N. (2010). "A complex task? Direct modulation of transcription 
factors with small molecules." Curr Opin Chem Biol 14(3): 331-340. 

Koh, M. Y. and G. Powis (2012). "Passing the baton: the HIF switch." Trends 
Biochem Sci 37(9): 364-372. 

Kondo, K., W. Y. Kim, M. Lechpammer and W. G. Kaelin, Jr. (2003). "Inhibition 
of HIF2alpha is sufficient to suppress pVHL-defective tumor growth." PLoS Biol 
1(3): E83. 



108 

Kondo, K., J. Klco, E. Nakamura, M. Lechpammer and W. G. Kaelin, Jr. (2002). 
"Inhibition of HIF is necessary for tumor suppression by the von Hippel-Lindau 
protein." Cancer Cell 1(3): 237-246. 

Kopan, R. and M. X. Ilagan (2009). "The canonical Notch signaling pathway: 
unfolding the activation mechanism." Cell 137(2): 216-233. 

Kopan, R., E. H. Schroeter, H. Weintraub and J. S. Nye (1996). "Signal 
transduction by activated mNotch: importance of proteolytic processing and its 
regulation by the extracellular domain." Proc Natl Acad Sci U S A 93(4): 1683-
1688. 

Kovacs, G., M. Akhtar, B. J. Beckwith, P. Bugert, C. S. Cooper, B. Delahunt, J. N. 
Eble, S. Fleming, B. Ljungberg, L. J. Medeiros, H. Moch, V. E. Reuter, E. Ritz, G. 
Roos, D. Schmidt, J. R. Srigley, S. Storkel, E. van den Berg and B. Zbar (1997). 
"The Heidelberg classification of renal cell tumours." J Pathol 183(2): 131-133. 

Kovall, R. A., B. Gebelein, D. Sprinzak and R. Kopan (2017). "The Canonical 
Notch Signaling Pathway: Structural and Biochemical Insights into Shape, Sugar, 
and Force." Dev Cell 41(3): 228-241. 

Krivosheya, D., S. S. Prabhu, J. S. Weinberg and R. Sawaya (2016). "Technical 
principles in glioma surgery and preoperative considerations." J Neurooncol 
130(2): 243-252. 

Kurban, G., E. Duplan, N. Ramlal, V. Hudon, Y. Sado, Y. Ninomiya and A. Pause 
(2008). "Collagen matrix assembly is driven by the interaction of von Hippel-
Lindau tumor suppressor protein with hydroxylated collagen IV alpha 2." 
Oncogene 27(7): 1004-1012. 

Kwon, C. H., D. Zhao, J. Chen, S. Alcantara, Y. Li, D. K. Burns, R. P. Mason, E. 
Y. Lee, H. Wu and L. F. Parada (2008). "Pten haploinsufficiency accelerates 
formation of high-grade astrocytomas." Cancer Res 68(9): 3286-3294. 

Laitala, A., E. Aro, G. Walkinshaw, J. M. Maki, M. Rossi, M. Heikkila, E. R. 
Savolainen, M. Arend, K. I. Kivirikko, P. Koivunen and J. Myllyharju (2012). 
"Transmembrane prolyl 4-hydroxylase is a fourth prolyl 4-hydroxylase regulating 
EPO production and erythropoiesis." Blood 120(16): 3336-3344. 

Lando, D., D. J. Peet, D. A. Whelan, J. J. Gorman and M. L. Whitelaw (2002). 
"Asparagine hydroxylation of the HIF transactivation domain a hypoxic switch." 
Science 295(5556): 858-861. 

Landor, S. K. and U. Lendahl (2017). "The interplay between the cellular hypoxic 
response and Notch signaling." Exp Cell Res 356(2): 146-151. 

Landor, S. K., A. P. Mutvei, V. Mamaeva, S. Jin, M. Busk, R. Borra, T. J. 
Gronroos, P. Kronqvist, U. Lendahl and C. M. Sahlgren (2011). "Hypo- and 



109 

hyperactivated Notch signaling induce a glycolytic switch through distinct 
mechanisms." Proc Natl Acad Sci U S A 108(46): 18814-18819. 

Latif, F., K. Tory, J. Gnarra, M. Yao, F. M. Duh, M. L. Orcutt, T. Stackhouse, I. 
Kuzmin, W. Modi, L. Geil and et al. (1993). "Identification of the von Hippel-
Lindau disease tumor suppressor gene." Science 260(5112): 1317-1320. 

Lee, J., S. Kotliarova, Y. Kotliarov, A. Li, Q. Su, N. M. Donin, S. Pastorino, B. W. 
Purow, N. Christopher, W. Zhang, J. K. Park and H. A. Fine (2006). "Tumor stem 
cells derived from glioblastomas cultured in bFGF and EGF more closely mirror 
the phenotype and genotype of primary tumors than do serum-cultured cell lines." 
Cancer Cell 9(5): 391-403. 

Lee, J. L., M. J. Wang and J. Y. Chen (2009). "Acetylation and activation of 
STAT3 mediated by nuclear translocation of CD44." J Cell Biol 185(6): 949-957. 

Lehmann, H., D. Vicari, P. J. Wild and I. J. Frew (2015). "Combined Deletion of 
Vhl and Kif3a Accelerates Renal Cyst Formation." J Am Soc Nephrol 26(11): 
2778-2788. 

Leite, K. R., S. T. Reis, J. P. Junior, M. Zerati, O. Gomes Dde, L. H. Camara-
Lopes and M. Srougi (2015). "PD-L1 expression in renal cell carcinoma clear cell 
type is related to unfavorable prognosis." Diagn Pathol 10: 189. 

Lendahl, U., K. L. Lee, H. Yang and L. Poellinger (2009). "Generating specificity 
and diversity in the transcriptional response to hypoxia." Nat Rev Genet 10(12): 
821-832. 

Li, H., X. Zhou, D. R. Davis, D. Xu and C. D. Sigmund (2008). "An androgen-
inducible proximal tubule-specific Cre recombinase transgenic model." Am J 
Physiol Renal Physiol 294(6): F1481-1486. 

Li, J., Y. Cui, G. Gao, Z. Zhao, H. Zhang and X. Wang (2011). "Notch1 is an 
independent prognostic factor for patients with glioma." J Surg Oncol 103(8): 813-
817. 

Li, W. and M. B. Graeber (2012). "The molecular profile of microglia under the 
influence of glioma." Neuro Oncol 14(8): 958-978. 

Li, Y., C. Bohm, R. Dodd, F. Chen, S. Qamar, G. Schmitt-Ulms, P. E. Fraser and 
P. H. St George-Hyslop (2014). "Structural biology of presenilin 1 complexes." 
Mol Neurodegener 9: 59. 

Li, Z., S. Bao, Q. Wu, H. Wang, C. Eyler, S. Sathornsumetee, Q. Shi, Y. Cao, J. 
Lathia, R. E. McLendon, A. B. Hjelmeland and J. N. Rich (2009). "Hypoxia-
inducible factors regulate tumorigenic capacity of glioma stem cells." Cancer Cell 
15(6): 501-513. 



110 

Li, Z., H. Wang, C. E. Eyler, A. B. Hjelmeland and J. N. Rich (2009). "Turning 
cancer stem cells inside out: an exploration of glioma stem cell signaling 
pathways." J Biol Chem 284(25): 16705-16709. 

Lidgren, A., Y. Hedberg, K. Grankvist, T. Rasmuson, J. Vasko and B. Ljungberg 
(2005). "The expression of hypoxia-inducible factor 1alpha is a favorable 
independent prognostic factor in renal cell carcinoma." Clin Cancer Res 11(3): 
1129-1135. 

Lindgren, D., A. K. Bostrom, K. Nilsson, J. Hansson, J. Sjolund, C. Moller, K. 
Jirstrom, E. Nilsson, G. Landberg, H. Axelson and M. E. Johansson (2011). 
"Isolation and characterization of progenitor-like cells from human renal proximal 
tubules." Am J Pathol 178(2): 828-837. 

Lindgren, D., P. Eriksson, K. Krawczyk, H. Nilsson, J. Hansson, S. Veerla, J. 
Sjölund, M. Höglund, M. Johansson and H. Axelson (2017). "Cell-Type-Specific 
Gene Programs of the Normal Human Nephron Define Kidney Cancer Subtypes 

." Cell Reports 20, 1–14, August 8. 

Linehan, W. M. (2012). "Genetic basis of kidney cancer: role of genomics for the 
development of disease-based therapeutics." Genome Res 22(11): 2089-2100. 

Liu, G., X. Yuan, Z. Zeng, P. Tunici, H. Ng, I. R. Abdulkadir, L. Lu, D. Irvin, K. 
L. Black and J. S. Yu (2006). "Analysis of gene expression and chemoresistance 
of CD133+ cancer stem cells in glioblastoma." Mol Cancer 5: 67. 

Ljungberg, B., K. Bensalah, S. Canfield, S. Dabestani, F. Hofmann, M. Hora, M. 
A. Kuczyk, T. Lam, L. Marconi, A. S. Merseburger, P. Mulders, T. Powles, M. 
Staehler, A. Volpe and A. Bex (2015). "EAU guidelines on renal cell carcinoma: 
2014 update." Eur Urol 67(5): 913-924. 

Ljungberg, B., S. C. Campbell, H. Y. Choi, D. Jacqmin, J. E. Lee, S. Weikert and 
L. A. Kiemeney (2011). "The epidemiology of renal cell carcinoma." Eur Urol 
60(4): 615-621. 

Lofstedt, T., E. Fredlund, L. Holmquist-Mengelbier, A. Pietras, M. Ovenberger, L. 
Poellinger and S. Pahlman (2007). "Hypoxia inducible factor-2alpha in cancer." 
Cell Cycle 6(8): 919-926. 

Logeat, F., C. Bessia, C. Brou, O. LeBail, S. Jarriault, N. G. Seidah and A. Israel 
(1998). "The Notch1 receptor is cleaved constitutively by a furin-like convertase." 
Proc Natl Acad Sci U S A 95(14): 8108-8112. 

Lohr, K. M., S. T. Masoud, A. Salahpour and G. W. Miller (2017). "Membrane 
transporters as mediators of synaptic dopamine dynamics: implications for 
disease." Eur J Neurosci 45(1): 20-33. 



111 

Lopez, J. I. (2013). "Renal tumors with clear cells. A review." Pathol Res Pract 
209(3): 137-146. 

Louis, D. N. (1994). "The p53 gene and protein in human brain tumors." J 
Neuropathol Exp Neurol 53(1): 11-21. 

Louis, D. N., A. Perry, G. Reifenberger, A. von Deimling, D. Figarella-Branger, 
W. K. Cavenee, H. Ohgaki, O. D. Wiestler, P. Kleihues and D. W. Ellison (2016). 
"The 2016 World Health Organization Classification of Tumors of the Central 
Nervous System: a summary." Acta Neuropathol 131(6): 803-820. 

Ma, N. K., J. K. Lim, M. F. Leong, E. Sandanaraj, B. T. Ang, C. Tang and A. C. 
Wan (2016). "Collaboration of 3D context and extracellular matrix in the 
development of glioma stemness in a 3D model." Biomaterials 78: 62-73. 

Ma, W., L. Tessarollo, S. B. Hong, M. Baba, E. Southon, T. C. Back, S. Spence, 
C. G. Lobe, N. Sharma, G. W. Maher, S. Pack, A. O. Vortmeyer, C. Guo, B. Zbar 
and L. S. Schmidt (2003). "Hepatic vascular tumors, angiectasis in multiple 
organs, and impaired spermatogenesis in mice with conditional inactivation of the 
VHL gene." Cancer Res 63(17): 5320-5328. 

Madsen, C. D., J. T. Pedersen, F. A. Venning, L. B. Singh, E. Moeendarbary, G. 
Charras, T. R. Cox, E. Sahai and J. T. Erler (2015). "Hypoxia and loss of PHD2 
inactivate stromal fibroblasts to decrease tumour stiffness and metastasis." EMBO 
Rep. 

Makino, Y., R. Cao, K. Svensson, G. Bertilsson, M. Asman, H. Tanaka, Y. Cao, 
A. Berkenstam and L. Poellinger (2001). "Inhibitory PAS domain protein is a 
negative regulator of hypoxia-inducible gene expression." Nature 414(6863): 550-
554. 

Mallard, B. W. and J. Tiralongo (2017). "Cancer stem cell marker glycosylation: 
Nature, function and significance." Glycoconj J 34(4): 441-452. 

Mandriota, S. J., K. J. Turner, D. R. Davies, P. G. Murray, N. V. Morgan, H. M. 
Sowter, C. C. Wykoff, E. R. Maher, A. L. Harris, P. J. Ratcliffe and P. H. Maxwell 
(2002). "HIF activation identifies early lesions in VHL kidneys: evidence for site-
specific tumor suppressor function in the nephron." Cancer Cell 1(5): 459-468. 

Maranchie, J. K., J. R. Vasselli, J. Riss, J. S. Bonifacino, W. M. Linehan and R. D. 
Klausner (2002). "The contribution of VHL substrate binding and HIF1-alpha to 
the phenotype of VHL loss in renal cell carcinoma." Cancer Cell 1(3): 247-255. 

Mathia, S., A. Paliege, R. Koesters, H. Peters, H. H. Neumayer, S. Bachmann and 
C. Rosenberger (2013). "Action of hypoxia-inducible factor in liver and kidney 
from mice with Pax8-rtTA-based deletion of von Hippel-Lindau protein." Acta 
Physiol (Oxf) 207(3): 565-576. 



112 

Maxwell, P. H., M. S. Wiesener, G. W. Chang, S. C. Clifford, E. C. Vaux, M. E. 
Cockman, C. C. Wykoff, C. W. Pugh, E. R. Maher and P. J. Ratcliffe (1999). "The 
tumour suppressor protein VHL targets hypoxia-inducible factors for oxygen-
dependent proteolysis." Nature 399(6733): 271-275. 

Maynard, M. A., A. J. Evans, W. Shi, W. Y. Kim, F. F. Liu and M. Ohh (2007). 
"Dominant-negative HIF-3 alpha 4 suppresses VHL-null renal cell carcinoma 
progression." Cell Cycle 6(22): 2810-2816. 

McConnell, S. K. (1995). "Constructing the cerebral cortex: neurogenesis and fate 
determination." Neuron 15(4): 761-768. 

McDermott, D. F., J. A. Sosman, M. Sznol, C. Massard, M. S. Gordon, O. Hamid, 
J. D. Powderly, J. R. Infante, M. Fasso, Y. V. Wang, W. Zou, P. S. Hegde, G. D. 
Fine and T. Powles (2016). "Atezolizumab, an Anti-Programmed Death-Ligand 1 
Antibody, in Metastatic Renal Cell Carcinoma: Long-Term Safety, Clinical 
Activity, and Immune Correlates From a Phase Ia Study." J Clin Oncol 34(8): 833-
842. 

McGuire, B. B. and J. M. Fitzpatrick (2011). "BMI and the risk of renal cell 
carcinoma." Curr Opin Urol 21(5): 356-361. 

McKeown, S. R. (2014). "Defining normoxia, physoxia and hypoxia in tumours-
implications for treatment response." Br J Radiol 87(1035): 20130676. 

Messersmith, W. A., G. I. Shapiro, J. M. Cleary, A. Jimeno, A. Dasari, B. Huang, 
M. N. Shaik, R. Cesari, X. Zheng, J. M. Reynolds, P. A. English, K. R. 
McLachlan, K. A. Kern and P. M. LoRusso (2015). "A Phase I, dose-finding study 
in patients with advanced solid malignancies of the oral gamma-secretase inhibitor 
PF-03084014." Clin Cancer Res 21(1): 60-67. 

Minuzzo, S., V. Agnusdei, I. Pusceddu, M. Pinazza, L. Moserle, M. Masiero, E. 
Rossi, M. Crescenzi, T. Hoey, M. Ponzoni, A. Amadori and S. Indraccolo (2015). 
"DLL4 regulates NOTCH signaling and growth of T acute lymphoblastic leukemia 
cells in NOD/SCID mice." Carcinogenesis 36(1): 115-121. 

Misra, S., V. C. Hascall, C. De Giovanni, R. R. Markwald and S. Ghatak (2009). 
"Delivery of CD44 shRNA/nanoparticles within cancer cells: perturbation of 
hyaluronan/CD44v6 interactions and reduction in adenoma growth in Apc Min/+ 
MICE." J Biol Chem 284(18): 12432-12446. 

Mohr, O. L. (1919). "Character Changes Caused by Mutation of an Entire Region 
of a Chromosome in Drosophila." Genetics 4(3): 275-282. 

Moloney, D. J., V. M. Panin, S. H. Johnston, J. Chen, L. Shao, R. Wilson, Y. 
Wang, P. Stanley, K. D. Irvine, R. S. Haltiwanger and T. F. Vogt (2000). "Fringe 
is a glycosyltransferase that modifies Notch." Nature 406(6794): 369-375. 



113 

Montani, M., K. Heinimann, A. von Teichman, T. Rudolph, A. Perren and H. 
Moch (2010). "VHL-gene deletion in single renal tubular epithelial cells and renal 
tubular cysts: further evidence for a cyst-dependent progression pathway of clear 
cell renal carcinoma in von Hippel-Lindau disease." Am J Surg Pathol 34(6): 806-
815. 

Mooney, K. L., W. Choy, S. Sidhu, P. Pelargos, T. T. Bui, B. Voth, N. Barnette 
and I. Yang (2016). "The role of CD44 in glioblastoma multiforme." J Clin 
Neurosci 34: 1-5. 

Morris, D. E. and R. J. Kimple (2009). "Normal tissue tolerance for high-grade 
gliomas: is it an issue?" Semin Radiat Oncol 19(3): 187-192. 

Motegi, H., Y. Kamoshima, S. Terasaka, H. Kobayashi and K. Houkin (2014). 
"Type 1 collagen as a potential niche component for CD133-positive glioblastoma 
cells." Neuropathology 34(4): 378-385. 

Murakami, D., I. Okamoto, O. Nagano, Y. Kawano, T. Tomita, T. Iwatsubo, B. De 
Strooper, E. Yumoto and H. Saya (2003). "Presenilin-dependent gamma-secretase 
activity mediates the intramembranous cleavage of CD44." Oncogene 22(10): 
1511-1516. 

Nagasaka, S., K. K. Tanabe, J. M. Bruner, H. Saya, R. E. Sawaya and R. S. 
Morrison (1995). "Alternative RNA splicing of the hyaluronic acid receptor CD44 
in the normal human brain and in brain tumors." J Neurosurg 82(5): 858-863. 

Nakamura, H., N. Suenaga, K. Taniwaki, H. Matsuki, K. Yonezawa, M. Fujii, Y. 
Okada and M. Seiki (2004). "Constitutive and induced CD44 shedding by ADAM-
like proteases and membrane-type 1 matrix metalloproteinase." Cancer Res 64(3): 
876-882. 

Ng, K. L., R. Rajandram, C. Morais, N. Y. Yap, H. Samaratunga, G. C. Gobe and 
S. T. Wood (2014). "Differentiation of oncocytoma from chromophobe renal cell 
carcinoma (RCC): can novel molecular biomarkers help solve an old problem?" J 
Clin Pathol 67(2): 97-104. 

Nicolas, M., A. Wolfer, K. Raj, J. A. Kummer, P. Mill, M. van Noort, C. C. Hui, 
H. Clevers, G. P. Dotto and F. Radtke (2003). "Notch1 functions as a tumor 
suppressor in mouse skin." Nat Genet 33(3): 416-421. 

Niessen, K. and A. Karsan (2007). "Notch signaling in the developing 
cardiovascular system." Am J Physiol Cell Physiol 293(1): C1-11. 

Noah, T. K. and N. F. Shroyer (2013). "Notch in the intestine: regulation of 
homeostasis and pathogenesis." Annu Rev Physiol 75: 263-288. 

Nowell, C. S. and F. Radtke (2017). "Notch as a tumour suppressor." Nat Rev 
Cancer 17(3): 145-159. 



114 

Ohh, M., R. L. Yauch, K. M. Lonergan, J. M. Whaley, A. O. Stemmer-
Rachamimov, D. N. Louis, B. J. Gavin, N. Kley, W. G. Kaelin, Jr. and O. 
Iliopoulos (1998). "The von Hippel-Lindau tumor suppressor protein is required 
for proper assembly of an extracellular fibronectin matrix." Mol Cell 1(7): 959-
968. 

Ohnishi, S., O. Maehara, K. Nakagawa, A. Kameya, K. Otaki, H. Fujita, R. 
Higashi, K. Takagi, M. Asaka, N. Sakamoto, M. Kobayashi and H. Takeda (2013). 
"hypoxia-inducible factors activate CD133 promoter through ETS family 
transcription factors." PLoS One 8(6): e66255. 

Oka, C., T. Nakano, A. Wakeham, J. L. de la Pompa, C. Mori, T. Sakai, S. 
Okazaki, M. Kawaichi, K. Shiota, T. W. Mak and T. Honjo (1995). "Disruption of 
the mouse RBP-J kappa gene results in early embryonic death." Development 
121(10): 3291-3301. 

Okamoto, I., Y. Kawano, D. Murakami, T. Sasayama, N. Araki, T. Miki, A. J. 
Wong and H. Saya (2001). "Proteolytic release of CD44 intracellular domain and 
its role in the CD44 signaling pathway." J Cell Biol 155(5): 755-762. 

Okochi, M., H. Steiner, A. Fukumori, H. Tanii, T. Tomita, T. Tanaka, T. Iwatsubo, 
T. Kudo, M. Takeda and C. Haass (2002). "Presenilins mediate a dual 
intramembranous gamma-secretase cleavage of Notch-1." EMBO J 21(20): 5408-
5416. 

Oliveira, M. L., P. Akkapeddi, I. Alcobia, A. R. Almeida, B. A. Cardoso, R. 
Fragoso, T. L. Serafim and J. T. Barata (2017). "From the outside, from within: 
Biological and therapeutic relevance of signal transduction in T-cell acute 
lymphoblastic leukemia." Cell Signal 38: 10-25. 

Orian-Rousseau, V., L. Chen, J. P. Sleeman, P. Herrlich and H. Ponta (2002). 
"CD44 is required for two consecutive steps in HGF/c-Met signaling." Genes Dev 
16(23): 3074-3086. 

Orian-Rousseau, V. and J. Sleeman (2014). "CD44 is a multidomain signaling 
platform that integrates extracellular matrix cues with growth factor and cytokine 
signals." Adv Cancer Res 123: 231-254. 

Ostrom, Q. T., H. Gittleman, J. Fulop, M. Liu, R. Blanda, C. Kromer, Y. 
Wolinsky, C. Kruchko and J. S. Barnholtz-Sloan (2015). "CBTRUS Statistical 
Report: Primary Brain and Central Nervous System Tumors Diagnosed in the 
United States in 2008-2012." Neuro Oncol 17 Suppl 4: iv1-iv62. 

Ozawa, T., M. Riester, Y. K. Cheng, J. T. Huse, M. Squatrito, K. Helmy, N. 
Charles, F. Michor and E. C. Holland (2014). "Most human non-GCIMP 
glioblastoma subtypes evolve from a common proneural-like precursor glioma." 
Cancer Cell 26(2): 288-300. 



115 

Pajvani, U. B., L. Qiang, T. Kangsamaksin, J. Kitajewski, H. N. Ginsberg and D. 
Accili (2013). "Inhibition of Notch uncouples Akt activation from hepatic lipid 
accumulation by decreasing mTorc1 stability." Nat Med 19(8): 1054-1060. 

Parks, A. L., K. M. Klueg, J. R. Stout and M. A. Muskavitch (2000). "Ligand 
endocytosis drives receptor dissociation and activation in the Notch pathway." 
Development 127(7): 1373-1385. 

Pastrana, E., V. Silva-Vargas and F. Doetsch (2011). "Eyes wide open: a critical 
review of sphere-formation as an assay for stem cells." Cell Stem Cell 8(5): 486-
498. 

Patard, J. J., E. Leray, N. Rioux-Leclercq, L. Cindolo, V. Ficarra, A. Zisman, A. 
De La Taille, J. Tostain, W. Artibani, C. C. Abbou, B. Lobel, F. Guille, D. K. 
Chopin, P. F. Mulders, C. G. Wood, D. A. Swanson, R. A. Figlin, A. S. 
Belldegrun and A. J. Pantuck (2005). "Prognostic value of histologic subtypes in 
renal cell carcinoma: a multicenter experience." J Clin Oncol 23(12): 2763-2771. 

Patel, A. P., I. Tirosh, J. J. Trombetta, A. K. Shalek, S. M. Gillespie, H. 
Wakimoto, D. P. Cahill, B. V. Nahed, W. T. Curry, R. L. Martuza, D. N. Louis, O. 
Rozenblatt-Rosen, M. L. Suva, A. Regev and B. E. Bernstein (2014). "Single-cell 
RNA-seq highlights intratumoral heterogeneity in primary glioblastoma." Science 
344(6190): 1396-1401. 

Patel, S. A. and M. C. Simon (2008). "Biology of hypoxia-inducible factor-2alpha 
in development and disease." Cell Death Differ 15(4): 628-634. 

Pause, A., S. Lee, R. A. Worrell, D. Y. Chen, W. H. Burgess, W. M. Linehan and 
R. D. Klausner (1997). "The von Hippel-Lindau tumor-suppressor gene product 
forms a stable complex with human CUL-2, a member of the Cdc53 family of 
proteins." Proc Natl Acad Sci U S A 94(6): 2156-2161. 

Pear, W. S., J. C. Aster, M. L. Scott, R. P. Hasserjian, B. Soffer, J. Sklar and D. 
Baltimore (1996). "Exclusive development of T cell neoplasms in mice 
transplanted with bone marrow expressing activated Notch alleles." J Exp Med 
183(5): 2283-2291. 

Pena-Llopis, S., S. Vega-Rubin-de-Celis, A. Liao, N. Leng, A. Pavia-Jimenez, S. 
Wang, T. Yamasaki, L. Zhrebker, S. Sivanand, P. Spence, L. Kinch, T. Hambuch, 
S. Jain, Y. Lotan, V. Margulis, A. I. Sagalowsky, P. B. Summerour, W. Kabbani, 
S. W. Wong, N. Grishin, M. Laurent, X. J. Xie, C. D. Haudenschild, M. T. Ross, 
D. R. Bentley, P. Kapur and J. Brugarolas (2012). "BAP1 loss defines a new class 
of renal cell carcinoma." Nat Genet 44(7): 751-759. 

Penninkilampi, R., H. M. Brothers and G. D. Eslick (2016). "Pharmacological 
Agents Targeting gamma-Secretase Increase Risk of Cancer and Cognitive 
Decline in Alzheimer's Disease Patients: A Systematic Review and Meta-
Analysis." J Alzheimers Dis 53(4): 1395-1404. 



116 

Philips, G. K. and M. B. Atkins (2014). "New agents and new targets for renal cell 
carcinoma." Am Soc Clin Oncol Educ Book: e222-227. 

Phillips, H. S., S. Kharbanda, R. Chen, W. F. Forrest, R. H. Soriano, T. D. Wu, A. 
Misra, J. M. Nigro, H. Colman, L. Soroceanu, P. M. Williams, Z. Modrusan, B. G. 
Feuerstein and K. Aldape (2006). "Molecular subclasses of high-grade glioma 
predict prognosis, delineate a pattern of disease progression, and resemble stages 
in neurogenesis." Cancer Cell 9(3): 157-173. 

Pietras, A., A. M. Katz, E. J. Ekstrom, B. Wee, J. J. Halliday, K. L. Pitter, J. L. 
Werbeck, N. M. Amankulor, J. T. Huse and E. C. Holland (2014). "Osteopontin-
CD44 signaling in the glioma perivascular niche enhances cancer stem cell 
phenotypes and promotes aggressive tumor growth." Cell Stem Cell 14(3): 357-
369. 

Piva, F., M. Santoni, M. R. Matrana, S. Satti, M. Giulietti, G. Occhipinti, F. 
Massari, L. Cheng, A. Lopez-Beltran, M. Scarpelli, G. Principato, S. Cascinu and 
R. Montironi (2015). "BAP1, PBRM1 and SETD2 in clear-cell renal cell 
carcinoma: molecular diagnostics and possible targets for personalized therapies." 
Expert Rev Mol Diagn 15(9): 1201-1210. 

Placone, A. L., A. Quinones-Hinojosa and P. C. Searson (2016). "The role of 
astrocytes in the progression of brain cancer: complicating the picture of the tumor 
microenvironment." Tumour Biol 37(1): 61-69. 

Pongratz, I., C. Antonsson, M. L. Whitelaw and L. Poellinger (1998). "Role of the 
PAS domain in regulation of dimerization and DNA binding specificity of the 
dioxin receptor." Mol Cell Biol 18(7): 4079-4088. 

Pramod, A. B., J. Foster, L. Carvelli and L. K. Henry (2013). "SLC6 transporters: 
structure, function, regulation, disease association and therapeutics." Mol Aspects 
Med 34(2-3): 197-219. 

Prasad, S. R., V. R. Narra, R. Shah, P. A. Humphrey, J. Jagirdar, J. R. Catena, N. 
C. Dalrymple and C. L. Siegel (2007). "Segmental disorders of the nephron: 
histopathological and imaging perspective." Br J Radiol 80(956): 593-602. 

Raber, J., R. H. Olsen, W. Su, S. Foster, R. Xing, S. F. Acevedo and L. S. 
Sherman (2014). "CD44 is required for spatial memory retention and sensorimotor 
functions." Behav Brain Res 275: 146-149. 

Rafnar, T., S. H. Vermeulen, P. Sulem, G. Thorleifsson, K. K. Aben, J. A. Witjes, 
A. J. Grotenhuis, G. W. Verhaegh, C. A. Hulsbergen-van de Kaa, S. Besenbacher, 
D. Gudbjartsson, S. N. Stacey, J. Gudmundsson, H. Johannsdottir, H. Bjarnason, 
C. Zanon, H. Helgadottir, J. G. Jonasson, L. Tryggvadottir, E. Jonsson, G. 
Geirsson, S. Nikulasson, V. Petursdottir, D. T. Bishop, S. Chung-Sak, A. 
Choudhury, F. Elliott, J. H. Barrett, M. A. Knowles, P. J. de Verdier, C. Ryk, A. 
Lindblom, P. Rudnai, E. Gurzau, K. Koppova, P. Vineis, S. Polidoro, S. Guarrera, 



117 

C. Sacerdote, A. Panadero, J. I. Sanz-Velez, M. Sanchez, G. Valdivia, M. D. 
Garcia-Prats, J. G. Hengstler, S. Selinski, H. Gerullis, D. Ovsiannikov, A. Khezri, 
A. Aminsharifi, M. Malekzadeh, L. H. van den Berg, R. A. Ophoff, J. H. Veldink, 
M. P. Zeegers, E. Kellen, J. Fostinelli, D. Andreoli, C. Arici, S. Porru, F. Buntinx, 
A. Ghaderi, K. Golka, J. I. Mayordomo, G. Matullo, R. Kumar, G. Steineck, A. E. 
Kiltie, A. Kong, U. Thorsteinsdottir, K. Stefansson and L. A. Kiemeney (2011). 
"European genome-wide association study identifies SLC14A1 as a new urinary 
bladder cancer susceptibility gene." Hum Mol Genet 20(21): 4268-4281. 

Ramirez-Bergeron, D. L. and M. C. Simon (2001). "Hypoxia-inducible factor and 
the development of stem cells of the cardiovascular system." Stem Cells 19(4): 
279-286. 

Ranganathan, P., K. L. Weaver and A. J. Capobianco (2011). "Notch signalling in 
solid tumours: a little bit of everything but not all the time." Nat Rev Cancer 11(5): 
338-351. 

Rangel, M. C., D. Bertolette, N. P. Castro, M. Klauzinska, F. Cuttitta and D. S. 
Salomon (2016). "Developmental signaling pathways regulating mammary stem 
cells and contributing to the etiology of triple-negative breast cancer." Breast 
Cancer Res Treat 156(2): 211-226. 

Rankin, E. B., D. F. Higgins, J. A. Walisser, R. S. Johnson, C. A. Bradfield and V. 
H. Haase (2005). "Inactivation of the arylhydrocarbon receptor nuclear 
translocator (Arnt) suppresses von Hippel-Lindau disease-associated vascular 
tumors in mice." Mol Cell Biol 25(8): 3163-3172. 

Rankin, E. B., J. Rha, T. L. Unger, C. H. Wu, H. P. Shutt, R. S. Johnson, M. C. 
Simon, B. Keith and V. H. Haase (2008). "Hypoxia-inducible factor-2 regulates 
vascular tumorigenesis in mice." Oncogene 27(40): 5354-5358. 

Rankin, E. B., J. E. Tomaszewski and V. H. Haase (2006). "Renal cyst 
development in mice with conditional inactivation of the von Hippel-Lindau tumor 
suppressor." Cancer Res 66(5): 2576-2583. 

Ranuncolo, S. M., V. Ladeda, S. Specterman, M. Varela, J. Lastiri, A. Morandi, E. 
Matos, E. Bal de Kier Joffe, L. Puricelli and M. G. Pallotta (2002). "CD44 
expression in human gliomas." J Surg Oncol 79(1): 30-35; discussion 35-36. 

Raval, R. R., K. W. Lau, M. G. Tran, H. M. Sowter, S. J. Mandriota, J. L. Li, C. 
W. Pugh, P. H. Maxwell, A. L. Harris and P. J. Ratcliffe (2005). "Contrasting 
properties of hypoxia-inducible factor 1 (HIF-1) and HIF-2 in von Hippel-Lindau-
associated renal cell carcinoma." Mol Cell Biol 25(13): 5675-5686. 

Razorenova, O. V., L. Castellini, R. Colavitti, L. E. Edgington, M. Nicolau, X. 
Huang, B. Bedogni, E. M. Mills, M. Bogyo and A. J. Giaccia (2014). "The 
apoptosis repressor with a CARD domain (ARC) gene is a direct hypoxia-



118 

inducible factor 1 target gene and promotes survival and proliferation of VHL-
deficient renal cancer cells." Mol Cell Biol 34(4): 739-751. 

Ricci-Vitiani, L., D. G. Lombardi, E. Pilozzi, M. Biffoni, M. Todaro, C. Peschle 
and R. De Maria (2007). "Identification and expansion of human colon-cancer-
initiating cells." Nature 445(7123): 111-115. 

Ricci-Vitiani, L., R. Pallini, M. Biffoni, M. Todaro, G. Invernici, T. Cenci, G. 
Maira, E. A. Parati, G. Stassi, L. M. Larocca and R. De Maria (2010). "Tumour 
vascularization via endothelial differentiation of glioblastoma stem-like cells." 
Nature 468(7325): 824-828. 

Ridgway, J., G. Zhang, Y. Wu, S. Stawicki, W. C. Liang, Y. Chanthery, J. 
Kowalski, R. J. Watts, C. Callahan, I. Kasman, M. Singh, M. Chien, C. Tan, J. A. 
Hongo, F. de Sauvage, G. Plowman and M. Yan (2006). "Inhibition of Dll4 
signalling inhibits tumour growth by deregulating angiogenesis." Nature 
444(7122): 1083-1087. 

Rini, B. I., D. McDermott and M. Atkins (2007). "What is standard initial systemic 
therapy in metastatic renal cell carcinoma?" Clin Genitourin Cancer 5(4): 256-263. 

Riquelme, P. A., E. Drapeau and F. Doetsch (2008). "Brain micro-ecologies: 
neural stem cell niches in the adult mammalian brain." Philos Trans R Soc Lond B 
Biol Sci 363(1489): 123-137. 

Ruan, K., G. Song and G. Ouyang (2009). "Role of hypoxia in the hallmarks of 
human cancer." J Cell Biochem 107(6): 1053-1062. 

Ryan, H. E., J. Lo and R. S. Johnson (1998). "HIF-1 alpha is required for solid 
tumor formation and embryonic vascularization." EMBO J 17(11): 3005-3015. 

Saito, N., J. Fu, S. Zheng, J. Yao, S. Wang, D. D. Liu, Y. Yuan, E. P. Sulman, F. 
F. Lang, H. Colman, R. G. Verhaak, W. K. Yung and D. Koul (2014). "A high 
Notch pathway activation predicts response to gamma secretase inhibitors in 
proneural subtype of glioma tumor-initiating cells." Stem Cells 32(1): 301-312. 

Samanta, D. and G. L. Semenza (2017). "Maintenance of redox homeostasis by 
hypoxia-inducible factors." Redox Biol 13: 331-335. 

Sang, N., J. Fang, V. Srinivas, I. Leshchinsky and J. Caro (2002). "Carboxyl-
terminal transactivation activity of hypoxia-inducible factor 1 alpha is governed by 
a von Hippel-Lindau protein-independent, hydroxylation-regulated association 
with p300/CBP." Mol Cell Biol 22(9): 2984-2992. 

Sanson, M., Y. Marie, S. Paris, A. Idbaih, J. Laffaire, F. Ducray, S. El Hallani, B. 
Boisselier, K. Mokhtari, K. Hoang-Xuan and J. Y. Delattre (2009). "Isocitrate 
dehydrogenase 1 codon 132 mutation is an important prognostic biomarker in 
gliomas." J Clin Oncol 27(25): 4150-4154. 



119 

Santagata, S., F. Demichelis, A. Riva, S. Varambally, M. D. Hofer, J. L. Kutok, R. 
Kim, J. Tang, J. E. Montie, A. M. Chinnaiyan, M. A. Rubin and J. C. Aster (2004). 
"JAGGED1 expression is associated with prostate cancer metastasis and 
recurrence." Cancer Res 64(19): 6854-6857. 

Sato, Y., T. Yoshizato, Y. Shiraishi, S. Maekawa, Y. Okuno, T. Kamura, T. 
Shimamura, A. Sato-Otsubo, G. Nagae, H. Suzuki, Y. Nagata, K. Yoshida, A. 
Kon, Y. Suzuki, K. Chiba, H. Tanaka, A. Niida, A. Fujimoto, T. Tsunoda, T. 
Morikawa, D. Maeda, H. Kume, S. Sugano, M. Fukayama, H. Aburatani, M. 
Sanada, S. Miyano, Y. Homma and S. Ogawa (2013). "Integrated molecular 
analysis of clear-cell renal cell carcinoma." Nat Genet 45(8): 860-867. 

Scheuermann, T. H., Q. Li, H. W. Ma, J. Key, L. Zhang, R. Chen, J. A. Garcia, J. 
Naidoo, J. Longgood, D. E. Frantz, U. K. Tambar, K. H. Gardner and R. K. Bruick 
(2013). "Allosteric inhibition of hypoxia inducible factor-2 with small molecules." 
Nat Chem Biol 9(4): 271-276. 

Scheuermann, T. H., D. R. Tomchick, M. Machius, Y. Guo, R. K. Bruick and K. 
H. Gardner (2009). "Artificial ligand binding within the HIF2alpha PAS-B domain 
of the HIF2 transcription factor." Proc Natl Acad Sci U S A 106(2): 450-455. 

Schietke, R. E., T. Hackenbeck, M. Tran, R. Gunther, B. Klanke, C. L. Warnecke, 
K. X. Knaup, D. Shukla, C. Rosenberger, R. Koesters, S. Bachmann, P. Betz, G. 
Schley, J. Schodel, C. Willam, T. Winkler, K. Amann, K. U. Eckardt, P. Maxwell 
and M. S. Wiesener (2012). "Renal tubular HIF-2alpha expression requires VHL 
inactivation and causes fibrosis and cysts." PLoS One 7(1): e31034. 

Schley, G., B. Klanke, J. Schodel, F. Forstreuter, D. Shukla, A. Kurtz, K. Amann, 
M. S. Wiesener, S. Rosen, K. U. Eckardt, P. H. Maxwell and C. Willam (2011). 
"Hypoxia-inducible transcription factors stabilization in the thick ascending limb 
protects against ischemic acute kidney injury." J Am Soc Nephrol 22(11): 2004-
2015. 

Schmidt, L. S. and W. M. Linehan (2017). "A mouse model of renal cell 
carcinoma." Nat Med 23(7): 802-803. 

Schodel, J., S. Grampp, E. R. Maher, H. Moch, P. J. Ratcliffe, P. Russo and D. R. 
Mole (2016). "Hypoxia, Hypoxia-inducible Transcription Factors, and Renal 
Cancer." Eur Urol 69(4): 646-657. 

Schodel, J., S. Oikonomopoulos, J. Ragoussis, C. W. Pugh, P. J. Ratcliffe and D. 
R. Mole (2011). "High-resolution genome-wide mapping of HIF-binding sites by 
ChIP-seq." Blood 117(23): e207-217. 

Schrodter, S., M. Braun, I. Syring, N. Klumper, M. Deng, D. Schmidt, S. Perner, 
S. C. Muller and J. Ellinger (2016). "Identification of the dopamine transporter 
SLC6A3 as a biomarker for patients with renal cell carcinoma." Mol Cancer 15: 
10. 



120 

Schroeter, E. H., J. A. Kisslinger and R. Kopan (1998). "Notch-1 signalling 
requires ligand-induced proteolytic release of intracellular domain." Nature 
393(6683): 382-386. 

Seidel, S., B. K. Garvalov, V. Wirta, L. von Stechow, A. Schanzer, K. Meletis, M. 
Wolter, D. Sommerlad, A. T. Henze, M. Nister, G. Reifenberger, J. Lundeberg, J. 
Frisen and T. Acker (2010). "A hypoxic niche regulates glioblastoma stem cells 
through hypoxia inducible factor 2 alpha." Brain 133(Pt 4): 983-995. 

Semenza, G. L. (2003). "Targeting HIF-1 for cancer therapy." Nat Rev Cancer 
3(10): 721-732. 

Semenza, G. L. (2007). "Hypoxia-inducible factor 1 (HIF-1) pathway." Sci STKE 
2007(407): cm8. 

Semenza, G. L. (2016). "Dynamic regulation of stem cell specification and 
maintenance by hypoxia-inducible factors." Mol Aspects Med 47-48: 15-23. 

Semenza, G. L. (2017). "A compendium of proteins that interact with HIF-
1alpha." Exp Cell Res 356(2): 128-135. 

Semenza, G. L. (2017). "Hypoxia-inducible factors: coupling glucose metabolism 
and redox regulation with induction of the breast cancer stem cell phenotype." 
EMBO J 36(3): 252-259. 

Semenza, G. L. and G. L. Wang (1992). "A nuclear factor induced by hypoxia via 
de novo protein synthesis binds to the human erythropoietin gene enhancer at a 
site required for transcriptional activation." Mol Cell Biol 12(12): 5447-5454. 

Shao, X., S. Somlo and P. Igarashi (2002). "Epithelial-specific Cre/lox 
recombination in the developing kidney and genitourinary tract." J Am Soc 
Nephrol 13(7): 1837-1846. 

Shen, C., R. Beroukhim, S. E. Schumacher, J. Zhou, M. Chang, S. Signoretti and 
W. G. Kaelin, Jr. (2011). "Genetic and functional studies implicate HIF1alpha as a 
14q kidney cancer suppressor gene." Cancer Discov 1(3): 222-235. 

Shen, C. and W. G. Kaelin, Jr. (2013). "The VHL/HIF axis in clear cell renal 
carcinoma." Semin Cancer Biol 23(1): 18-25. 

Shih, A. H. and E. C. Holland (2006). "Notch signaling enhances nestin expression 
in gliomas." Neoplasia 8(12): 1072-1082. 

Shuch, B., S. Vourganti, C. J. Ricketts, L. Middleton, J. Peterson, M. J. Merino, A. 
R. Metwalli, R. Srinivasan and W. M. Linehan (2014). "Defining early-onset 
kidney cancer: implications for germline and somatic mutation testing and clinical 
management." J Clin Oncol 32(5): 431-437. 

Siegel, R. L., K. D. Miller and A. Jemal (2017). "Cancer Statistics, 2017." CA 
Cancer J Clin 67(1): 7-30. 



121 

Singh, S. K., I. D. Clarke, M. Terasaki, V. E. Bonn, C. Hawkins, J. Squire and P. 
B. Dirks (2003). "Identification of a cancer stem cell in human brain tumors." 
Cancer Res 63(18): 5821-5828. 

Singh, S. K., C. Hawkins, I. D. Clarke, J. A. Squire, J. Bayani, T. Hide, R. M. 
Henkelman, M. D. Cusimano and P. B. Dirks (2004). "Identification of human 
brain tumour initiating cells." Nature 432(7015): 396-401. 

Sjolund, J., A. K. Bostrom, D. Lindgren, S. Manna, A. Moustakas, B. Ljungberg, 
M. Johansson, E. Fredlund and H. Axelson (2011). "The notch and TGF-beta 
signaling pathways contribute to the aggressiveness of clear cell renal cell 
carcinoma." PLoS One 6(8): e23057. 

Sjolund, J., M. Johansson, S. Manna, C. Norin, A. Pietras, S. Beckman, E. 
Nilsson, B. Ljungberg and H. Axelson (2008). "Suppression of renal cell 
carcinoma growth by inhibition of Notch signaling in vitro and in vivo." J Clin 
Invest 118(1): 217-228. 

Soares-Da-Silva, P., M. P. Serrao and M. A. Vieira-Coelho (1998). "Apical and 
basolateral uptake and intracellular fate of dopamine precursor L-dopa in LLC-
PK1 cells." Am J Physiol 274(2 Pt 2): F243-251. 

Soda, Y., T. Marumoto, D. Friedmann-Morvinski, M. Soda, F. Liu, H. Michiue, S. 
Pastorino, M. Yang, R. M. Hoffman, S. Kesari and I. M. Verma (2011). 
"Transdifferentiation of glioblastoma cells into vascular endothelial cells." Proc 
Natl Acad Sci U S A 108(11): 4274-4280. 

Soeda, A., M. Park, D. Lee, A. Mintz, A. Androutsellis-Theotokis, R. D. McKay, 
J. Engh, T. Iwama, T. Kunisada, A. B. Kassam, I. F. Pollack and D. M. Park 
(2009). "Hypoxia promotes expansion of the CD133-positive glioma stem cells 
through activation of HIF-1alpha." Oncogene 28(45): 3949-3959. 

Sriram, K., S. A. Benkovic, M. A. Hebert, D. B. Miller and J. P. O'Callaghan 
(2004). "Induction of gp130-related cytokines and activation of JAK2/STAT3 
pathway in astrocytes precedes up-regulation of glial fibrillary acidic protein in the 
1-methyl-4-phenyl-1,2,3,6-tetrahydropyridine model of neurodegeneration: key 
signaling pathway for astrogliosis in vivo?" J Biol Chem 279(19): 19936-19947. 

Stolle, C., G. Glenn, B. Zbar, J. S. Humphrey, P. Choyke, M. Walther, S. Pack, K. 
Hurley, C. Andrey, R. Klausner and W. M. Linehan (1998). "Improved detection 
of germline mutations in the von Hippel-Lindau disease tumor suppressor gene." 
Hum Mutat 12(6): 417-423. 

Stolze, I. P., Y. M. Tian, R. J. Appelhoff, H. Turley, C. C. Wykoff, J. M. Gleadle 
and P. J. Ratcliffe (2004). "Genetic analysis of the role of the asparaginyl 
hydroxylase factor inhibiting hypoxia-inducible factor (FIH) in regulating 
hypoxia-inducible factor (HIF) transcriptional target genes [corrected]." J Biol 
Chem 279(41): 42719-42725. 



122 

Stupp, R., W. P. Mason, M. J. van den Bent, M. Weller, B. Fisher, M. J. Taphoorn, 
K. Belanger, A. A. Brandes, C. Marosi, U. Bogdahn, J. Curschmann, R. C. Janzer, 
S. K. Ludwin, T. Gorlia, A. Allgeier, D. Lacombe, J. G. Cairncross, E. Eisenhauer 
and R. O. Mirimanoff (2005). "Radiotherapy plus concomitant and adjuvant 
temozolomide for glioblastoma." N Engl J Med 352(10): 987-996. 

Taillibert, S., E. Le Rhun and M. C. Chamberlain (2015). "Tumor treating fields: a 
new standard treatment for glioblastoma?" Curr Opin Neurol 28(6): 659-664. 

Takebe, N., L. Miele, P. J. Harris, W. Jeong, H. Bando, M. Kahn, S. X. Yang and 
S. P. Ivy (2015). "Targeting Notch, Hedgehog, and Wnt pathways in cancer stem 
cells: clinical update." Nat Rev Clin Oncol 12(8): 445-464. 

Takebe, N., D. Nguyen and S. X. Yang (2014). "Targeting notch signaling 
pathway in cancer: clinical development advances and challenges." Pharmacol 
Ther 141(2): 140-149. 

Takeda, K., V. C. Ho, H. Takeda, L. J. Duan, A. Nagy and G. H. Fong (2006). 
"Placental but not heart defects are associated with elevated hypoxia-inducible 
factor alpha levels in mice lacking prolyl hydroxylase domain protein 2." Mol Cell 
Biol 26(22): 8336-8346. 

Takyar, S., J. Diaz, M. Sehgal, F. Sapunar and H. Pandha (2016). "First-line 
therapy for treatment-naive patients with advanced/metastatic renal cell 
carcinoma: a systematic review of published randomized controlled trials." 
Anticancer Drugs 27(5): 383-397. 

Teodorczyk, M. and M. H. Schmidt (2014). "Notching on Cancer's Door: Notch 
Signaling in Brain Tumors." Front Oncol 4: 341. 

Thoma, C. R., I. J. Frew, C. R. Hoerner, M. Montani, H. Moch and W. Krek 
(2007). "pVHL and GSK3beta are components of a primary cilium-maintenance 
signalling network." Nat Cell Biol 9(5): 588-595. 

Thompson, C. B. (2016). "Into Thin Air: How We Sense and Respond to 
Hypoxia." Cell 167(1): 9-11. 

Tian, H., R. E. Hammer, A. M. Matsumoto, D. W. Russell and S. L. McKnight 
(1998). "The hypoxia-responsive transcription factor EPAS1 is essential for 
catecholamine homeostasis and protection against heart failure during embryonic 
development." Genes Dev 12(21): 3320-3324. 

Tian, H., S. L. McKnight and D. W. Russell (1997). "Endothelial PAS domain 
protein 1 (EPAS1), a transcription factor selectively expressed in endothelial 
cells." Genes Dev 11(1): 72-82. 

Tian, Y. M., K. K. Yeoh, M. K. Lee, T. Eriksson, B. M. Kessler, H. B. Kramer, M. 
J. Edelmann, C. Willam, C. W. Pugh, C. J. Schofield and P. J. Ratcliffe (2011). 



123 

"Differential sensitivity of hypoxia inducible factor hydroxylation sites to hypoxia 
and hydroxylase inhibitors." J Biol Chem 286(15): 13041-13051. 

Timmerman, L. A., J. Grego-Bessa, A. Raya, E. Bertran, J. M. Perez-Pomares, J. 
Diez, S. Aranda, S. Palomo, F. McCormick, J. C. Izpisua-Belmonte and J. L. de la 
Pompa (2004). "Notch promotes epithelial-mesenchymal transition during cardiac 
development and oncogenic transformation." Genes Dev 18(1): 99-115. 

Timpano, S. and J. Uniacke (2016). "Human Cells Cultured under Physiological 
Oxygen Utilize Two Cap-binding Proteins to recruit Distinct mRNAs for 
Translation." J Biol Chem 291(20): 10772-10782. 

Tissingh, G., P. Bergmans, J. Booij, A. Winogrodzka, E. A. van Royen, J. C. Stoof 
and E. C. Wolters (1998). "Drug-naive patients with Parkinson's disease in Hoehn 
and Yahr stages I and II show a bilateral decrease in striatal dopamine transporters 
as revealed by [123I]beta-CIT SPECT." J Neurol 245(1): 14-20. 

Tolg, C., M. Hofmann, P. Herrlich and H. Ponta (1993). "Splicing choice from ten 
variant exons establishes CD44 variability." Nucleic Acids Res 21(5): 1225-1229. 

Tousseyn, T., A. Thathiah, E. Jorissen, T. Raemaekers, U. Konietzko, K. Reiss, E. 
Maes, A. Snellinx, L. Serneels, O. Nyabi, W. Annaert, P. Saftig, D. Hartmann and 
B. De Strooper (2009). "ADAM10, the rate-limiting protease of regulated 
intramembrane proteolysis of Notch and other proteins, is processed by ADAMS-
9, ADAMS-15, and the gamma-secretase." J Biol Chem 284(17): 11738-11747. 

Tseng, L. C., C. Zhang, C. M. Cheng, H. Xu, C. H. Hsu and Y. J. Jiang (2014). 
"New classes of mind bomb-interacting proteins identified from yeast two-hybrid 
screens." PLoS One 9(4): e93394. 

Tsukita, S., K. Oishi, N. Sato, J. Sagara, A. Kawai and S. Tsukita (1994). "ERM 
family members as molecular linkers between the cell surface glycoprotein CD44 
and actin-based cytoskeletons." J Cell Biol 126(2): 391-401. 

van Es, J. H., M. E. van Gijn, O. Riccio, M. van den Born, M. Vooijs, H. Begthel, 
M. Cozijnsen, S. Robine, D. J. Winton, F. Radtke and H. Clevers (2005). 
"Notch/gamma-secretase inhibition turns proliferative cells in intestinal crypts and 
adenomas into goblet cells." Nature 435(7044): 959-963. 

van Niekerk, G., L. M. Davids, S. M. Hattingh and A. M. Engelbrecht (2017). 
"Cancer stem cells: A product of clonal evolution?" Int J Cancer 140(5): 993-999. 

Varela, I., P. Tarpey, K. Raine, D. Huang, C. K. Ong, P. Stephens, H. Davies, D. 
Jones, M. L. Lin, J. Teague, G. Bignell, A. Butler, J. Cho, G. L. Dalgliesh, D. 
Galappaththige, C. Greenman, C. Hardy, M. Jia, C. Latimer, K. W. Lau, J. 
Marshall, S. McLaren, A. Menzies, L. Mudie, L. Stebbings, D. A. Largaespada, L. 
F. Wessels, S. Richard, R. J. Kahnoski, J. Anema, D. A. Tuveson, P. A. Perez-
Mancera, V. Mustonen, A. Fischer, D. J. Adams, A. Rust, W. Chan-on, C. 



124 

Subimerb, K. Dykema, K. Furge, P. J. Campbell, B. T. Teh, M. R. Stratton and P. 
A. Futreal (2011). "Exome sequencing identifies frequent mutation of the 
SWI/SNF complex gene PBRM1 in renal carcinoma." Nature 469(7331): 539-542. 

Verhaak, R. G., K. A. Hoadley, E. Purdom, V. Wang, Y. Qi, M. D. Wilkerson, C. 
R. Miller, L. Ding, T. Golub, J. P. Mesirov, G. Alexe, M. Lawrence, M. O'Kelly, 
P. Tamayo, B. A. Weir, S. Gabriel, W. Winckler, S. Gupta, L. Jakkula, H. S. 
Feiler, J. G. Hodgson, C. D. James, J. N. Sarkaria, C. Brennan, A. Kahn, P. T. 
Spellman, R. K. Wilson, T. P. Speed, J. W. Gray, M. Meyerson, G. Getz, C. M. 
Perou and D. N. Hayes (2010). "Integrated genomic analysis identifies clinically 
relevant subtypes of glioblastoma characterized by abnormalities in PDGFRA, 
IDH1, EGFR, and NF1." Cancer Cell 17(1): 98-110. 

Villa, J. C., D. Chiu, A. H. Brandes, F. E. Escorcia, C. H. Villa, W. F. Maguire, C. 
J. Hu, E. de Stanchina, M. C. Simon, S. S. Sisodia, D. A. Scheinberg and Y. M. Li 
(2014). "Nontranscriptional role of Hif-1alpha in activation of gamma-secretase 
and notch signaling in breast cancer." Cell Rep 8(4): 1077-1092. 

Wallace, E. M., J. P. Rizzi, G. Han, P. M. Wehn, Z. Cao, X. Du, T. Cheng, R. M. 
Czerwinski, D. D. Dixon, B. S. Goggin, J. A. Grina, M. M. Halfmann, M. A. 
Maddie, S. R. Olive, S. T. Schlachter, H. Tan, B. Wang, K. Wang, S. Xie, R. Xu, 
H. Yang and J. A. Josey (2016). "A Small-Molecule Antagonist of HIF2alpha Is 
Efficacious in Preclinical Models of Renal Cell Carcinoma." Cancer Res 76(18): 
5491-5500. 

Walther, M. M., I. A. Lubensky, D. Venzon, B. Zbar and W. M. Linehan (1995). 
"Prevalence of microscopic lesions in grossly normal renal parenchyma from 
patients with von Hippel-Lindau disease, sporadic renal cell carcinoma and no 
renal disease: clinical implications." J Urol 154(6): 2010-2014; discussion 2014-
2015. 

Wang, G. L., B. H. Jiang, E. A. Rue and G. L. Semenza (1995). "Hypoxia-
inducible factor 1 is a basic-helix-loop-helix-PAS heterodimer regulated by 
cellular O2 tension." Proc Natl Acad Sci U S A 92(12): 5510-5514. 

Wang, R., K. Chadalavada, J. Wilshire, U. Kowalik, K. E. Hovinga, A. Geber, B. 
Fligelman, M. Leversha, C. Brennan and V. Tabar (2010). "Glioblastoma stem-
like cells give rise to tumour endothelium." Nature 468(7325): 829-833. 

Wang, S. S., Y. F. Gu, N. Wolff, K. Stefanius, A. Christie, A. Dey, R. E. Hammer, 
X. J. Xie, D. Rakheja, I. Pedrosa, T. Carroll, R. M. McKay, P. Kapur and J. 
Brugarolas (2014). "Bap1 is essential for kidney function and cooperates with Vhl 
in renal tumorigenesis." Proc Natl Acad Sci U S A. 

Wang, V., D. A. Davis and R. Yarchoan (2017). "Identification of functional 
hypoxia inducible factor response elements in the human lysyl oxidase gene 
promoter." Biochem Biophys Res Commun 490(2): 480-485. 



125 

Wang, W., Y. Yu, Y. Wang, X. Li, J. Bao, G. Wu, H. Chang, T. Shi and Z. Yue 
(2014). "Delta-like ligand 4: A predictor of poor prognosis in clear cell renal cell 
carcinoma." Oncol Lett 8(6): 2627-2633. 

Wang, Y., Y. Liu, S. N. Malek, P. Zheng and Y. Liu (2011). "Targeting HIF1alpha 
eliminates cancer stem cells in hematological malignancies." Cell Stem Cell 8(4): 
399-411. 

Warburg, O. (1956). "On the origin of cancer cells." Science 123(3191): 309-314. 

Weber, S. and P. Saftig (2012). "Ectodomain shedding and ADAMs in 
development." Development 139(20): 3693-3709. 

Wei, P., M. Walls, M. Qiu, R. Ding, R. H. Denlinger, A. Wong, K. Tsaparikos, J. 
P. Jani, N. Hosea, M. Sands, S. Randolph and T. Smeal (2010). "Evaluation of 
selective gamma-secretase inhibitor PF-03084014 for its antitumor efficacy and 
gastrointestinal safety to guide optimal clinical trial design." Mol Cancer Ther 
9(6): 1618-1628. 

Weinstock, M. and D. McDermott (2015). "Targeting PD-1/PD-L1 in the 
treatment of metastatic renal cell carcinoma." Ther Adv Urol 7(6): 365-377. 

Wen, P. Y. and S. Kesari (2008). "Malignant gliomas in adults." N Engl J Med 
359(5): 492-507. 

Weng, A. P., A. A. Ferrando, W. Lee, J. P. t. Morris, L. B. Silverman, C. Sanchez-
Irizarry, S. C. Blacklow, A. T. Look and J. C. Aster (2004). "Activating mutations 
of NOTCH1 in human T cell acute lymphoblastic leukemia." Science 306(5694): 
269-271. 

Wenger, R. H., I. Kvietikova, A. Rolfs, G. Camenisch and M. Gassmann (1998). 
"Oxygen-regulated erythropoietin gene expression is dependent on a CpG 
methylation-free hypoxia-inducible factor-1 DNA-binding site." Eur J Biochem 
253(3): 771-777. 

Wiesener, M. S., H. Turley, W. E. Allen, C. Willam, K. U. Eckardt, K. L. Talks, S. 
M. Wood, K. C. Gatter, A. L. Harris, C. W. Pugh, P. J. Ratcliffe and P. H. 
Maxwell (1998). "Induction of endothelial PAS domain protein-1 by hypoxia: 
characterization and comparison with hypoxia-inducible factor-1alpha." Blood 
92(7): 2260-2268. 

Wilkins, S. E., J. Hyvarinen, J. Chicher, J. J. Gorman, D. J. Peet, R. L. Bilton and 
P. Koivunen (2009). "Differences in hydroxylation and binding of Notch and HIF-
1alpha demonstrate substrate selectivity for factor inhibiting HIF-1 (FIH-1)." Int J 
Biochem Cell Biol 41(7): 1563-1571. 

Wu, K., L. Xu, L. Zhang, Z. Lin and J. Hou (2011). "High Jagged1 expression 
predicts poor outcome in clear cell renal cell carcinoma." Jpn J Clin Oncol 41(3): 
411-416. 



126 

Wu, L., J. C. Aster, S. C. Blacklow, R. Lake, S. Artavanis-Tsakonas and J. D. 
Griffin (2000). "MAML1, a human homologue of Drosophila mastermind, is a 
transcriptional co-activator for NOTCH receptors." Nat Genet 26(4): 484-489. 

Wykoff, C. C., C. W. Pugh, P. H. Maxwell, A. L. Harris and P. J. Ratcliffe (2000). 
"Identification of novel hypoxia dependent and independent target genes of the 
von Hippel-Lindau (VHL) tumour suppressor by mRNA differential expression 
profiling." Oncogene 19(54): 6297-6305. 

Xu, H., Y. Tian, X. Yuan, H. Wu, Q. Liu, R. G. Pestell and K. Wu (2015). "The 
role of CD44 in epithelial-mesenchymal transition and cancer development." Onco 
Targets Ther 8: 3783-3792. 

Xu, P., S. Yu, R. Jiang, C. Kang, G. Wang, H. Jiang and P. Pu (2009). 
"Differential expression of Notch family members in astrocytomas and 
medulloblastomas." Pathol Oncol Res 15(4): 703-710. 

Xu, Y., I. Stamenkovic and Q. Yu (2010). "CD44 attenuates activation of the 
hippo signaling pathway and is a prime therapeutic target for glioblastoma." 
Cancer Res 70(6): 2455-2464. 

Yabuuchi, S., S. G. Pai, N. R. Campbell, R. F. de Wilde, E. De Oliveira, P. 
Korangath, M. M. Streppel, Z. A. Rasheed, M. Hidalgo, A. Maitra and N. V. 
Rajeshkumar (2013). "Notch signaling pathway targeted therapy suppresses tumor 
progression and metastatic spread in pancreatic cancer." Cancer Lett 335(1): 41-
51. 

Yan, M. (2011). "Therapeutic promise and challenges of targeting 
DLL4/NOTCH1." Vasc Cell 3: 17. 

Yan, Q., S. Bartz, M. Mao, L. Li and W. G. Kaelin, Jr. (2007). "The hypoxia-
inducible factor 2alpha N-terminal and C-terminal transactivation domains 
cooperate to promote renal tumorigenesis in vivo." Mol Cell Biol 27(6): 2092-
2102. 

Yan, X. Q., U. Sarmiento, Y. Sun, G. Huang, J. Guo, T. Juan, G. Van, M. Y. Qi, S. 
Scully, G. Senaldi and F. A. Fletcher (2001). "A novel Notch ligand, Dll4, induces 
T-cell leukemia/lymphoma when overexpressed in mice by retroviral-mediated 
gene transfer." Blood 98(13): 3793-3799. 

Ye, X. Z., S. L. Xu, Y. H. Xin, S. C. Yu, Y. F. Ping, L. Chen, H. L. Xiao, B. 
Wang, L. Yi, Q. L. Wang, X. F. Jiang, L. Yang, P. Zhang, C. Qian, Y. H. Cui, X. 
Zhang and X. W. Bian (2012). "Tumor-associated microglia/macrophages enhance 
the invasion of glioma stem-like cells via TGF-beta1 signaling pathway." J 
Immunol 189(1): 444-453. 

Yeo, A. T. and A. Charest (2017). "Immune Checkpoint Blockade Biology in 
Mouse Models of Glioblastoma." J Cell Biochem 118(9): 2516-2527. 



127 

Yoshida, T., Y. Matsuda, Z. Naito and T. Ishiwata (2012). "CD44 in human 
glioma correlates with histopathological grade and cell migration." Pathol Int 
62(7): 463-470. 

Zagzag, D., Y. Lukyanov, L. Lan, M. A. Ali, M. Esencay, O. Mendez, H. Yee, E. 
B. Voura and E. W. Newcomb (2006). "Hypoxia-inducible factor 1 and VEGF 
upregulate CXCR4 in glioblastoma: implications for angiogenesis and glioma cell 
invasion." Lab Invest 86(12): 1221-1232. 

Zhang, N., Z. Fu, S. Linke, J. Chicher, J. J. Gorman, D. Visk, G. G. Haddad, L. 
Poellinger, D. J. Peet, F. Powell and R. S. Johnson (2010). "The asparaginyl 
hydroxylase factor inhibiting HIF-1alpha is an essential regulator of metabolism." 
Cell Metab 11(5): 364-378. 

Zhang, R., A. Engler and V. Taylor (2017). "Notch: an interactive player in 
neurogenesis and disease." Cell Tissue Res. 

Zhao, S., Y. Lin, W. Xu, W. Jiang, Z. Zha, P. Wang, W. Yu, Z. Li, L. Gong, Y. 
Peng, J. Ding, Q. Lei, K. L. Guan and Y. Xiong (2009). "Glioma-derived 
mutations in IDH1 dominantly inhibit IDH1 catalytic activity and induce HIF-
1alpha." Science 324(5924): 261-265. 

Zheng, X., S. Linke, J. M. Dias, X. Zheng, K. Gradin, T. P. Wallis, B. R. 
Hamilton, M. Gustafsson, J. L. Ruas, S. Wilkins, R. L. Bilton, K. Brismar, M. L. 
Whitelaw, T. Pereira, J. J. Gorman, J. Ericson, D. J. Peet, U. Lendahl and L. 
Poellinger (2008). "Interaction with factor inhibiting HIF-1 defines an additional 
mode of cross-coupling between the Notch and hypoxia signaling pathways." Proc 
Natl Acad Sci U S A 105(9): 3368-3373. 

Zhu, Y., F. Guignard, D. Zhao, L. Liu, D. K. Burns, R. P. Mason, A. Messing and 
L. F. Parada (2005). "Early inactivation of p53 tumor suppressor gene cooperating 
with NF1 loss induces malignant astrocytoma." Cancer Cell 8(2): 119-130. 

Zimmer, M., D. Doucette, N. Siddiqui and O. Iliopoulos (2004). "Inhibition of 
hypoxia-inducible factor is sufficient for growth suppression of VHL-/- tumors." 
Mol Cancer Res 2(2): 89-95. 

Zoller, M. (2011). "CD44: can a cancer-initiating cell profit from an abundantly 
expressed molecule?" Nat Rev Cancer 11(4): 254-267. 

 

 


