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ABSTRACT 

Medulloblastoma (MB) is the most common childhood malignant brain tumor, 

accounting for approximately 20 % of all pediatric central nervous system tumors. 

Current standard treatments involving surgical interventions followed by craniospinal 

irradiation and adjuvant chemotherapy have severe motor and cognitive defects. 

Therefore, individualized treatment regimens with reduced toxicity designed 

according to the presence of specific oncogenic ‘driver’ genes are urgently demanded. 

To this end, recent genetic and epigenetic findings have advanced the classification of 

MB into the international consensus of four distinct MB molecular subgroups (WNT, 

SHH, Group 3, and Group 4) based on their respective molecular and 

histopathological characteristics. More recent studies have indicated that up to seven 

molecular subgroups exist in childhood MB. Moreover, studies on the inter- and 

intra-tumoral features of the four subgroups revealed that each subgroup contains 

variant subtypes. These results have greatly helped risk stratification of MB patients 

at diagnosis and significantly improved clinical treatment options. Herein, we 

highlight the recent advances and challenges associated with MB classification, and 

the development of therapeutic treatments targeting novel subgroup-specific 

molecular and epigenetic factors, especially those in the SHH-driven MB tumors.  

 

Keywords: medulloblastoma; pediatric brain tumor; oncogenic driver gene; 

Hedgehog pathway inhibitor; Smoothened receptor antagonist 

 

Abbreviations. 

MB, medulloblastoma; WHO, World Health Organization; WNT, wingless; SHH, 

sonic Hedgehog; PTCH1, patched 1; SMO, Smoothened; GLI, glioma-associated 

oncogenes; CRD, cystine rich domain; CDK6, cyclin-dependent kinase 6; BCC, basal 

cellular carcinoma; Hh, Hedgehog; BET, bromodomain and extra C-terminal domain. 

HDAC, histone deacetylase. 
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1. Introduction 

Medulloblastoma (MB) is a high-grade malignancy that was initially described 

in 1925 as a distinct series of childhood cerebellum tumors. MB dominantly occurs in 

infancy (ages less than 3 years) and childhood (ages younger than 16 years) and now 

represents the most common childhood malignant brain tumor accounting for nearly 

20-30% of all pediatric central nervous tumors in children (Pui et al., 2011; Ostrom et 

al., 2015). 

MB generally occurs in the posterior fossa, making its diagnosis and treatment 

much challenging and often delayed. In the 1930s, surgical intervention was the only 

treatment option for MB; however, the immediate post-operative mortality rate was 

found higher than 30% (Millard & De Braganca, 2016). Until the 1950s, craniospinal 

irradiation was introduced as an adjuvant treatment following surgical resection and 

showed improved survival rates. Unfortunately, serious motor and cognitive adverse 

effects, including neurocognitive impairment, secondary malignancies, and endocrine 

dysfunction were observed in younger patients (Millard & De Braganca, 2016; 

Paterson & Farr, 1953). Since the 1970s, non-specific cytotoxic chemotherapy was 

introduced in combination with surgery and/or radiation (Figure 1) (Millard & De 

Braganca, 2016; Tait et al., 1990). Currently, cytotoxic chemotherapy combined with 

radiation continues to be used as the standard therapy for MB. However, the 

long-term use of these therapeutic regimes has shown to induce substantial toxic 

damages, most notably in developing young patients. The inability of the therapy to 

recognize both the inter- and intra-tumoral heterogeneity of MB subgroups and the 

lack of clinical biomarkers to stratify patients, are the major drawbacks underlying the 

adverse effects (Lannering et al., 2012; Jakacki et al., 2012). 

[Figure 1 Here] 
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2. Molecular and epigenetic classification of MB 

2.1 Early classification of MB: from morphological to histological 

When MB was first described in the 1930s, it was classified as a large subgroup 

of malignant invasive embryonal tumors of the cerebellum based on similar 

morphology with densely packed cells. Metastases of MB barely occur outside the 

central nervous system, but have been occasionally observed in the bone marrow, 

lymph nodes, and viscera (Eberhart et al., 2003). In the 1980s the World Health 

Organization (WHO) classified MB into four main histologic types, namely, 

desmoplastic/nodular (D/N) MB, MB with extensive nodularity (MBEN), anaplastic 

MB, and large cell MB, each with variant histologic appearance and different 

prognosis (Louis et al., 2007). This evolution of MB classification was clinically 

beneficial since it allowed for the thorough characterization of each tumor prior to 

commencement of treatment. Unfortunately, differences within similar histological 

MB variants were overlooked under this classification. Therefore, MB patients were 

then roughly stratified as being at either average risk or high risk based on 

clinicopathological variations pertaining to age, extent of resection, stages of 

metastases, and to some extent the individual genetic alterations (Eberhart et al., 2002; 

Ellison et al., 2010; Ellison et al., 2011). 

 

2.2 Recent classification of MB: from histological to molecular 

The advancement of high-throughput genomic and proteomic techniques has 

significantly enhanced our understanding of MB. Thus, data obtained through these 

techniques has contributed to international consensus of MB as the four distinct 

subgroups by WHO in 2016 at the oncogenic molecular level, namely, wingless 

(WNT), sonic Hedgehog (SHH), Group 3 and Group 4 (Louis et al., 2016). 
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The WNT subgroup is the rarest subgroup occurring primarily in children 

between 4-17 years of age and accounting for approximately 10% of all MB 

diagnoses. This subgroup is characterized by aberrant activation of the WNT signaling 

cascade and commonly harbors mutations in exon 3 of CTNNB1 (encoding β-catenin) 

and monosomy chromosome 6 (Kool et al., 2012; Ellison et al., 2011). The 5-year 

survival rate of the WNT subgroup is favorably up to 95%. The SHH subgroup 

accounts for approximately 30% of all MB diagnoses and is the most common 

molecular subgroup in both infants (ages < 3 years old) and adults (ages > 17 years 

old) with few diagnosed during childhood (ages 4-16 years old). The SHH MB is 

characterized by inactivating germline or somatic mutations in specific SHH pathway 

genes including PTCH1 (patched homologue 1), SMO (smoothened homologue), and 

SUFU (suppressor of fused homologue), gene amplification of GLI1, GLI2, and 

MYCN, and mutations in TP53 (Kool et al., 2012; Ellison et al., 2011; Northcott et al., 

2012). The Group 3 MB occurs in both infancy and childhood with few diagnosed in 

patients older than 18 years old, accounting for 25% of all MB diagnoses. Recurrent 

MYC amplification is a common genetic feature of this subgroup, and the clinical 

outcome is the worst due to frequent metastases. The MB tumors categorized as 

Group 4 are the most prevalent accounting for approximately 35% of all MB 

diagnoses and frequently occurring in teenagers and children with 30% metastatic at 

diagnosis. This group features aberrations of isochromosome 17q, amplification of 

MYCN and CDK6 (cyclin-dependent kinase 6), duplication of SNCAIP and loss of 

isochromosome 11q. Group 4 MB are the least biologically characterized with cell of 

origin remaining unclear (Ramaswamy & Taylor, 2017; Wang et al., 2018; Cavalli et 

al., 2017). 

The molecular characterization of MB ignited further pursuit of clinically 
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effective genetic alterations specific for MB subgroups, which subsequently promoted 

more accurate refining of risk stratification and the biomarker-driven clinical 

diagnosis. It is now agreed that the WNT subgroup and the non-metastatic Group 4 

MB tumors with whole chromosome 17 gain or whole chromosome 11 loss are 

defined as low risk tumors, whereas high risk tumors are those with metastatic or 

MYCN amplified SHH and metastatic Group 4 tumors. The metastatic Group 3 and 

the SHH with TP53 mutations are defined as the very high-risk MB (Ramaswamy et 

al., 2016).  

The subgrouping of MB has made the WNT and SHH MB patients readily 

diagnosed based on their primary transcriptional and methylation profiling. However, 

the Group 3 and Group 4 subgroups share some molecular and biological similarities 

that make their discrimination suffering from difficulty. Meanwhile, high 

heterogeneity is found essentially existing within each subgroups and varies among 

infants, children and adults.  

Recently, Northcott and co-workers studied the genomic landscape across 491 

previously untreated MBs, and identified new subgroup-specific driver genes and 

epigenetic effectors, especially for Group 3 and Group 4. They found that recurrent 

hotspot insertions targeting KBTBD4 (Kelch repeat and BTB domain containing 4) 

are common feature in both Group 3 and Group 4 subtypes, and PRDM6 (PR/SET 

domain 6) - a presumed histone methyltransferase was identified as the most prevalent 

driver alteration in Group 4 (Northcott et al., 2017). Meanwhile, Schwalbe and 

co-workers assessed 428 samples from patients with childhood MB aging between 

0-16 years old at diagnosis, and investigated their biological heterogeneity and 

survival differences within each subgroup (Schwalbe et al., 2017). This study 

identified seven robust and reproducible primary molecular subgroups of childhood 
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MB, among which, the WNT group remains intact, whereas each of the other three 

subgroups was split into two. The SHH subgroup was split into two age-dependent 

subgroups, SHHinfant (< 4.3 years old) and SHHchild (> 4.3 years old); The Group 3 and 

Group 4 subgroups were each divided into high-risk (Group 3HR, Group 4HR) and 

low-risk (Group 3LR, Group 4LR) subgroups. Further molecular and 

clinicopathological features specific for each of the seven subgroups were established 

to elaborate disease risk-factors, which will be of significance to improve disease 

risk-stratification and treatment decision on childhood MB patients, who receive 

craniospinal irradiation as the therapy.  

Interestingly, to address the inter-tumoral heterogeneity within MB subgroups, 

Goldenberg and co-workers recently applied similarity network fusion (SNF) strategy 

to evaluate the gene expression and DNA methylation across a cohort of 763 primary 

frozen MB samples and identified 12 different MB subtypes (Cavalli et al.; 2017), 

including two WNT (α, β), four SHH (α, β, γ, δ), three Group 3 (α, β, γ), and three 

Group 4 (α, β, γ). The WNTα and WNTβ subtypes differ in age at diagnosis and in 

frequency of monosomy 6. As such, the WNTα subtype is for young patients with 

median age of 10 years and with high frequency of monosomy 6, whereas WNTβ is 

for adults with median age of 20 years. Likewise, the SHHα and SHHδ subtypes are 

for childhood/adolescent and adults, respectively, whereas the SHHβ and SHHγ 

correspond to infants with median ages of 1.9 and 1.3 years at diagnosis, respectively. 

It was found that TP53 mutations are exclusively prognostic in the SHHα subtype, 

and not in the other non-SHHα subtypes. Within the Group 3, the 3α subtype is for 

metastatic infants, whereas 3β is for less metastatic. The 3γ subtype is a high-risk 

subtype enriched for MYC-amplification or MYC-activation and has poor clinical 

outcomes. The 4α, 4β and 4γ subtypes in Group 4 is characteristic of MYCN 
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amplification, SNCAIP duplication and CDK amplification, respectively. Taken 

together, these encouraging results on recognition of clinically relevant substructures 

within each subgroup will not only allow for more precise refinement of risk 

stratification, and also encourage the identification of biological markers and genetic 

drivers to discriminate specific subtype. Undoubtedly, this result will also spur new 

insights for the development of subtype-based molecularly targeted therapy (Bavle & 

Parsons, 2017; Hovestadt et al. 2020).  

 

2.3 Further classification of MB: from molecular to epigenetic 

Posttranscriptional histone modifications significantly impact the structure of 

chromatin and regulation of gene transcription (Bavle & Parsons, 2017; Jones, Issa, & 

Baylin, 2016). Recently, multiple genes encoding enzymes associated with histone 

modifications have been found to be differentially expressed within MB tumors. 

Moreover, the expression patterns demonstrated specific subgroup bias, thus 

motivating further investigation into the epigenetic factors associated with different 

MB subgroups (Batora et al., 2014). 

DNA Methylation. By using a restriction landmark genomic scanning approach, 

Plass and co-workers reported that approximately 1% of all CpG islands in primary 

MB, and 6% in MB cell lines are abnormally hypermethylated. Some of these 

hypermethylated sequences have prognostic potential (Fruhwald et al., 2001). 

Furthermore, using DNA methylation microarrays, the DNA methylation status of 

1505 loci in 807 genes were analyzed from 230 MB samples (Schwalbe et al., 2013). 

It was found that many genes were identified as irregularly methylated in different 

MB subgroups. For example, partially methylated domains were primarily detected in 

the WNT and Group 3 subgroups covering up to one-third of the genome. An 
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oncogene VAV1 was found hypomethylated with high expression in most human and 

murine SHH MB. The gene LIN28B was found specifically expressing in Group 3 and 

Group 4 subgroups (Hovestadt et al., 2014; Yi & Wu, 2018). 

Histone Modifications. A study that employed single nucleotide polymorphism 

arrays on 212 MB samples identified a series of epigenetic aberrations targeting 

histone lysine methyltransferases, histone demethylases, histone acetyltransferases, 

and members of the polycomb groups of transcriptional repressors (Northcott et al., 

2009). Additionally, somatically mutated genes were identified in 310 primary MB 

tumors in 2012, and the driver genes in each MB subgroup were subsequently 

classified using a next-generation sequencing strategy (Jones et al., 2012; Pugh et al., 

2012; Robinson et al., 2012). The results revealed that a loss-of-function mutation in 

MLL2 frequently exists within the WNT and SHH subgroups; whereas the MLL3 

mutation was found to be most common in Group 3 and Group 4. Mutations in BCOR 

(BCL-6 co-repressor) and LDB1 were also identified with a high occurrence rate of 

14 % in the SHH group. Furthermore, CREBBP and ARID1B mutations were 

frequently identified in the WNT and SHH subgroups. Importantly, there were also 

mutations identified exclusively in Group 4 MBs, specifically, in genes encoding 

KDM6A, a MLL2-binding partner, and the Zinc finger MYM-type protein 3 

(ZMYM3). Moreover, an aberrant H3K27 methylation state was identified specifically 

in Group 3 and Group 4 MBs. Both subgroups also demonstrate aberrations in 

somatic copy number and alternations in transcriptional profiles that converged on 

modifiers of H3K27-methylation (EZH2, KDM6A, and KDM6B) (Northcott et al., 

2012; Dubuc et al. 2013). 

 

3. Development of molecular targeted therapies for MB 
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3.1 Treatment challenges and current available therapies 

   Since MB tumors are located in the posterior fossa, early diagnosis and treatment 

are difficult and metastases often occur at diagnosis, which are the leading cause of 

mortality, especially for those high-risk MB patients. Maximal surgical resection 

followed by radiation and chemotherapy is the current standard therapy. 

However, >25% of patients experience cerebella mutism, dysarthria and 

neurocognitive disorders after surgical operation, and the adjuvant craniospinal 

radiotherapy and non-specific chemotherapy (vincristine, cisplatin, etoposide, 

temozolomide, et. al.) are reported to cause severe adverse effects and occurrence of 

secondary tumors (Wang et al., 2018). The classification of MB into four subgroups 

by WHO in 2016 and the recent identification of more subgroups in childhood MB as 

well as many subtypes within each subgroup have significantly innovated risk 

stratification of MB patients at diagnosis and tailored the clinical treatment options, 

leading to significantly improved survival rates. However, specific treatment for each 

of the MB subgroups or subtypes are still in the infancy, mostly due to the high 

heterogeneity within each of the subgroups, as well as the lack of clinically validated 

specific ‘driver’ genes for the development of molecularly targeted therapy. Some of 

the most recent identified oncogenes such as MYCN, MYC, TP53, CDK6, SNCAIPR 

and many others may better serve as molecular biomarkers for specific subgroup or 

subtype, rather than as drug targets. Therefore, corresponding clinically effective 

inhibitors selectively targeting these genes are either unavailable or have been proven 

unsuccessful due to their involvements in many other signaling pathways that cause 

unwanted toxicity (Quinlan & Rizzolo, 2017; Hovestadt et al. 2020). However, since 

the WNT subgroup of patients are primarily older children and have high prognosis, 

recent effort is to establish a de-escalated treatment to reduce long-term adverse 
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sequelae of the standard treatment. Meanwhile, since the Group 3 has the worst 

prognosis and the Group 4 is least characterized, current attempts on these two 

subgroup tumors are to optimize combinations of different cytotoxic therapies (e.g. 

gemcitabine and pemetrexed) to balance the efficacy and the toxicity. Relatively, the 

SHH subgroup is the most studied and well defined MB subtype, representing the 

majority of infant and adult MB patients. Many small molecule inhibitors targeting 

the somatic mutations or gene amplifications of the SHH signaling pathway have been 

designed and evaluated extensively in both preclinical and clinical trials with a few 

already approved for clinical use. Therefore, the rest of this Review will focus on 

advances of the development of molecular targeted inhibitors for the treatment of 

SHH-driven MB tumors (Samkari et al., 2015).  

 [Figure 2 Here] 

3.2 Development of Hedgehog pathway inhibitors by targeting the Smoothened 

receptor 

First Generation Smoothened Receptor Antagonists. The sonic Hedgehog (SHH) 

MB subgroup is characterized by constitutive activation of the Hedgehog (Hh) 

signaling pathway. In the absent of Hh ligand (SHH, IHH, DHH) binding, the 

12-transmembrane receptor protein Patched 1 (PTCH1) inhibits the Smoothened 

receptor (SMO), thus acting as a negative regulator of the Hh signaling pathway. This 

Hh pathway is activated by binding of one of the extracellular Hh proteins (e.g. sonic 

hedgehog, SHH) to PTCH1, which abolishes its inhibition of SMO, another critical 

receptor in the Hh signaling pathway (Figure 2). SMO is subsequently translocated 

into the primary cilium where it activates one of the GLI zinc finger transcription 

factors (GLI1, GLI2 and GLI3). GLI activation consequently initiates transcription of 

Hh target genes, namely GLI1, PTCH1, cyclin D1, BCL-2 and SNAIL. Aberrant 
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activations of SHH signaling pathway due to germline or somatic mutations of these 

target genes, primarily loss of PTCH1, gain-of- function of SMO, and loss of SUFU 

are the leading causes of SHH MB tumors (Pak & Segal, 2016). Several strategies 

have been explored to target this pathway and thus to suppress the development of 

SHH MB, including development of ligands to interfere with the binding of the 

PTCH1 receptor, designing antagonists to target SMO, or development of direct or 

indirect modulators of the transcriptional factor GLI (Yin & Esmaeli, 2017; Khatra et 

al., 2017; Wellbrock et al., 2015). Furthermore, genetically engineered mouse models 

were established in which MB was induced by loss of one copy of the Ptch gene and 

deletion of the p53 gene (Ptch+/- p53-/- MB model) (Wetmore et al., 2001; Briggs et al., 

2008), or by knock-in of the SMO gene bearing an activation point mutation (W535L; 

SMO A1 model) (Goodrich et al., 1997; Hatton et al., 2008). Numerous Hh inhibitors 

have been validated as efficient treatment of Hh-dependent cancers, including basal 

cellular carcinoma (BCC), SHH MB, non-small-cell lung cancer, colon cancer and 

others (Yin & Esmaeli, 2017; Khatra, Bose, & Sinha, 2017). In addition, the Hh 

pathway is also implicated in keeping leukemic stem cells dormant thus promoting 

resistance and disease progression. Therefore, Hh inhibitors are also proposed to 

enhance the sensitivity of leukemic cells to cytotoxic drugs (Wellbrock et al., 2015). 

Cyclopamine. The steroid cyclopamine (compound 1, Figure 2) is the first Hh 

pathway inhibitor to be discovered. It functions by directly binding to the hepathelical 

bundle on the SMO receptor and has an IC50 value of 300 nM in solution with the Hh 

target genes, PTCH1 and GLI1. However, cytotoxicity and poor pharmacokinetic 

properties of cyclopamine limited its clinical development (Iovine et al., 2016). 

Vismodegib and Sonidegib. Vismodegib is an aryl amide (compound 2, 

GDC-0449, Figure 2) that interacts with SMO via its 
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4-chloro-3-(pyridin-2-yl)aniline component. It has IC50 values of 13 nM and 2.8 nM 

in a Hh-responsive GLI luciferase assay and an analogous assay that employs human 

embryonic palatial mesenchyme cells, respectively (Robarge et al., 2009). In 

Ptch+/--derived MB allograft mice, vismodegib was shown to induce complete tumor 

regression at doses as low as 12.5 mg/kg when administered twice per day. 

Moreover, in 2012, this compound became the first Hh pathway inhibitor (Erivedge) 

to receive the FDA’s approval for treatment of locally advanced and metastatic BCC 

(Gould et al., 2014; Dlugosz, Agrawal, & Kirkpatrick, 2012). 

In 2015, an additional SMO antagonist, sonidegib 

(Erismodegib/LDE-225/Odomzo, compound 3, Figure 2) was also approved as an 

alternative treatment for BCC (Pan et al., 2010). This compound can penetrate the 

blood-brain barrier (BBB), making it potentially effective for treatment of MB. 

When administered 5 mg/kg/day subcutaneously to the Ptch+/--derived MB allograft 

mice, sonidegib was found to significantly inhibit tumor growth with a 

treatment/control value of 33%, and tumor regression was achieved when sonidegib 

was used at higher doses. Unfortunately, the therapeutic effect of this SMO 

antagonists was determined to be transient, and prolonged drug exposure led to 

resistance and relapse due to the development of several resistant mutations in SMO 

residues (Casey et al., 2017; Atwood et al., 2015; Danial et al., 2016). 

Glasdegib (Daurismo, PF-04449913). Glasdegib (compound 4, Figure 2) is a 

newly approved third-to-market SMO antagonist bearing a benzoimidazole scaffold 

(Munchhof et al., 2011). This compound is orally available and has demonstrated high 

potency at a concentration of 5 nM in the GLI- luciferase reporter assay. In 2018, the 

US FDA approved glasdegib in combination with low doses of cytarabine for 

treatment of newly diagnosed acute leukemia based on its promising preclinical 
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results in this disease (Fukushima et al., 2016; Wolska-Washer & Robak, 2019). 

Unfortunately, there are no reports on both preclinical and clinical studies of this drug 

in MB patients either alone or in combinations. 

Artemisinin Derivatives. Our laboratory has recently designed a series of novel 

SMO antagonists by combining the basic skeleton of the natural product artemisinin 

with a SMO-targeting warhead (Liu et al., 2016). Artemisinin has moderate antitumor 

activity with unknown molecular mechanism, but the new derivatives 5a and 5b 

(Figure 3) demonstrated potent activity against the Hh pathway, with the most potent 

showing an IC50 of 9.53 nM. Moreover, intraperitoneal injection of the compound in 

Ptch+/-p53-/- MB allograft mice, at concentrations of 25 mg/kg or 50 mg/kg twice per 

day for 13 consecutive days induced 81% and 91% tumor growth inhibition, 

respectively. However, these compounds were found invalid to combat the SMO 

resistant mutants (Liu et al., 2016; Wang et al., 2014). 

[Figure 3 Here] 

3.3 Hedgehog inhibitors targeting Smoothened receptor mutations 

The gene mutations of SMO protein are the primary mechanism for the 

resistance of SMO antagonists that cause loss of durable response and induce 

disease progression within several months of treatment. Several point mutations that 

disrupt the binding of SMO antagonists have been observed clinically, including 

D473H (mouse D477G), E518, and among others. In addition, inappropriate 

amplifications or mutations of the Hh downstream components (e.g. SUFU, GLI) 

and activations of other interacting pathways such as PI3K/mTOR/AKT and 

RAS/RAF/MEK pathways might also contribute to the resistance of SMO 

antagonists (Samkari et al., 2015). Therefore, new generation Hh inhibitors targeting 

SMO resistant mutations or the downstream factors are emergently needed to 
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address the acquired resistance to existing SMO antagonists. 

MK-4101. As shown in Figure 3, MK-4101 (compound 6) is a SMO antagonist 

structurally distinct from the previous arylamide series of SMO antagonists. This 

compound has been shown to inhibit the proliferation of MB cells derived from 

neonatally irradiated Ptch+/--derived mice in vitro with an IC50 of 0.3 𝜇M. It has also 

demonstrated good bioavailability (> 87 %) with low-to-moderate plasma clearance 

in mice and rats. Notably, MK-4101 induced tumor regression at a concentration of 

80 mg/kg twice per day in Ptch+/--derived MB allograft mice, and is currently in 

phase I clinical trials for treatment of solid tumors (Rimkus et al., 2014; Xin et al., 

2018). 

TAK441. The pyrrolo[3,2-c]pyridine-4-one derivative (TAK-441, compound 7, 

Figure 3) is another SMO antagonist that potently inhibits Hh signal transduction 

(Ohashi et al., 2012; Ishii et al., 2014). It has exhibited nearly equal binding affinity 

for the clinically observed SMO D473H resistant mutant (SMOD473H) and the 

wild-type SMO (SMOWT). Further, TAK-441 significantly inhibited the proliferation 

of both SMOWT- and SMOD473H-dependent cells with IC50 values of 3.2 nM and 79 

nM, respectively. In Ptch+/--derived MB allograft mice, oral administration of 

TAK-441 25 mg/kg/day for 14 days resulted in complete growth inhibition. 

Unfortunately, further development of this compound was suspended for unspecified 

reasons. 

NVP-LEQ506. Structural optimization of a hit phthalazine compound 8 has led 

to NVP-LEQ506 (compound 9, Figure 3) as a novel SMO antagonist bearing a 

pyridazine core (Peukert et al., 2013). This compound exhibited IC50 values of 2 nM 

and 4 nM in solution with human and mouse SMO, respectively; and inhibited the 

SMOD473H mutant with an IC50 of 96 nM. Furthermore, in Ptch+/--derived MB 
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allograft mice, oral administration of NVP-LEQ506 40 mg/kg for 8 days, or 10 mg/kg 

for 9 days in rats, induced 85% and 98% tumor growth inhibition, respectively. 

Bisamide derivatives. Bisamide compound 10 (Figure 3) was reported to be a 

potent SMO antagonist with robust activity against both SMOWT and SMOD473H with 

IC50 values of 300 nM and 700 nM, respectively. Moreover, the IC50 values of 

compound 10 against endogenous human and mouse SMO in the presence of Hh 

ligand was 8 nM and 27 nM, respectively. Further, administration of this compound at 

concentrations of 100 mg/kg/day caused significant tumor growth suppression in mice 

that had demonstrated resistance to vismodegib due to SMOD477G mutations 

(Dijkgraaf et al., 2011).  

2-Aryl benzimidazoles. N-Phenylbenzamide derivative 11 (Figure 3) is a potent 

Hh inhibitor with an IC50 value of 40 nM for SMO (Romer et al., 2004). This 

compound is nearly equipotent against all SMO alleles by exhibiting 93% inhibition 

against SMOWT , 90% inhibition against SMOD473H, and 98% inhibition against 

SMOE518 at a concentration of 1 μM. Further, treatment of tumors expressing 

SMOD477G with compound 11 led to significant tumor growth inhibition. 

Unfortunately, this compound exhibited moderate-to-high hepatic clearance in rats 

that limited its further development. 

Itraconazole. The antifungal medication itraconazole (compound 12, Figure 3) 

has been found to function as a SMO receptor antagonist. However, it exhibits a 

unique mechanism distinct from other known SMO antagonists (Kim et al., 2010).  

Itraconazole prevents the ciliary accumulation of SMO, which is normally induced 

following Hh stimulation. Further, this compound displayed equivalent 

antiproliferative activity in both the SMOWT  (IC50: 55 nM) and the SMOD477G (IC50: 

62 nM) dependent MB cells. In vismodegib-resistant tumors, treatment with 
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single-agent itraconazole resulted in significant tumor growth inhibition (Kim et al., 

2013). 

ALLO-1 and ALLO-2. ALLO-1 (compound 13, Figure 3) and ALLO-2 

(compound 14) were found to inhibit both wild-type and mutant SMO. ALLO-1 has 

IC50 values of 489 nM and 1.2 μM in SMOWT  and SMOD477G expressing cells, 

respectively; whereas ALLO-2 has IC50 values of 132 nM and 440 nM, respectively in 

the same cells. Both compounds inhibited the proliferation of mouse MB cells in a 

dose-dependent manner, with IC50 values of 0.47 μM and 0.12 μM, respectively (Kim 

et al., 2013). 

3.4 Cystine rich domain-binding Smoothened receptor modulators 

The cystine rich domain (CRD) is required for SMO to adopt a fully active 

conformation in response to SHH-binding. Endogenous natural molecules oxysterols 

were found to activate SMO allosterically by binding the CRD of SMO (Huang et al., 

2016). The 22(S)-azacholesterol analogue 22-NHC (compound 15, Figure 3) was 

found to act as the first CRD-binding inhibitor of SMO, with an IC50 value of 

approximately 3 μM in Hh-responsive NIH-3T3 cells (Byrne et al., 2016; Wang et al., 

2014; Wang et al., 2013). Meanwhile, reduced binding and activation were observed 

for the 20(R)-yne (compound 16, Figure 3) and the 20-keto-yne (compound 17, 

Figure 3) in both mouse SMOM2 and SMOD477H mutants. Thus, antagonists that 

engage the oxysterol binding site in the CRD may represent an orthogonal strategy for 

development of new Hh inhibitors against both SMO wild-type and mutants (Nedelcu 

et al., 2013). 

3.5 BH3 mimetics as alternative Hedgehog pathway inhibitors 

BH3-mimetics have been shown to cause apoptosis in MB cells and neural 

progenitor cells, suggesting their potentials in treatment of MB (Levesley et al., 2011; 
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Levesley et al., 2018). Recently, BH3 mimetic small molecules were identified to 

disrupt the BCL-2 protein/SUFU interaction through targeted anti-apoptotic BCL-2 

proteins (Cherry et al., 2013; Wu et al., 2017). In C3H10T1/2 cells, the MCL-1 

inhibitor MIMX (compound 18, Figure 4) exhibited IC50 values of 0.7-1.2 μM in 

inhibition of the Hh activation induced by SHH-N, PTCH1 and GLI1 (Souers et al., 

2013; Cohen et al., 2012). Compound 18 also demonstrated similar potency against 

both SMOM2 and the resistant SMOD477G mutants with IC50 values of 0.9 and 1.0 μM, 

respectively. Furthermore, the multi-target inhibitor ABT-263 (compound 19, Figure 4) 

had IC50 values between 1.2-1.8 μM in inhibition of the Hh activation induced by 

SHH-N, PTCH1, GLI1, SMOM2 and SMOD477G. Additionally, the only FDA-approved 

selective BCL-2 inhibitor, ABT-199 (venetoclax, compound 20, Figure 4) exhibited 

similar potency (1.4-2.2 μM) in the same assays (Park et al., 2008).  Taken together, 

these observations confirmed the capacity of BH3 mimetics as suppressants of 

cancerous cell growth through the disruption of GLI transcription. 

[Figure 4 Here] 

3.6 Direct inhibitors of the transcriptional factor GLI  

The GLI transcription factors (GLI1, GLI2, and GLI3) are the terminal effectors 

of the SHH-SMO signaling pathway, thus, suppression of GLI is widely considered as 

a more effective approach both for treatment of Hh-driven cancers and for 

overcoming drug resistance for SMO antagonists (Infante et al., 2015; Bosco-Clément, 

2014). 

GANT58/GANT61. GANT58 (compound 21) and GANT61 (compound 22, 

Figure 5) were the earliest identified inhibitors against GLI-mediated transcription 

with IC50 values of approximately 5 μM in SHH light II cell lines that express the 

luciferase gene under regulation of the GLI promoter element (Agyeman et al., 2014). 
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It has been proposed that these compounds bind to the groove located between zinc 

finger-2 and -3 in GLI, without interference with the DNA binding site (Wang et al., 

2018). Although GANT61 has been identified as more potent than GANT58, it is less 

stable at physiological conditions that hinders its further investigations. 

Arsenic trioxide. Arsenic trioxide (As2O3) is a FDA-approved drug for treatment 

of acute promyelocytic leukemia. It was found to directly bind to GLI1 with an IC50 

of approximately 0.7 μM and suppress the transcriptional activity of GLI1. In 

Ptch+/--derived MB allograft mice, As2O3 treatment was found to cause nearly 

complete growth suppression at a concentration of 10 mg/kg. It was also found to 

inhibit growth of SMOD477G MB cells with similar potency to that of 

SMOWT-dependent cells (Kim et al., 2013). 

3.7 Indirect inhibitors of the transcriptional factor GLI 

GPR39 agonists. A series of cyclohexylmethyl aminopyrimidines (CAMPs, 

structure 23, Figure 5) were reported to block GLI transcription without direct binding 

to GLI (Bassilana et al., 2014). The orphan G-protein coupled receptor, GPR39, was 

identified as the potential target for these compounds. Although further study is 

needed to confirm this binding profile, ectopic expression or knockdown of GPR39 

was found to decrease GLI-activated signaling.  

[Figure 5 Here] 

DYRK1B inhibitors. The dual-specificity tyrosine-phosphorylation-regulated 

kinase 1B (DYRK1B) was found as a critical regulator of Hh/GLI signaling (Lauth et 

al., 2010). Recently, the DYRK1B inhibitor 24 (Figure 5) was found to suppress 

expression of GLI mRNA at IC50 values of 1.16 μM and 1.04 μM, respectively, in 

SMO-sensitive and SMO-resistant human MB cells (Gruber et al., 2016). 

GLI expression suppressors. Recently, our group identified 
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benzo[b]pyrido[3,4-g][1,5]oxazocin-11-yl)cyclopropanecarboxamide 25 (Figure 5) 

(Liu et al., 2017) as an inhibitor of Hh signaling, showing an IC50 value of 23 nM. 

Mechanistic studies indicated that, rather than interfering with GLI-DNA binding 

complex, this compound likely acted on targets downstream of SMO by suppressing 

expression of the GLI transcription factors. 

CK1ɑ allosteric activator. The FDA-approved anti-pinworm drug pyrvinium 26 

(Figure 5) was recently identified as an allosteric activator of CK1α kinase. This 

compound was shown to reduce the stability of GLI factors through direct association. 

The in vivo study showed that this compound at a concentration of 0.8 mg/kg induced 

nearly complete tumor growth inhibition in Ptch+/-derived MB allograft mice (Li et 

al., 2014). 

3.9 New generation of Hedgehog pathway inhibitors by epigenetically targeting GLI 

 [Figure 6 Here] 

Histone deacetylase (HDAC) inhibitors. It has been reported that acetylation of 

Lys518 on the C-terminus of GLI1 represents a transcriptional inhibitory switch and 

its subsequent deacetylation by HDAC1 is responsible for transcriptional functioning 

of GLI (Coni et al., 2013). Gulino et al. recently described an integrated circuitry 

system that is activated by HDAC and deactivated by ubiquitin, thereby highlighting 

the role of GLI acetylation as a key transcriptional checkpoint in the Hh signaling 

pathway (Canettieri et al., 20010; Dhanyamraju et al., 2015). Indeed, the pan-HDAC 

inhibitor SAHA (compound 27, Figure 6) has been reported to induce apoptosis in 

MB mice. Moreover, the pan-class I and class II HDAC inhibitor, tricostatin A (TSA, 

compound 28, Figure 6), the class I HDAC1-2 inhibitor, HDiA (compound 29, Figure 

6) and the HDAC1-3 inhibitor, HDiB (compound 30, Figure 6) were all found to 

suppress SMO-dependent Hh signaling in a dose- and time-dependent manner; 
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whereas the class III HDAC inhibitor, sirtinol (compound 31, Figure 6) and the 

selective HDAC6 inhibitor, tubacin (compound 32, Figure 6) were ineffective. Further, 

HDAC6 was identified as overexpressed in Hh-driven MB cells and as essential for 

complete activation of the Hh pathway, likely acting downstream of primary cilia. 

Finally, the HDAC6 selective inhibitor, ACY-1215 (compound 33, Figure 6) was 

found to successfully penetrate the BBB and significantly reduce tumor growth in 

allografts of primary SMO A1 MB cells.  

BRD4 inhibitors. Specific bromodomain and extra C-terminal domain proteins 

(BET), including BRD4, are epigenetic regulatory factors of MYC (Beroukhim et al., 

2010). The selective BET inhibitor, JQ1 (compound 34, Figure 6) significantly 

reduced proliferation of MB cells, and prolonged the survival of Ptch+/--derived 

allografts of Med1-MB cells. Meanwhile, another BRD4 inhibitor, I-BET151 (35) 

was found to attenuate Hh activity by decreasing the occupancy of BRD4 on the GLI1 

locus. In vivo, I-BET151 also displayed remarkable tumor growth inhibition in 

Ptch+/--derived MB mice at a dose of 30 mg/kg (Long et al., 2014). 

Further, Cho et al. recently found that BRD4 directly binds to the GLI1 and GLI2 

promoters, and that treatment with JQ1 caused a significant decrease in engagement 

of these sites (Tang et al. 2014). Further, they treated SMOWT- or SMOD477G- 

Ptch+/--derived MB flank allografts (with JQ1 (50 mg/kg/d) by intraperitoneal 

injection or orally with the SMO antagonist, vismodegib (100 mg/kg/d), and found 

marked reduction in the growth of SMOD477G-MB flank allografts in response to JQ1. 

Together, these studies suggest that BET protein modulation may be an attractive 

therapeutic strategy for treating Hh-driven tumors that exhibit emerged or priori 

resistance to SMO antagonists. 

3.10 Clinical investigations of Hh pathway inhibitors against MB tumors 
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   Thanks to the extensive efforts devoted to the development of Hh pathway 

inhibitors, three Hh inhibitors (vismodegib, sonidegib, and glasdegib) acting as SMO 

antagonists have been launched. However, these inhibitors are not approved as 

treatment of MB tumors. Both vismodegib and sonidegib are approved respectively in 

2012 and 2015 for the treat of metastatic or locally advanced non-resectable BCC, 

whereas, glasdegib was approved in 2018 for treatment of acute leukemia. Although 

these drugs showed promising profiles in preclinical trials as treatment of SHH-driven 

MB tumors, optimal clinical outcomes have not been succeeded yet.  

   The first phase I clinical trial of Hh pathway inhibitors as molecular targeted 

therapy of MB tumors was reported in 2009 (Rudin et al., 2009). Based on the 

promising preclinical study of the SMO antagonist vismodegib, it was applied to treat 

a 26-year-old man who was diagnosed bearing SHH-driven MB tumors four-year ago 

and treated with surgical resection followed by the adjuvant craniospinal irradiation as 

well as a number of chemotherapies, but recurrence and metastasis occurred later. The 

patient was administered a single oral dose of 540 mg of vismodegib per day for 

appropriately three months and then discontinued due to disease progression caused 

by SMO mutation. During the treatment, the patient showed a rapid but transient 

tumor regression along with symptom reduction without adverse events higher than 

grade 1. In 2013, Gajjar et al. reported a phase I study of vismodegib in pediatric 

patients with refractory or recurrent MB to determine the toxicity, pharmacokinetics 

and the recommended dosage for phase II study (Gajjar et al., 2013)). In this study, 13 

eligible childhood (3-21 years old) patients were enrolled on the initial study with 6 

receiving 85 mg/m2 and 7 receiving 170 mg/m2 vismodegib. Twenty eligible patients 

were then enrolled on a flat-dosing of 150 mg or 300 mg. Three dose- limiting 

toxicities were observed with flat-dosing, and the concerned Hh-related skeletal 
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growth toxicities such as damages on cartilage and bone formation were not observed. 

Therefore, 150 mg or 300 mg dosage depending on patients’ BSA (body surface area) 

is recommended for phase II trial of vismodegib. In subsequent phase II trials with 31 

adult and 12 pediatric MB patients, progression-free survival (PFS) was found longer 

in those with SHH MB (3 adults and one pediatric) than those non-SHH subgroups. 

Among the limited patients of SHH-MB, prolonged disease stabilization was 41% 

(Robinson et al., 2015).  

   Recently, Li et al. performed a systemic review on the current available phase I 

and II clinical data of Hh inhibitors vismodegib and sonidegib (Li, Song, & Day, 

2019). They found that all the MB patients enrolled have good compliance n these 

trials and show specificity for SHH MB over other non-SHH subgroups. In total, there 

are 32 SHH over 22 other subgroups of MB patients enrolled for vismodegib, whereas 

the respective patients for sonidegib are 14 over 60. Overall, the pooled objective 

response rate (ORR) for vismodegib is 17% for SHH-MB, and 0% for other non-SHH 

MB subgroups. Likewise, the pooled ORR for sonidegib is 55% for SHH-MB, and 0% 

for other MB subgroups. In both adult and pediatric MB patients, sonidegib  

outperforms vismodegib in efficacy, but both inhibitors show similar toxicity profile  

in the trials. These results confirm that Hh inhibitors have promising antitumor 

efficacy and well-tolerated in SHH MB patients, therefore further clinical trials with 

these drugs are promising.  

4. Concluding remarks and future perspectives 

MB is the most common and yet highly heterogeneous childhood malignant brain 

tumor. Since MB occurs in the posterior fossa, discrimination is difficult and 70-80% 

of MB patients are diagnosed before metastatic dissemination survive, thus making 

treatment of this disease even harder (Quinlan, & Rizzolo, 2017). Recent application 
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of new genomic and epigenetic profiling technologies has revolutionized the 

classification of MB from strictly morphology-based to molecular and epigenetic 

characterization-based, leading to international consensus of four distinct MB 

molecular subgroups: WNT, SHH, Group and Group 4 (Cavalli et al.; 2017; Bavle, & 

Parsons, 2017; Ramaswamy et al., 2016). More recent studies have indicated that up 

to seven molecular subgroups exist in childhood MB. Moreover, studies on the inter- 

and intra-tumoral features of the four subgroups revealed that each subgroup contains 

variant subtypes.  

The progress on the classification of MB together with identification of specific 

gene mutations or amplifications have significantly helped risk stratification of MB 

patients at diagnosis and improved clinical treatment options. However, these 

biological advance in MB has not led to specific treatment for each of the MB 

subgroups or subtypes. Maximal surgical resection followed by craniospinal 

irradiation and adjuvant chemotherapy retains the standard of care for all MB 

subgroups. Molecular Drugs targeting the identified subgroup- or subtype-specific 

‘driver’ genes such as MYCN, MYC, TP53, CDK6, SNCAIPR and many others are still 

immature. Relatively, significant progress in the development of Hh pathway 

inhibitors has been achieved as promising treatment of SHH-driven MB, with a few 

already in the clinical trials.  

Since aberrant activation of the Hh signaling cascade is a hallmark of SHH MB 

tumors, several somatic mutations (PTCH1, SMO, GLI) underlying the pathway 

activation have been recognized as ‘driver’ genes for the development of molecular 

targeted therapies for SHH subgroup tumors (Xie et al., 2019). Currently, three Hh 

pathway inhibitors that target the SMO receptor (vismodegib, sonidegib, and 

glasdegib) have been clinically approved for treatment of several SHH-dependent 
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cancers. But unfortunately, these inhibitors are primarily approved for BCC or acute 

leukemia, rather for MB. Many clinical trials with vismodegib and/or sonidegib have 

shown optimal objective responses against pediatric and adult SHH MB, however, the 

enrollment of limited pediatric SHH-driven MB patients together with transient 

effects in these trials precludes a solid treatment conclusion. 

In addition, several challenges may become additional obstacles for invention of a 

successful treatment for MB patients. First, the observed limited and transient clinical 

efficacy of SMO inhibitors in clinical trials might be partially due to their poor ability 

to cross the blood-brain barrier (BBB). To circumvent this challenge, novel strategies 

should be explored to promote inhibitors to penetrate the BBB. Second, to address the 

SMO-mutation driven drug resistance and treatment relapse, novel Hh inhibitors with 

distinct chemical structures and different modes of action, specifically those that act 

downstream of SMO such as GLI and BRD4, should be more extensively investigated 

since these inhibitors have shown effectiveness in mouse models to combat 

SHH-driven cancers as well as the acquired resistance associated with SMO inhibitors. 

However, potent and specific GLI inhibitors with optimal druglike properties are 

lacking, and current available BRD4 inhibitors possess poor safety and 

pharmacokinetic properties. Therefore, more structural elaborations on these 

inhibitors are emergently needed.  

Moreover, leptomeningeal dissemination, the spread of MB cells through 

cerebrospinal fluid to the brain and spinal cord, severely affects the prognosis of MB 

patients. Numerous genes have been identified as involved in this dissemination 

process (Jenkins et al., 2014). In addition to this metastatic mechanism, it has recently 

been shown that circulating MB cells driven by the CCL2-CCR2 chemokine axis 

disseminate through the blood in the leptomeningeal space form leptomeningeal 
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metastases (Garzia et al., 2018; Simon et al., 2019). Thus, it is imperative to 

investigate whether therapies designed to combat the metastatic capacity of MB by 

targeting the Hh signaling pathway is effective. 

In conclusion, the recent achievements in classification of MB tumors into more 

subtypes with distinct subtypes have greatly broadened our landscape on the high 

heterogeneity of this disease. Future efforts should be focused on identification of 

biomarkers for early diagnosis, clinically useful genetic or epigenetic factors for more 

precise patient stratification, and identification of subgroup/subtype-specific driver 

oncogenes for the development of molecular targeted therapy with reduced toxicity. 

Conflict of Interest Statement 

   The authors declare that there are no conflicts of interest. 

Acknowledgements 

This work was supported by grants from National Natural Science Foundation of 

China (Grants 81773565). Supporting grants from the Key Program of the Frontier 

Science (Grant 160621) of the Chinese Academy of Sciences, and the Strategic 

Leading Project A on Precision Medicine of the Chinese Academy of Sciences 

(XDA12020374, XDA12020226, XDA1250400) are also highly appreciated. A 

start-up grant to the Research Laboratory of Medicinal Chemical Biology & Frontiers 

on Drug Discovery (RLMCBFDD) from Shanghai Jiao Tong University is also high 

appreciated. 

References 

Agyeman, A. Jha, B. K., Mazumdar, T., & Houghton, J. A. (2014). Mode and 

specificity of binding of the small molecule GANT61 to GLI determines inhibition 

of GLI-DNA binding. Oncotarget 5, 4492-4503. 

Atwood, S. X., Sarin, K. Y., Whitson, R. J., Li, J. R., Kim, G., Rezaee, M., … Tang, J. 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 27 / 47 

 

Y. (2015). Smoothened variants explain the majority of drug resistance in basal cell 

carcinoma. Cancer Cell 27, 342-353. 

Bassilana, F, Carlson, A., DaSilva, J, A., Grosshans, B., Vidal, S., Beck, V., … 

Luchansky, S. J. (2014). Target identification for a Hedgehog pathway inhibitor 

reveals the receptor GPR39. Nature Chemistry Biology 10, 343-349. 

Batora, N.V., Sturm, D., Jones, D. T., Kool, M., Pfister, S. M., & Northcott, P. A. 

(2014). Transitioning from genotypes to epigenotypes: why the time has come for 

medulloblastoma epigenomics. Neuroscience 264, 171-185. 

Bavle, A. & Parsons, D. W. (2017). From one to many: further refinement of 

medulloblastoma subtypes offers promise for personalized therapy. Cancer Cell 31, 

727-729. 

Beroukhim, R., Mermel, C. H., Porter, D., Wei, G., Raychaudhuri, S., Donovan, J., … 

Meyerson, M. (2010). The landscape of somatic copy-number alteration across 

human cancers. Nature 463, 899-905. 

Bosco-Clément, G., Zhang, F., Chen, Z., Zhou, H. M., Li, H., Mikami, I., … He, B. 

(2014). Targeting Gli transcription activation by small molecule suppresses tumor 

growth. Oncogene 33, 2087-2097. 

Briggs, K. J., Corcoran-Schwartz, I. M., Zhang, W., Harcke, T., Devereux, W. L., 

Baylin, S. B., … Watkins, D. N. (2008). Cooperation between the Hic1 and Ptch1 

tumor suppressors in medulloblastoma. Genes & Development 22, 770-785. 

Byrne, E. F. X., Sircar, R., Miller, P. S., Hedger, G., Luchetti, G., Nachtergaele,  S., … 

Siebold, C. (2016). Structural basis of Smoothened regulation by its extracellular 

domains. Nature 535, 517-522. 

Canettieri, G., Marcotullio, L.D., Greco, A., Coni, S., Antonucci, L., Infante, 

P….Gulino, A. (2010). Nature Cell Biology, 12, 132-143. 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 28 / 47 

 

Casey, D., Demko, S., Shord, S., Zhao, H., Chen, H., He, K., … Pazdur, R. (2017). 

FDA approval summary: Sonidegib for locally advanced basal cell carcinoma. 

Clinical Cancer Research 23, 2377-2381. 

Cavalli, F. M. G., Remke, M., Rampasek, L., Peacock, J., Shih, D. J. H., Luu, B., … 

Taylor, M. D. (2017). Intertumoral heterogeneity within medulloblastoma 

subgroups. Cancer Cell 31, 737-754. 

Cavalli, F. M. G., Remke, M., Rampasek, L., Peacock, J., Shih, D. J. H., Luu, B., … 

Taylor, M. D. (2017) Intertumoral heterogeneity within medulloblastoma 

subgroups. Cancer Cell 31, 737-754. 

Cherry, A.L. Finta, C., Karlström, M., Jin, Q., Schwend, T., Astorga-Wells, J., … 

Toftgård, R. (2013). Structural basis of SUFU-GLI interaction in human Hedgehog 

signaling regulation. Acta Crystallographica Section D Biological Crystallogrphy 

69, 2563-2579. 

Cohen, N. A., Stewart, M. L., Gavathiotis, E., Tepper, J. L., Bruekner, S. R., Koss, 

B., … Walensky, L. D. (2012) A competitive stapled peptide screen identifies a 

selective small molecule that overcomes MCL-1-dependent leukemia cell survival. 

Chemical Biology 19, 1175-1186. 

Coni, S., Antonucci, L., D'Amico, D., Di Magno, L., Infante, P., De Smaele, E., … 

Canettieri, G. (2013). Gli2 acetylation at lysine 757 regulates hedgehog-dependent 

transcriptional output by preventing its promoter occupancy. PLoS One 8, e65718. 

Danial, C. Sarin, K. Y., Oro, A. E., & Chang, A. L. (2016). An investigator- initiated 

open- label trial of sonidegib in advanced basal cell carcinoma patient resistant to 

vismodegib. Clinical Cancer Research 22, 1325-1329. 

Dhanyamraju, P. K., Holz, P. S., Finkernagel, F., Fendrich, V., & Lauth, M. (2015). 

Histone deacetylase 6 represents a novel drug target in the oncogenic Hedgehog 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 29 / 47 

 

signaling pathway. Molecular Cancer Therapeutics 14, 727-739. 

Dijkgraaf, G. J., Alicke, B., Weinmann, L., Januario, T., West, K., Modrusan, Z., … de 

Sauvage, F. J. (2011). Small molecule inhibition of GDC-0449 refractory 

smoothened mutants and downstream mechanisms of drug resistance. Cancer 

Research 71, 435-444.  

Dlugosz, A., Agrawal, S., & Kirkpatrick, P. (2012). Vismodegib. Nature Reviews 

Drug Discovery 11, 437-438. 

Dubuc, A. M., Remke, M., Korshunov, A., Northcott, P. A., Zhan, S. H., Mendez-Lago, 

M., … Taylor, M.D. (2013). Aberrant patterns of H3K4 and H3K27 histone lysine 

methylation occur across subgroups in medulloblastoma. Acta Neuropathologica 

125, 373-384. 

Eberhart, C. G., Cohen, K. J., Tihan, T., Goldthwaite, P. T., & Burger, P. C. (2003). 

Medulloblastomas with systemic metastases: evaluation of tumor histopathology 

and clinical behavior in 23 patients. Journal of Pediatric Hematology/Oncology 25, 

198-203. 

Eberhart, C. G., Gulati, M., Hwang, D., Cen, S., Yap, F., Ugwueze, C., … Duddalwar, 

V. (2002). Histopathologic grading of medulloblastomas: a Pediatric Oncology 

Group study. Cancer 94, 552-560. 

Ellison, D. W. (2010). Childhood medulloblastoma: novel approaches to the 

classification of a heterogeneous disease. Acta Neuropathologica 120, 305-316. 

Ellison, D. W. Dalton, J., Kocak, M., Nicholson, S. L., Fraga, C., Neale, G., … 

Gilbertson, R. J. (2011). Medulloblastoma: clinicopathological correlates of, SHH, 

WNT, and non-SHH/WNT molecular subgroups. Acta Neuropathologica 121, 

381-396. 

Ellison, D. W. Kocak, M., Dalton, J., Megahed, H., Lusher, M. E., Ryan, S. L., … 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 30 / 47 

 

Clifford, S.C. (2011). Definition of disease-risk stratification groups in childhood 

medulloblastoma using combined clinical, pathologic, and molecular variables. 

Journal of Clinical Oncology 29, 1400-1407. 

Fruhwald, M. C., O'Dorisio, M. S., Dai, Z., Tanner, S. M., Balster, D. A., Gao, X., … 

Plass, C. (2001). Aberrant promoter methylation of previously unidentified target 

genes is a common abnormality in medulloblastomas- implications for tumor 

biology and potential clinical utility. Oncogene 20, 5033-5042. 

Fukushima, N., Minami, Y., Kakiuchi, S., Kuwatsuka, Y., Hayakawa, F., Jamieson, 

C., … Naoe, T. (2016). Small molecule Hedgehog inhibitor attenuates the leukemia 

initiation potential of acute myeloid leukemia cells. Cancer Science 107, 

1422-1429.  

Gajjar, A., Stewart, C.F., Ellison, D.W., Kaste, S., Kun, L.E., Packer, R.J.,…Curran, T. 

(2013). Clinical Cancer Research 19, CCR-13-1425. 

Garzia, L., Kijima, N., Morrissy, A. S., De Antonellis, P., Guerreiro-Stucklin, A., 

Holgado, B. L. … Taylor, M. D. (2018). A Hematogenous Route for 

Medulloblastoma Leptomeningeal Metastases. Cell 172, 1050-1062.  

Goodrich, L. V., Milenković, L., Higgins, K. M., & Scott, M. P. (1997). Altered neural 

cell fates and medulloblastoma in mouse patched mutants. Science 277, 1109-1113. 

Gould, S. E., Low, J. A., Marsters, J. C. Jr, Robarge, K., Rubin, L. L., de Sauvage, F. 

J., … Yauch, R. L. (2014) Discovery and preclinical development of Vismodegib. 

Expert Opinion on Drug Discovery 9, 969-984. 

Gruber, W., Hutzinger, M., Elmer, D. P., Parigger, T., Sternberg, C., Cegielkowski, 

L., … Aberger, F. (2016). DYRK1B as therapeutic target in 

Hedgehog/GLI-dependent cancer cells with Smoothened inhibitor resistance. 

Oncotarget 7, 7134-7148. 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 31 / 47 

 

Hatton, B. A., Villavicencio, E. H., Tsuchiya, K. D., Pritchard, J. I., Ditzler, S., Pullar, 

B., … Olson, J. M. (2008). The Smo/Smo model: hedgehog- induced 

medulloblastoma with 90% incidence and leptomeningeal spread. Cancer Research  

68, 1768-1776. 

Hovestadt, V., Jones, D. T., Picelli, S., Wang, W., Kool, M., Northcott, P. A., … 

Lichter, P. (2014). Decoding the regulatory landscape of medulloblastoma using 

DNA methylation sequencing. Nature 510, 537-541. 

Hovestadt, V., Ayrault, O., Swartling, F.J., Robinson, G.W., Pfister, S.M., Northcott, 

P.A. (2020). Medulloblastomics revisited: biological and clinical insights from 

thousands of patients. Nature Review Cancer 20, 42-56. 

Huang, P., Nedelcu, D., Watanabe, M., Jao, C., Kim, Y., … Salic, A. (2016). Cellular 

cholesterol directly activates smoothened in hedgehog signaling. Cell 166, 

1176-1187. 

Infante, P., Alfonsi, R., Botta, B., Mori, M., & Di Marcotullio, L. (2015). Targeting  

GLI factors to inhibit the Hedgehog pathway. Trends in Pharmacological Sciences 

36, 547-558. 

Iovine, V., Mori, M., Calcaterra, A., Berardozzi, S., & Botta, B. (2016). One hundred 

faces of cyclopamine. Current Pharmaceutical Design 22, 1658-1681. 

Ishii, T., Shimizu, Y., Nakashima, K., Kondo, S., Ogawa, K., Sasaki, S., & Matsui, H. 

(2014). Inhibition mechanism exploration of investigational drug TAK-441 as 

inhibitor against vismodegib-resistant Smoothened mutant. European Journal of 

Pharmacology 723, 305-313. 

Jakacki, R. I., Burger, P. C., Zhou, T., Holmes, E. J., Kocak, M., Onar, A., … Pollack, 

I. F. (2012). Outcome of children with metastatic medulloblastoma treated with 

carboplatin during craniospinal radiotherapy: a children’s oncology group Phase 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 32 / 47 

 

I/II study. Journal of Clinical Oncology 30, 2648-2653. 

Jenkins, N. C., Kalra, R. R., Dubuc, A., Sivakumar, W., Pedone, C. A., Wu, X. … 

Fults, D. W. (2014). Genetic drivers of metastatic dissemination in sonic hedgehog 

medulloblastoma. Acta Neuropathologica Communications 2, 85.  

Jones, D. T., Jäger, N., Kool, M., Zichner, T., Hutter, B., Sultan, M., … Lichter, P. 

(2012). Dissecting the genomic complexity underlying medulloblastoma. Nature 

488, 100-105. 

Jones, P. A., Issa, J. P., & Baylin, S. (2016). Targeting the cancer epigenome for 

therapy. Nature Reviews Genetics 17, 630-641. 

Khatra, H. Bose, C., & Sinha, S. (2017). Discovery of hedgehog antagonists for 

cancer therapy. Current Medicinal Chemistry 24, 2033-2058. 

Kim, J., Aftab, B. T., Tang, J. Y., Kim, D., Lee, A. H., Rezaee, M., … Rudin, C. M. 

(2013). Itraconazole and arsenic trioxide inhibit Hedgehog pathway activation and 

tumor growth associated with acquired resistance to smoothened antagonists.  

Cancer Cell 23, 23-34. 

Kim, J., Aftab, B. T., Tang, J. Y., Kim, D., Lee, A. H., Rezaee, M., … Rudin, C. M. 

(2013). Itraconazole and arsenic trioxide inhibit Hedgehog pathway activation and 

tumor growth associated with acquired resistance to smoothened antagonists. 

Cancer Cell 23, 23-34. 

Kim, J., Tang, J. Y., Gong, R., Kim, J., Lee, J. J., Clemons, K. V., … Beachy, P. A. 

(2010). Itraconazole, a commonly used antifungal that inhibits Hedgehog pathway 

activity and cancer growth. Cancer Cell 17, 388-399. 

Kool, M., Korshunov, A., Remke, M., Jones, D. T., Schlanstein, M., Northcott, P. 

A., … Pfister, S. M. (2012). Molecular subgroups of medulloblastoma: an 

international metaanalysis of transcriptome, genetic aberrations, and clinical data 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 33 / 47 

 

of, WNT, SHH, Group 3, and Group 4 medulloblastomas. Acta Neuropathologica 

123, 473-484. 

Lannering, B., Rutkowski, S., Doz, F., Pizer, B., Gustafsson, G., Navajas, A. … 

Kortmann, R. (2012). Hyperfractionated versus conventional radiotherapy 

followed by chemotherapy in standard-risk medulloblastoma: results from the 

randomized multicenter HIT-SIOP PNET 4 trial. Journal of Clinical Oncology 30, 

3187-3193. 

Lauth, M., Bergström, A., Shimokawa, T., Tostar, U., Jin, Q., Fendrich, V., … 

Toftgård, R. (2010). DYRK1B-dependent autocrine-to-paracrine shift of Hedgehog 

signaling by mutant RAS. Nature Structural Molecular Biology 17, 718-725. 

Levesley, J. Steele, L., Brüning-Richardson, A., Davison, A., Zhou, J., Ding, C., … 

Short, S. C. (2018) Selective BCL-XL inhibition promotes apoptosis in 

combination with MLN8237 in medulloblastoma and pediatric glioblastoma cells.  

Neuro-Oncology 20, 203-214.  

Levesley, J., Lusher, M. E., Lindsey, J. C., Clifford, S. C., Grundy, R., & Coyle, B. 

(2011). RASSF1A and the BH3-only mimetic ABT-737 promote apoptosis in 

pediatric medulloblastoma cell lines. Neuro-Oncology 13, 1265-1276. 

Li, B., Fei, D. L., Flaveny, C. A., Dahmane, N., Baubet, V., Wang, Z., & Robbins, D. J. 

(2014). Pyrvinium attenuates Hedgehog signaling downstream of smoothened. 

Cancer Research 74, 4811-4821. 

Li, Y., Song, Q., & Day, B.W. (2019). Phase I and phase II sonidegib and vismodegib 

clinical trials for the treatment of paediatric and adult MB patients: a systemic 

review and meta-analysis. Acta Neuropathologica Communications 7, 123. 

Liu, G., Huang, W., Wang, J., Liu, X., Yang, J., Zhang, Y., … Zhang, A. (2017). 

Discovery of Novel Macrocyclic Hedgehog Pathway Inhibitors Acting by 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 34 / 47 

 

Suppressing the Gli-Mediated Transcription. Journal of Medicinal Chemistry 60, 

8218-8245. 

Liu, G., Xue, D., Yang, J., Wang, J., Liu, X., Huang, W., … Zhang, A. (2016). Design, 

synthesis, and pharmacological evaluation of 

2‑ (2,5-dimethyl-5,6,7,8-tetrahydroquinolin-8-yl)‑ N‑ aryl propanamides as novel 

smoothened (SMO) antagonists. Journal of Medicinal Chemistry 59, 

11050−11068.  

Long, J., Li, B., Rodriguez-Blanco, J., Pastori, C., Volmar, C. H., Wahlestedt, C., & 

Robbins, D. J. (2014). The BET bromodomain inhibitor I-BET151 acts 

downstream of smoothened protein to abrogate the growth of hedgehog 

protein-driven cancers. Journal of Biological Chemistry 289, 35494-35502. 

Lou, E., Schomaker, M., Wilson, J. D., Ahrens, M., Dolan, M., & Nelson, A. C. 

(2016). Complete and sustained response of adult medulloblastoma to 

first- line-sonic Hedgehog inhibition with vismodegib. Cancer Biology & Therapy 

17, 1010-1016.  

Louis, D. N., Ohgaki, H., Wiestler, O. D., Cavenee, W. K., Burger, P. C., Jouvet, 

A., … Kleihues, P. (2007). The 2007 WHO classification of tumors of the central 

nervous system. Acta Neuropathologica 114, 97-109. 

Louis, D. N., Perry, A., Reifenberger, G., von Deimling, A., Figarella-Branger, D., 

Cavenee, W. K., … Ellison, D.W. (2016). The 2016 World Health Organization 

classification of tumors of the central nervous system. Acta Neuropathologica 131, 

803-820. 

Millard, N. E., & De Braganca, K. C. (2016). Medulloblastoma. Journal of Child 

Neurology 31, 1341-1353. 

Munchhof, M. J., Li, Q., Shavnya, A., Borzillo, G. V., Boyden, T. L., Jones, C. S., … 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 35 / 47 

 

Tkalcevic, G.T. (2011). Discovery of PF-04449913, a potent and orally 

bioavailable inhibitor of smoothened. ACS Medicinal Chemistry Letters 3, 

106-111.  

Nedelcu, D., Liu, J., Xu, Y., Jao, C., & Salic, A. (2013). Oxysterol binding to the 

extracellular domain of Smoothened in Hedgehog signaling. Nature Chemical 

Biology 9, 557-564. 

Northcott, P.A., Buchhalter, I., Morrissy, A.S., Hovestadt, V., Weischenfeldt, 

J.,…Lichter, P. (2017). The whole-genome landscape of medulloblastoma subtypes. 

Nature 457, 311-317. 

Northcott, P. A., Korshunov, A., Pfister, S. M., & Taylor, M. D. (2012). The clinical 

implications of medulloblastoma subgroups. Nature Review Neurology 8, 340-351. 

Northcott, P. A., Jones, D. T., Kool, M., Robinson, G.W., Gilbertson, R.J., Cho, Y.  

J., … Pfister, S. M. (2012). Medulloblastomics: the end of the beginning. Nature 

Reviews Cancer 12, 818-834. 

Northcott, P. A., Nakahara, Y., Wu, X., Feuk, L., Ellison, D. W., Croul, S., … Taylor, 

M. D. (2009). Multiple recurrent genetic events converge on control of histone 

lysine methylation in medulloblastoma. Nature Genetics 41, 465-472. 

Ohashi, T., Oguro, Y., Tanaka, T., Shiokawa, Z., Tanaka, Y., Shibata, S., & … Sasaki, 

S. (2012). Discovery of the investigational drug TAK-441, a pyrrolo[3,2-c]pyridine 

derivative, as a highly potent and orally active hedgehog signaling inhibitor: 

modification of the core skeleton for improved solubility. Bioorganic & Medicinal 

Chemistry 20, 5507-5517. 

Ostrom, Q. T., de Blank, P. M., Kruchko, C., Petersen, C. M., Liao, P., Finlay, J. L., … 

Barnholtz-Sloan, J. S. (2015). Alex's lemonade Stand foundation infant and 

childhood primary brain and central nervous system tumors d iagnosis in the United 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 36 / 47 

 

States in 2007-2011. Neuro-Oncology 16, x1-x36. 

Pak, E., & Segal, R. A. (2016) Hedgehog signal transduction: key players, oncogenic 

drivers, and cancer therapy. Developmental Cell 38, 333-344. 

Pan, S., Wu, X., Jiang, J., Gao, W., Wan, Y., Cheng, D., … Dorsch, M. (2010). 

Discovery of NVP-LDE225, a potent and selective Smoothened antagonist. ACS 

Medicinal Chemistry Letters 1, 130-134. 

Park, C. M., Bruncko, M., Adickes, J., Bauch, J., Ding, H., Kunzer, A., … Elmore, S. 

W. (2008). Discovery of an orally bioavailable small molecule inhibitor of 

prosurvival B-cell lymphoma 2 proteins. Journal of Medicinal Chemistry 51, 

6902-6915. 

Paterson, E., & Farr, R. F. (1953). Cerebellar medulloblastoma: treatment by 

irradiation of the whole central nervous system. Acta Radiologica 39, 323-336. 

Petrirena, G. J, Masliah-Planchon, J., Sala, Q., Pourroy, B., Frappaz, D., Tabouret, 

E., … Padovani, L. (2018). Recurrent extraneural sonic Hedgehog 

medulloblastoma exhibiting sustained response to vismodegib and temozolomide 

monotherapies and inter-metastatic molecular heterogeneity at progression. 

Oncotarget 9, 10175-10183.  

Peukert, S.,  He, F., Dai, M., Zhang, R., Sun, Y., Miller-Moslin, K., … Dorsch, M. 

(2013). Discovery of NVP-LEQ506, a second-generation inhibitor of smoothened. 

ChemMedChem 8, 1261-1265. 

Pugh, T. J., Weeraratne, S. D., Archer, T. C., Pomeranz Krummel, D. A., Auclair, D., 

Bochicchio, J., … Cho, Y.J. (2012). Medulloblastoma exome sequencing uncovers 

subtype-specific somatic mutations. Nature 488, 106-110. 

Pui, C. H., Gajjar, A. J., Kane, J. R., Qaddoumi, I. A., & Pappo, A. S. (2011). 

Challenging issues in pediatric oncology. Nature Review Clinical Oncology 8, 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 37 / 47 

 

540-549. 

Quinlan, A., & Rizzolo, D. (2017). Understanding medulloblastoma. JAAPA 30, 

30-36. 

Ramaswamy V., Remke, M., Bouffet, E., Bailey, S., Clifford, S. C., Doz, F., & 

Pomeroy S. L. (2016). Risk stratification of chilehood medullablastoma in the 

molecular era: the current consensus. Acta Neuropathologica 131, 821-831. 

Ramaswamy, V., & Taylor, M. D. (2017). Medulloblastoma: from myth to molecular. 

Journal of Clinical Oncology 35, 2355-2363. 

Rimkus, T. K., Carpenter, R. L., Qasem, S., Chan, M., & Lo, H. W. (2016). Targeting 

the sonic hedgehog signaling pathway: review of smoothened and GLI inhibitors. 

Cancers 8, 22. 

Robarge, K. D., Brunton, S. A., Castanedo, G. M., Cui, Y., Dina, M. S., Goldsmith, 

R., … Xie, M. (2009). GDC-0449-a potent inhibitor of the hedgehog pathway. 

Bioorganic & Medicinal Chemistry Letters 19, 5576-5581 

Robinson, G. W., Orr, B. A., Wu, G., Gururangan, S., Lin, T., Qaddoumi, I., … Gajjar, 

A. (2015) Vismodegib exerts targeted efficacy against recurrent sonic Hedgehog 

subgroup Medulloblastoma: results from phase II paediatric brain tumor 

consortium studies PBTC-025B and PBTC-032. Journal of Clinical Oncology 33, 

2646-2654. 

Robinson, G., Parker, M., Kranenburg, T. A., Lu, C., Chen, X., Ding, L., … 

Gilbertson, R. J. (2012). Novel mutations target distinct subgroups of 

medulloblastoma. Nature 488, 43-48. 

Robinson, G.W., Orr, B.A., Wu, G., Gururangan, S., Lin, T., Qaddoumi, I.,…Gajjar, A. 

(2015). Journal of Clinical Oncology 33, 2646-2653. 

Romer, J. T., Kimura, H., Magdaleno, S., Sasai, K., Fuller, C., Baines, H., … Curran, 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 38 / 47 

 

T. (2004). Suppression of the Shh pathway using a small molecule inhibitor 

eliminates medulloblastoma in Ptc1(+/-)p53(-/-) mice. Cancer Cell 6, 229-40. 

Rudin, C.M., Hann, C.L., Laterra, J., Yauch, R.L., Callahan, C.A.,…Low, J.A. (2009). 

The New England Journal of Medicine 361, 1173-1178. 

Samkari, A., White, J., & Packer, R. (2015). SHH inhibitors for the treatment of 

Medulloblastoma. Expert Reviews of Neurotherapeutics 15, 763-770. 

Schwalbe, E.C., Williamson, D., Lindsey, J. C., Hamilton, D., Ryan, S.L., Megahed, 

H., … Clifford, S. C. (2013). DNA methylation profiling of medulloblastoma 

allows robust subclassification and improved outcome prediction using 

formalin-fixed biopsies. Acta Neuropathologica 125, 359-371. 

Schwalbe, E.C., Lindsey, J. C., Nakjang, S., Crosier, S., Smith, A.J., …Clifford, S.C. 

(2017). Novel molecular subgroups for clinical classification and outcome 

prediction in childhood medulloblastoma: a cohort study. Lancet Oncology 18, 

958-971. 

Simon, T. D., Kronman, M. P., Whitlock, K. B., Browd, S. R., Holubkov, R., Kestle, J. 

R. W., … Mayer-Hamblett, N. (2019). Reinfection rates following adherence to 

infectious diseases society of America guideline recommendations in first 

cerebrospinal fluid shunt infection treatment. Journal of Neurosurgery-Pediatrics 

15, 1-9. 

Souers, A. J., Leverson, J. D., Boghaert, E. R., Ackler, S. L., Catron, N. D., Chen, J., 

Elmore, S. W. (2013). ABT-199, a potent and selective BCL-2 inhibitor, achieves 

antitumor activity while sparing platelets. Nature Medicine 19, 202-208. 

Tait, D. M., Thornton-Jones, H., Bloom, H. J., Lemerle, J., & Morris-Jones, P. (1990). 

Adjuvant chemotherapy for medulloblastoma: the first multicentre control trial of 

the International Society of Pediatric Oncology (SIOP I). Europaen Journal of 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 39 / 47 

 

Cancer and Clinical Cancer 26, 464-469. 

Tang, Y., Gholamin, S., Schubert, S., Willardson, M. I., Lee, A., Bandopadhayay, 

P., … Cho, Y. J. (2014). Epigenetic targeting of Hedgehog pathway transcriptional 

output through BET bromodomain inhibition. Nature Medicne 20, 732-740. 

Taylor, M. D. Northcott, P. A., Korshunov, A., Remke, M., Cho, Y. J., Clifford, S. 

C., … Pfister, S. M. (2012). Molecular subgroups of medulloblastoma: the current 

consensus. Acta Neuropathologica 123, 465-472. 

Wang, C. Wu, H., Evron, T., Vardy, E., Han, G. W., Huang, X. P., … Stevens, R. C. 

(2014). Structural basis for Smoothened receptor modulation and chemoresistance 

to anticancer drugs. Nature Communications 5, 4355. 

Wang, C., Wu, H., Katritch, V., Han, G.W., Huang, X.P., Liu, W., … Stevens, R.C. 

(2013). Structure of the human smoothened receptor bound to an antitumor agent. 

Nature 497, 338-343. 

Wang, J., Garancher, A., Ramaswamy, V., & Wechsler-Reya, R. J. (2018). 

Medulloblastoma: from molecular subgroups to molecular targeted therapies. 

Annual Review of Neuroscience 41, 207-232. 

Wang, J., Huang, S., Tian, R., Chen, J., Gao, H., Xie, C., … Xu, M. (2018). The 

protective autophagy activated by GANT-61 in MYCN amplified neuroblastoma 

cells is mediated by PERK. Oncotarget 9, 14413-14427.  

Wellbrock J., Latuske E, Köhler J., Wagner, K., Stamm, H., Vettorazzi, E., … Fiedler, 

W. (2015) Expression of Hedgehog pathway mediator GLI represents a negative 

prognostic marker in human acute myeloid leukemia and its inhibition exerts 

antileukemic effects. Clinical Cancer Research 21, 2388–2398. 

Wetmore, C., Latuske, E., Köhler, J., Wagner, K., Stamm, H., Vettorazzi, E., … 

Fiedler, W. (2001). Loss of p53 but not ARF accelerates medulloblastoma in mice 

Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 40 / 47 

 

heterozygous for patched. Cancer Research 61, 513-516. 

Wolska-Washer, A., & Robak, T. (2019). Glasdegib in the treatment of acute myeloid 

leukemia. Future Oncology 15, 3219-3232. 

Wu, X., Zhang, L. S., Toombs, J., Kuo, Y. C., Piazza, J.T., Tuladhar, R., … Lum, L. 

(2017). Extra-mitochondrial prosurvival BCL-2 proteins regulate gene 

transcription by inhibiting the SUFU tumor suppressor. Nature Cell Biology 19, 

1226-1236. 

Xie, H., Paradise, B. D., Ma, W. W., & Fernandez-Zapico, M. E. (2019). Recent 

advances in the clinical targeting of Hedgehog/GLI signaling in cancer. Cells 8, 

394. 

Xin, M., Ji, X., De La Cruz, L. K., Thareja, S., & Wang, B. (2018). Strategies to target 

the Hedgehog signaling pathway for cancer therapy. Medicinal Research Reviews 

38, 870-913. 

Yi, J., & Wu, J. (2018). Epigenetic regulation in medulloblastoma. Molecular Cell 

Neuroscience 87, 65-76. 

Yin, V.T. & Esmaeli, B. (2017) Targeting the Hedgehog pathway for locally advanced 

and metastatic basal cell carcinoma. Current Pharmaceutical Design 23, 655-659. 

  Jo
ur

na
l P

re
-p

ro
of

Journal Pre-proof



 

 41 / 47 

 

 

Figure 1. Advances on the pathology, classification and treatment of medulloblastoma. 

Abbreviations: MB, medulloblastoma. 
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Figure 2. The complex Hedgehog signaling pathway and the first-generation 

inhibitors. Hh pathway is initiated by binding its 12-pass transmembrane receptor PTCH1 with 

one of the three ligands (SHH, IHH, and DHH). The membrane protein SMO is then released and 

accumulated in cilia. The ciliary accumulated SMO can promote activation of the transcriptional 

factor GLI by inhibition of SUFU and several important protein kinases, leading to target genes 

transcription. Abbreviations : Hh, Hedgehog; PTCH, patched; SHH, sonic Hedgehog; IHH, Indian 

Hedgehog; DHH, desert Hedgehog; SMO, Smoothened; GPCRs, G-protein-coupled receptors; 
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GLI, glioma-associated oncogenes; SUFU, suppressor of fused.  
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Figure 3. New SMO antagonists 5-9. Compounds 5a and 5b are two artemisinin derivatives 

binding to SMO. Compounds 6-14 are antagonists of SMO mutants. Compounds 15-17 are 

three modulators binding with SMO CRD. 
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Figure 4. BH3 mimetics as Hh Inhibitors. MIMX is a MCL-1 inhibitor. ABT-263 is a 

multi-target inhibitor of Bcl-2, Bcl-xl and Bcl-w. The FDA approved ABT-199 is a selective 

Bcl-2 inhibitor. Abbreviations: BH3, Bcl-2 homolog 3; MCL-1, myeloid cell leukemia-1 ; 

Bcl-2, B-cell lymphoma 2; Bcl-xl, B-cell lymphoma-extra large; FDA, Food and Drug 

Administration. 
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Figure 5. New Hh pathway inhibitors interacting at the level of GLI. Abbreviation: Gli, 

glioma-associated oncogenes. 
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Figure 6. Chemical structures of compounds 30-38. Compounds 30-36 are HDAC 

inhibitors. Compounds 37-38 are BET inhibitors. Abbreviations: HDAC, histone 

deacetyltransferase; BET, The bromodomain and extra C-terminal domain. Jo
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