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Abstract: MYCN amplification occurs in approximately 20–30% of neuroblastoma patients and
correlates with poor prognosis. The TH-MYCN transgenic mouse model mimics the development
of human high-risk neuroblastoma and provides strong evidence for the oncogenic function of
MYCN. In this study, we identified mitotic dysregulation as a hallmark of tumor initiation in the
pre-cancerous ganglia from TH-MYCN mice that persists through tumor progression. Single-cell
quantitative-PCR of coeliac ganglia from 10-day-old TH-MYCN mice revealed overexpression of
mitotic genes in a subpopulation of premalignant neuroblasts at a level similar to single cells derived
from established tumors. Prophylactic treatment using antimitotic agents barasertib and vincristine
significantly delayed the onset of tumor formation, reduced pre-malignant neuroblast hyperplasia,
and prolonged survival in TH-MYCN mice. Analysis of human neuroblastoma tumor cohorts showed
a strong correlation between dysregulated mitosis and features of MYCN amplification, such as
MYC(N) transcriptional activity, poor overall survival, and other clinical predictors of aggressive
disease. To explore the therapeutic potential of targeting mitotic dysregulation, we showed that
genetic and chemical inhibition of mitosis led to selective cell death in neuroblastoma cell lines
with MYCN over-expression. Moreover, combination therapy with antimitotic compounds and
BCL2 inhibitors exploited mitotic stress induced by antimitotics and was synergistically toxic to
neuroblastoma cell lines. These results collectively suggest that mitotic dysregulation is a key
component of tumorigenesis in early neuroblasts, which can be inhibited by the combination of
antimitotic compounds and pro-apoptotic compounds in MYCN-driven neuroblastoma.

Keywords: neuroblastoma; tumorigenesis; MYCN; mitosis; combination therapy

1. Introduction

Neuroblastoma is a childhood cancer of the sympathetic nervous system that com-
monly arises in the abdomen, either from the adrenal medulla or sympathetic ganglia [1].
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Due to the developmental origin of the disease, it almost exclusively occurs in infancy
and early childhood [2]. While some cases of neuroblastoma undergo spontaneous or
post-therapy regression, clinically advanced neuroblastoma, which presents in 50% of
patients, is often therapy-resistant or relapses after an initial response to treatment [3].

Clinical and pathological features, such as age at diagnosis, stage, and tumor histol-
ogy are used to diagnose and classify high-risk patients. At the molecular level, MYCN
amplification independently indicates high-risk neuroblastoma that is associated with poor
prognosis [1]. MYCN regulates early sympathoadrenal development in the developing
fetus and alterations to its expression are associated with neuroblastoma [2,4]. Consistent
with this, human MYCN transgene expression driven by rat tyrosine hydroxylase (TH) pro-
moter in the transgenic TH-MYCN mice, is sufficient to recapitulate many of the features of
human neuroblastoma [5].

The timeline of tumorigenesis in TH-MYCN mice has been previously character-
ized [6–8]. Neuroblastoma tumor formation in this model is preceded by hyperplasia of
premalignant neuroblasts in the paravertebral ganglia of the neck, thorax, and abdomen in
the first weeks after birth. This hyperplasia is not a determinant of tumor development
and in most cases, only abdominal coeliac ganglia progress to form tumors, while other
hyperplastic ganglia of the neck and thorax only rarely progress to tumors. In comparison,
wild-type mice display neuroblast hyperplasia in paravertebral ganglia at birth that com-
pletely regresses by 2 weeks of age [8]. This suggests that there are additional requirements
that allow neuroblast hyperplasia, persistence, and transformation to ultimately allow
tumor development [2]. However, the mechanism that promotes tumor initiation instead
of regression in these neuroblasts is yet unknown [2,9]. Studying the paravertebral ganglia
during the precancerous phase in TH-MYCN mice offers a valuable model to unravel the
molecular mechanisms of tumor initiation in MYCN-driven neuroblastoma [6–8,10–15].

In this study, bulk transcriptomics and comparative single-cell qPCR analysis of
premalignant ganglia and tumors from TH-MYCN+/+ mice showed the acquisition of
mitotic dysregulation through tumorigenesis. Prophylactic treatment with antimitotic
compounds barasertib and vincristine reduced tumor incidence and prolonged survival in
homozygous TH-MYCN+/+ mice. Additionally, combination treatment using an antimitotic
and pro-apoptotic compound was synergistically toxic to human neuroblastoma cell lines
and TH-MYCN+/+ tumors. Collectively our results suggest that mitotic dysregulation is a
key feature that contributes early to neuroblastoma tumor initiation and that a combination
of antimitotic compounds and pro-apoptotic compounds offers synergistic therapeutic
benefit in MYCN-driven neuroblastoma.

2. Results

2.1. Gene Expression Profiling of TH-MYCN+/+ Transgenic Mice Identifies Mitotic Gene Set
Enrichment in Pre-Malignant Neuroblasts

To evaluate the transcriptome of MYCN-driven neuroblastoma through the course
of tumor initiation and progression, we compared bulk mRNA expression profiles of
ganglion tissues derived from TH-MYCN+/+ 1 and 2-week-old mice, and tumors from
6-week-old mice, to that of age-matched tissue from wild-type littermates [11]. We used
a linear predictor model [15] to identify genes whose expression diverged between wild-
type and TH-MYCN+/+ mice over time (Figure 1A). This identified three gene clusters
with distinct expression patterns, in particular a group defined as “Gene Group 3” with
gene expression patterns that indicate progressive upregulation in TH-MYCN+/+ ganglia
and progressive downregulation in wildtype ganglia (Figure 1B). Gene Ontology (GO)
term over-representation analysis for these three gene groups identified unique pathway
enrichment, with Gene Group 3 having a strong mitotic gene enrichment including GO
terms such as “spindle assembly” and “mitotic nuclear division” amongst others (Figure 1C,
Supplementary Table S1). Examination of Gene Group 3 identified numerous mitotic
regulators, and indeed a 9 gene mitotic gene signature (MGS) strongly represented the
divergent expression patterns seen when comparing wildtype and TH-MYCN+/+ tissues
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(Figure 1A, see red text, Figure 1D). The MGS was strongly correlated with a target gene
signature for the MYC oncogene [16] (Figure 1E). Since this MYC signature is known to be
highly concordant with MYCN transcriptional activity [7], this suggests a regulatory link
between the MGS and MYCN in TH-MYCN+/+ ganglia.

A hallmark of neuroblastoma initiation in TH-MYCN+/+ mice is the presence of in-
creased numbers of premalignant hyperplastic neuroblasts in sympathetic ganglia [8]. To
investigate MGS expression in these cells, we performed targeted single-cell qPCR on pre-
malignant ganglia cells from TH-MYCN+/+ mice at day 10 and tumor cells from 40-day-old
TH-MYCN+/+ tumors (Figure 1F). To classify cell types, we quantified the expression of
marker genes for cell types expected in sympathetic ganglia [7,17–19] including neurob-
lasts (Phox2b, hMYCN, Dlk1), ganglion cells (Gap43, Dbh, Tubb3) and Schwannian cells
(Sox10, Col1a2, S100a1) (Figure 1F). Comparing the expression of the 9 genes of the MGS,
showed significantly higher expression in the neuroblasts compared with other cell types
(Figure 1F,G). Interestingly however, the neuroblasts of 10-day-old ganglia, and 40-day-old
tumor tissue showed no significant difference in MGS expression patterns, suggesting that
mitotic dysregulation occurs as an early feature of tumor development in hyperplastic
neuroblasts (Figure 1G). This specific relationship was evident where MGS expression
was correlated with markers of immature neuroblasts such as Phox2b and indeed hMYCN,
the driver oncogene of this model (Figure 1H, Supplementary Figure S1). Together, these
results suggest that MYCN-driven tumor initiation is accompanied by early and marked
upregulation of the MGS, and mitotic dysregulation could be the pathway by which MYCN
shifts the premalignant neuroblast toward malignant transformation.

2.2. Prophylactic Inhibition of Mitosis Impedes MYCN-Driven Tumor Initiation and Progression
to Neuroblastoma

To investigate the functional role of mitotic dysregulation in pre-malignant neurob-
lasts, we treated TH-MYCN+/+ mice prophylactically with either barasertib, a small molecule
inhibitor of AURKB (regulates alignment and segregation of chromosomes during mito-
sis) or vincristine, standard antimitotic chemotherapy against neuroblastoma that inhibits
microtubule formation in the mitotic spindle [1,20]. Six-day-old TH-MYCN+/+ mice were
treated with intraperitoneal vehicle controls, vincristine (0.05 mg/kg/day), or barasertib
(25 mg/kg/day) for 4 days per week over 5 weeks, and thereafter assessed for tumor growth.
Treatment with anti-mitotic compounds significantly improved survival compared to vehicle
controls (Figure 2A). Tumor growth was completely inhibited in 40% of barasertib- and 60%
of vincristine-treated mice up to 210 days. This pronounced effect occurred despite doses
administered at a concentration 2–4 fold lower than previously reported maximum-tolerated
doses in mice [7,20] and no adverse effect was observed on body weight (Supplementary
Figure S2). We further quantified the effect of either barasertib or vincristine treatment given
from postnatal day 6–9, on the level of neuroblast hyperplasia in the coeliac ganglia at 12 days
of age. In comparison to vehicle controls, we found a significant 3.1–4.3 fold reduction in
the size of hyperplastic regions in treated mice, compared with vehicle control (Figure 2B,C).
These data show that mitotic dysregulation during early MYCN-driven tumor initiation is
required for rapid progression to tumor formation.

Since mitotic dysregulation is known to prime cells for apoptotic cell death [21,22], we
hypothesized that this functional link would exist in vivo at the stages of tumor initiation
and progression. To test this, we administered the pro-apoptotic compound ABT263, a pan-
BCL2 family inhibitor [23], to TH-MYCN+/+ mice prophylactically from day 6 for 5 weeks.
Similar to antimitotic compounds, the Kaplan–Meier analysis revealed that ABT263-treated
mice showed a significantly prolonged survival and decreased tumor incidence when compared
to vehicle-treated mice (Supplementary Figure S3A). Histological analysis was performed in
the coeliac ganglia of 12-day-old TH-MYCN+/+ mice and revealed a marked decrease in the
area of hyperplasia following 4 doses of ABT263 (Supplementary Figure S3B,C). These findings
confirm a role for anti-apoptotic BCL2 proteins in TH-MYCN tumor initiation and point to a
functional link between mitotic dysregulation and the anti-apoptotic machinery.
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Figure 1. Pre-malignant neuroblasts in TH-MYCN+/+ sympathetic ganglia show mitotic dysregulation.
(A) Heatmap showing microarray gene expression patterns for wild-type and homozygous TH-
MYCN ganglia and tumors. The genes shown were identified using a multiple linear model [15].
Ward.d2-based hierarchical clustering identified three gene groups. Red print indicates genes that
are used in the mitotic gene signature (MGS). (B) Scatter plots showing average expression for gene
signatures created from gene groups identified in (A). Signatures were created using average Z-scores
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of all genes in the signature. Error bars represent standard deviation. (C) Gene ontology (GO) term
enrichment using genes from each gene group identified in (A,B). Red print corresponds to GO
terms related to mitosis (enriched in Gene Group 3). Representative GO terms were selected, see
the full results analysis in Supplementary Table S1. Color represents adjusted p-value. (D) Scatter
plots showing MGS: the mitotic genes identified in Gene group 3. Signatures were created using
average Z-scores of all genes in the signature. Error bars represent standard deviation. (E) Correla-
tion comparing MGS and a MYC-target gene signature [16] expression for TH-MYCN ganglia and
tumors. R-value refers to Pearson correlation statistic. Color corresponds to genotype/age groupings.
(F) Heatmap showing single-cell qPCR gene expression patterns for TH-MYCN+/+ ganglia (10 days—
light blue) and tumors (40 days—red). Cell type classifications were made using the expression
patterns of neuroblast, ganglion, and Schwannian signatures. Genes in red print correspond to mitotic
genes in the MGS. (G) Boxplot comparisons of MGS expression in different cell and sample types.
p-values derived from the Wilcoxon rank sum test. (H) Correlation comparing MGS and neuroblast
markers Phox2b (left) and hMYCN (right) for expression single cells from TH-MYCN+/+ ganglia and
tumors. R-value refers to the Pearson correlation statistic. Color corresponds to cell type groupings.

Figure 2. Prophylaxis with antimitotic compounds impairs neuroblastoma tumorigenesis in TH-
MYCN+/+ mice. (A) Kaplan–Meier curve for TH-MYCN+/+ mice survival assessing vehicle vs.
25 mg/kg/day barasertib (left) and 0.05 mg/kg/day vincristine (right). Treatment was from day 6
until day 42 on a 4-day-on/3-day-off schedule for a total of 22 doses. The endpoint was considered to
be time until the maximum palpable tumor was detected (10 mm diameter) or 210 days, whichever
came first. p-value comparing treatments was calculated using log-rank tests. (B) Boxplot comparing
different treatment groups for percentage of hyperplasia in the coeliac ganglia of treated mice: vehicle
vs. 25 mg/kg/day barasertib and 0.05 mg/kg/day vincristine. Treatment was from day 6 until day 9
for a total of 4 doses. Ganglia were detected in hematoxylin and eosin sections of mice at 12 days of
age. (C) Representative hematoxylin and eosin sections from (B) shows hyperplastic (red arrows)
and non-hyperplastic (black arrows) regions in the coeliac ganglia.
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2.3. High Expression of Mitotic Genes Is Associated with Poor Prognosis in Neuroblastoma Patients

We next examined microarray expression data from a large primary, treatment-naïve,
human neuroblastoma cohort (Kocak cohort, n = 475; GEO GSE45480) [24]. We classified patient
tumors based on the expression of the previously identified genes from the TH-MYCN ganglia
analysis in Figure 1A. Hierarchical clustering separated the tumor cohort into three groups, with
MGS expression presenting as the dominant signal defining these tumors (Figure 3A, see red
text, Figure 3B). Tumors classified with a high MGS score (MGS.High) showed significantly
worse overall survival compared with tumors defined with intermediate or low expression of
the MGS (MGS.Int or MGS.Low respectively) (Figure 3C). Similar to TH-MYCN ganglia, MGS
expression also correlated with tumors that had a high MYC or MYCN transcriptional activity
(Figure 3D) and MGS expression was significantly higher in clinical categories of poor prognosis
for MYCN amplification, metastasis (International neuroblastoma staging system—INSS4) and
older age (>18 months) compared with their lower risk counterparts (Figure 3E). Similar results
were observed in a separate cohort based on RNA-seq data (Supplementary Figure S4A–E) [25].

To assess the functional requirement of mitotic genes in established neuroblastoma, we next
quantified the effect of silencing two representative genes within the MSG in neuroblastoma
cell lines, BUB1 and KIFC1. We also targeted AURKB, a mitotic gene that has been previously
shown to have a MYCN signal dependency [20]. We chose cell lines that represent a range
of hallmark features of neuroblastoma: MYCN-amplified (SK-N-BE(2)C) vs. non-amplified
(SH-EP + SK-N-AS), as well as cell lines conforming to the adrenergic (SK-N-BE(2)C), mixed
(SK-N-AS) and mesenchymal (SH-EP) super-enhancer classification [26–28]. We first validated
that siRNA-mediated knockdown of these genes inhibited protein expression of the corre-
sponding genes in three neuroblastoma cell lines, SK-N-BE(2)C, SH-EP, SK-N-AS (Figure 3F).
Following gene knockdown, the percentage of viable cells became progressively lower through
48-, 72-, and 96-h post-transfection, with later timepoints shown to be significantly lower
compared with cells transfected with non-targeting siRNA (Figure 3G). Moreover, a marked
reduction in colony formation was also observed in neuroblastoma cell lines upon mitotic gene
knockdown (Figure 3H,I) suggesting a dependence on mitotic genes for cell survival and/or
proliferation. Interestingly, across cell viability and colony assays, mitotic genes show similar
potency regardless of MYCN amplification status or super-enhancer classification status of cell
lines. To determine whether AURKB, BUB1, and KIF1C are MYCN target genes, we performed
ChIP-PCR and demonstrated a 4-to-10-fold enrichment of MYCN binding to the promoter
regions in two MYCN-amplified neuroblastoma cell lines (Figure 3J). Moreover, MYCN ChIP
sequencing in MYCN-amplified cell lines [29], shows evidence of MYCN transcriptional reg-
ulation at the promoter region of all MGS members (Supplementary Figure S5). These data
indicate that MGS expression in established neuroblastoma is strongly linked to poor prog-
nosis, MYCN transcriptional activity, and clinical predictors of aggressive disease. Moreover,
mitotic gene overexpression is essential to neuroblastoma cell viability and clonogenicity in
neuroblastoma cells.

2.4. MYCN Overexpression Sensitizes Neuroblastoma Cells to Mitotic Gene Knockdown, by
Induction of Apoptosis

To investigate the effect of MYCN on mitotic dysregulation and its functional consequences
in neuroblastoma cells, we performed siRNA knockdown of AURKB, BUB1, and KIFC1 in
MYCN-regulable SHEP21N cells (Figure 4A). This showed conditional cytotoxicity after 72–96
h, where siRNA for all genes reduced cell viability in MYCN-overexpressing SHEP21N cells to a
greater extent than cells lacking MYCN expression (Figure 4B). As apoptosis has been reported
to be a functional consequence of MYC-driven mitotic dysregulation [20–22], we compared
the extent of apoptosis in SHEP21N cells transiently transfected with AURKB, BUB1, and
KIFC1 siRNA. Annexin V/7-AAD assay showed there was an increase in the early and late
apoptotic population after mitotic gene knockdown, with a trend that MYCN-expressing cells
were undergoing early apoptosis (Figure 4C and Supplementary Figure S6). To validate this, we
explored the expression of cleaved PARP, a marker of intrinsic apoptosis. This showed a marked
increase for cleaved PARP in the MYCN-expressing SHEP21N cells following siRNA-mediated
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knockdown of mitotic genes (Figure 4D). These findings suggest that mitotic gene knockdown
induces selective cytotoxicity and apoptosis in the presence of MYCN.

Figure 3. Mitotic dysregulation occurs in established neuroblastoma and is essential for cell viability
and proliferation. (A) Heatmap from neuroblastoma tumor microarray [24] for the same genes
identified in Figure 1A. Ward.d2-based hierarchical clustering identified three tumor groups (see
TumorClass). Red print genes indicate human genes that constitute the MGS. (B) Boxplot showing
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MGS expression in tumor microarray split by tumor grouping in (A). p-values derived from the
Wilcoxon rank sum test. (C) Kaplan–Meier plot for overall survival, split based on tumor groupings
identified for (A,B). p-value comparing treatments was calculated using log-rank tests. (D) Corre-
lation comparing MGS and a MYC-target gene signature [16] expression in neuroblastoma tumors.
R-value refers to the Pearson correlation statistic. Color corresponds to tumor groupings. (E) Boxplot
showing MGS expression in neuroblastoma tumors split by clinical groups for MYCN status, Stage,
and Age. p-values derived from the Wilcoxon rank sum test. (F) Western blot for neuroblastoma
cell lines treated with select mitotic gene knockdown, using pools of control or targeted siRNA.
(G) Resazurin-based assays showing cell viability relative to control siRNA-treated cell lines. Data
shows average expression from three biological replicates. Error bars relate to standard error.
p values were calculated using a t-test. *, p-value < 0.05, ns, non-significant. (H) Representa-
tive images of colony assays for neuroblastoma cell lines treated with different siRNA conditions.
(I) Colony assays showing colony number relative to control siRNA-treated cell lines. The data show
average expression from three biological replicates. Error bars relate to standard error. p values were
calculated using a t-test. *, p value < 0.05. (J) Chromatin immunoprecipitation PCR assays testing
MYCN enrichment in the promoter region of miotic genes. ODC1 promoter was used as a positive
control. IgG used a control antibody for non-specific enrichment. *, p value < 0.05, **, p-value < 0.01,
***, p-value < 0.001.

2.5. Chemical Inhibition of Mitosis Is Selectively Toxic to MYCN-Expressing Neuroblastoma

To quantify the toxicity of anti-mitotic compounds in the presence of MYCN, we
treated MYCN-regulable SHEP21N cells with barasertib, vincristine, and VX-680, a pan-
aurora kinase inhibitor. All three compounds exhibited significantly higher cytotoxicity
when MYCN expression was induced (Figure 5A). Upon conducting cell cycle analysis
with propidium iodide staining, we observed an increase in the percentage of cells in
the sub G1 phase and also the induction of polyploidy in barasertib and VX-680 in the
MYCN-overexpressing cells (Figure 5B, Supplementary Figure S7A). Similar to our mitotic
gene-specific siRNA experiments above, these results suggested induction of apoptosis,
which was confirmed using cleaved PARP western blotting and the Annexin V/7-AAD
assay (Figure 5C, Supplementary Figure S7B).

2.6. Combination Antimitotic/Pro-Apoptotic Therapy Is Efficacious in MYCN-Driven Neuroblastoma

Prophylactic administration of both antimitotic and pro-apoptotic compounds was effica-
cious in preventing tumor progression in TH-MYCN mice (Figure 2, Supplementary Figure S3).
To investigate the combined antimitotic/pro-apoptotic efficacy in established MYCN-driven
neuroblastoma as a therapeutic option, we treated SHEP21N with the combination of antim-
itotic compounds and pro-apoptotic compounds at various dosages in a MYCN-negative
and MYCN-induced setting (Figure 6A). We used three antimitotic compounds (barasertib,
vincristine, and VX-680) and two targeted pro-apoptotic compounds (ABT199 and S63845).
ABT199 is a selective BCL2 inhibitor that can be delivered orally and has fewer side effects
than ABT263 in vivo [30,31]. S63845 is a selective MCL-1 inhibitor that does not bind to
other members in the BCL2 family [32]. Significant synergy was observed in 4/6 combina-
tions when compared to theoretical BLISS combination additivity (Figure 6A–C). Notably,
the potency of the combination therapies was more pronounced in the MYCN-expressing
setting for all compounds (Figure 6A–C). Based on these criteria, we selected the S63845 +
barasertib combination as the most promising, since it had the best selectivity for MYCN in
terms of combination synergism and potency (Figure 6C). Accordingly, combination efficacy
extended to an in vivo setting of TH-MYCN+/+ mice with established tumors, where S63845 +
barasertib outperformed the vehicle control or single agents in terms of tumor growth delay
(Figure 6D). These data collectively show that therapeutic strategies that exploit the selective
relationships between mitotic, anti-apoptotic, and the MYCN oncogene show promise for
improved neuroblastoma combination therapy treatment.
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Figure 4. Genetic inhibition of mitosis leads to selective apoptosis in neuroblastoma cells with
MYCN overexpression. (A) Western blot for mitotic gene and MYCN expression in SHEP21N cells
treated with variable conditions for MYCN induction (DOX = MYCN-ve, DMSO = MYCN+ve) and
mitotic siRNA. (B) Resazurin-based assays showing cell viability relative to control siRNA-treated
SHEP21N cells with variable MYCN expression. Data shows average expression from three biological
replicates. Error bars relate to standard error. p values were calculated using a t-test. *, p-value < 0.05.
(C) Annexin V/7-AAD assays to classify the proportion of apoptotic/necrotic cells in SHEP21N cells
treated with variable mitotic siRNA or MYCN induction. (D) Western blots for apoptotic marker
cleaved PARP treated with variable conditions for MYCN induction and mitotic siRNA.
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Figure 5. Chemical inhibition of mitosis leads to selective apoptosis in neuroblastoma cells with
MYCN overexpression. (A) Resazurin-based assays showing cell viability antimitotic dose response
relative to untreated SHEP21N cells with variable MYCN expression. Data shows average expression
from three biological replicates. Error bars relate to standard error. p values were calculated based
on IC50 value using extra-sum of squares F-Test. (B) Cell cycle assays using propidium iodide to
classify the proportion of cell cycle stages for cells in SHEP21N cells treated with variable antimitotic
compounds or MYCN induction. (C) Western blots for apoptotic marker cleaved PARP treated with
variable conditions for MYCN induction and antimitotic compounds.
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Figure 6. Antimitotic/pro-apoptotic combination therapy is more effective in the presence of MYCN
overexpression. (A) Resazurin-based combination therapy assays comparing constant ratio dose
series of antimitotic and pro-apoptotic compounds in SHEP21N cells under differing MYCN induction.
The theoretical additivity of each dose combination was calculated according to the Bliss equation [33].
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Any region exceeding Bliss additivity is considered to be synergism and is interpolated on the chart.
(B) Area under the curve calculations for each combination therapy assay is shown in (A). AUC was
calculated relative to the least potent single agent across both MYCN+ve and MYCN-ve conditions.
p-value calculated using a t-test. *, p value < 0.05, **, p-value < 0.01, ***, p-value < 0.001, ns, non-
significant. (C) Synergy (left) and potency (right) were calculated based on a combination of AUC
as shown. These metrics are shown for each combination therapy tested, showing a comparison
between MYCN-ve and MYCN+ve conditions. (D) Kaplan Meier curve for TH-MYCN+/+ mice
survival assessing vehicle, 50 mg/kg/day single-agent barasertib, 25 mg/kg/day single-agent
S63845 and combination barasertib/S63845 (25 and 50 mg/kg/day respectively). Treatment was
when established tumors were detected. See Section 3 for treatment schedules. The endpoint was
considered to be time until the maximum palpable tumor was detected (10 mm diameter). p-value
comparing treatments was calculated using log-rank tests. *, p value < 0.05, ***, p-value < 0.001.

3. Discussion

The key molecular steps that support MYCN-driven tumor initiation are not entirely
resolved. Here we identify early and marked mitotic dysregulation in pre-tumor neurob-
lasts of the TH-MYCN+/+ mouse model of neuroblastoma. MYCN acts as a transcriptional
regulator of mitotic genes and leads to subsequent upregulation and mitotic dysregulation.
Prophylactic treatment of TH-MYCN+/+ mice with chemical inhibitors of mitosis was suffi-
cient to largely block further tumor progression, suggesting an MYCN-specific molecular
vulnerability. Indeed, this MYCN dependence on mitotic dysregulation was seen in cell
lines of established neuroblastoma, where genetic or chemical inhibitors of mitosis were
selectively toxic when MYCN was over-expressed, leading to the induction of apoptosis.
Finally, we demonstrated that an antimitotic/pro-apoptotic targeted combination therapy
was synergistic against MYCN, making them efficacious in cell lines and animal models
of neuroblastoma.

TH-MYCN+/+ mice have proved to faithfully recapitulate tumorigenesis similar to
the human disease [5]. A multitude of molecular links have been identified that sup-
port the development of tumors, many of which likely converge on the regulation of
mitosis [2,6–8,10,11,13–15,34,35]. Our analysis showed that mitotic dysregulation occurred
early in this process. Based on mitotic gene expression levels in single-cell qPCR, this
indicated that premalignant neuroblasts have a similar extent of mitotic dysregulation as
tumor cells in TH-MYCN+/+ mice. The functional requirement for mitotic dysregulation in
tumor initiation is likely associated with the hyperplastic phenotype seen in pre-malignant
sympathetic ganglia, providing a proliferative advantage. However, since hyperplasia is a
feature of extra-abdominal sympathetic ganglia that rarely progresses to tumor formation
in TH-MYCN+/+ mice [5,8], there must be an additional requirement for cell transformation
and subsequent tumor progression. A possibility is that mitotic dysregulation links to
genomic instability [22], which may be favorable for clonal selection and genetic evolution
of transforming neuroblasts. Interestingly, the anti-BCL2 family inhibitor ABT263, was
similarly potent in preventing tumor progression in TH-MYCN+/+ mice, a finding that is
reminiscent of MYC-driven lymphoma models [36]. This suggests mitotic dysregulation
could be accompanied by mitotic stress and genomic instability, making cells vulnerable
to apoptosis when exposed to chemical inhibitors [21,22]. Dependency on mitotic/anti-
apoptotic dysregulation in TH-MYCN+/+ tumorigenesis is further supported since other
chemical agents used for TH-MYCN+/+ prophylaxis were less effective at tumor prevention,
for instance, genotoxic or metabolic targeting agents [7,34]. Further genetic analyses of
TH-MYCN+/+ neuroblasts during early initiation will unravel potential genetic evolution
mechanisms underlying tumorigenesis. Moreover, research into this narrow window in
which cells are vulnerable to mitotic inhibition may support future cancer prevention or
early detection therapeutics that exploit this conditional sensitivity.
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Our study also identified that mitotic dysregulation was highly correlated with MYCN
activity in established neuroblastoma. In a large tumor cohort of neuroblastoma [24], tu-
mors with high mitotic gene expression were identified as being highly aggressive with
expression of MYC target genes, likely stemming from MYCN amplification or high cMYC
activity [7,37]. We also showed that siRNA knockdown of mitotic genes in established
neuroblastoma cell lines was accompanied by reduced cell viability and colony-forming
potential, irrespective of cell line MYCN-amplification status. This suggests that while
mitotic genes are essential for cell viability/proliferation to some degree in all neuroblas-
toma cells, there may be a molecular dependency on MYCN. Indeed, we showed this in a
MYCN-inducible cell model, where MYCN overexpression made cells more sensitive to
genetic and chemical inhibition of mitosis. This occurred by induction of a pro-apoptotic
phenotype, suggesting MYCN and mitotic dysregulation primes cells for apoptosis but
cancer-specific cell alterations allow survival, as has been demonstrated previously [21,22].

Our therapeutic investigation further pursued an antimitotic/pro-apoptotic strat-
egy, showing a MYCN-specific potentiation of certain combination therapies. Using an
MYCN-inducible model, we showed that barasertib (AURKB inhibitor) plus S63845 (MCL1
inhibitor) showed the best MYCN selectivity in terms of synergism and potency, to our
knowledge the first example of this approach. Moreover, barasertib/S63845 combination
therapy significantly prolonged the survival of TH-MYCN+/+ mice with established tu-
mors. These data suggest that there is potential for new combination therapies targeting
mitosis and anti-apoptotic machinery, especially in light of disappointing clinical findings
using single-agent antimitotic strategies in multiple cancers [38]. Since neuroblastoma
demonstrates some potential for sensitivity to antimitotic approaches in the clinic such as
AURKA inhibitors [39], this suggests further investigation is warranted for the molecu-
lar interactions between MYCN and mitosis, in particular those that represent potential
vulnerabilities to new combination therapies [40,41].

This study includes some limitations. While we have undertaken correlative analysis
on human tumors linking MYCN and mitosis, our experimental findings are primarily
obtained by using artificial models, such as isogenic cell lines and genetically engineered
mouse models. While these models are useful for controlling confounding variables, future
studies would benefit from testing more natural cancer models, for example, compar-
ing MYCN amplified cell lines with MYCN non-amplified cell lines or patient-derived
xenografts, which might serve as useful tools for assessing MYCN links to mitosis. One
challenge will be to determine if this effect is recapitulated in other cancers with recurrent
MYCN amplification such as medulloblastoma and neuroendocrine prostate cancer or in
the numerous cancers in which MYC is altered. It is interesting that adult cancers with
MYC alterations show similar observations in relation to MYC and mitotic stress [22]
and that inhibition of apoptosis can similarly impair precancerous lymphoma in Eµ-Myc
mice [36]. This suggests that these observations are likely more general to MYC oncogenes
and require further investigation. Finally, while our combination therapy approach using
MCL-1 inhibitors/barasertib combination therapy showed a significant extension of life in
an animal model of neuroblastoma, these benefits were relatively modest. This suggests
further exploration of dosing conditions, or identification of optimum anti-mitotic/pro-
apoptotic agents is required, for instance using biologically relevant testing platforms such
as orthotopic patient-derived xenograft models for neuroblastoma and potentially other
MYC(N) driven cancers. Moreover, biomarkers for treatment personalization should be
explored, with MYCN amplified neuroblastoma a logical patient population that may
benefit. With optimized combination therapies devised, these approaches present potential
new relapse-targeted therapies in a personalized medicine context.

4. Materials and Methods
4.1. Neuroblastoma Cell Line Tissue Culture

Kelly and SK-N-AS were obtained from the European Collection of Cell Cultures.
SK-N-BE(2)C and SH-EP, were provided by Dr June Biedler, Memorial Sloan-Kettering
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Cancer Centre, New York. Kelly was cultured in Roswell Park Memorial Institute (RPMI)
1640 with 10% FCS (Life Technologies, Carlsbad, CA, USA). The remaining cell lines were
cultured in Dulbecco’s modified Eagle’s medium (DMEM) with 10% FCS. SHEP21N cells
were induced with 2 µg/mL doxycycline or DMSO of equal volume for 24 h, prior to drug
treatment or siRNA transfection. The identity of each cell line was verified by short tandem
repeat genetic profiling (CellBank Australia, Sydney, Australia).

4.2. siRNA Transfection

Cells were reverse transfected with 40 nM siRNA and Lipofectamine 2000 under
serum-free condition for 6 h followed by culturing overnight in a normal growth medium.
siRNAs used were SMARTpool siRNA (Dharmacon, Ste 100, Lafayette, CO, USA) AURKB
siRNA (M-003326-08), SMARTpool BUB1B siRNA (M-004101-02), and SMARTpool KIFC1
siRNA (M-004958-02). On-target plus control siRNA (001810-10-20) was used as control.

4.3. Cell Viability Assays

For drug treatment, cells were plated in 96-well plates and treated the following day with
various compounds. For siRNA transfection, cells were reversely transfected in 96 well plates.
Viability was determined after drug treatment or transfection using a resazurin-based assay
(654.5 µM resazurin, 78.2 µM methylene blue, 1 mM potassium hexacyanoferrate (III), 1 mM
potassium hexacyanoferrate (II) trihydrate in phosphate-buffered saline), with fluorescence
(Ex/Em 530–560/590 nm) measured using a Victor 3 multilabel plate reader (PerkinElmer,
Macquarie Park, Australia). Data displayed are the mean viability normalized to control cells
± standard error of the combined data from three independent biological replicates.

4.4. Flow Cytometry Assays

Cell cycle analysis and apoptosis assay were performed on transfected or drug-treated
cells. For apoptosis assay by flow cytometry, cells were stained with PE-Annexin-V and
7-AAD (559763, BD Pharmingen) according to the manufacturer’s instructions. Samples
were analyzed using the FACSCalibur (BD Biosciences, Macquarie Park, NSW, Australia)
and the data was analyzed using the FlowJo software v10.9 (Ashland, OR, USA). Viable
cells were negative for both Annexin V and 7-AAD staining. Cells undergoing apoptosis
were Annexin V positive. Cells in the late apoptosis stage or necrosis were also positive for
7-AAD staining. For cell cycle analysis, cells were fixed in ice-cold 70% ethanol and stained
with Propidium Iodide (PI) (556463, BD Pharmingen) as previously described [42]. DNA
content was measured at 670 nm by flow cytometry. Data analysis was carried out using
the Flowjo built-in Cell Cycle Analysis platform.

4.5. Colony Formation Assays

Cells were transfected with siRNA in the presence of Lipofectamine 2000 24 h prior to
being seeded in 6-well plates (200 cells/well for SH-EP, 250 cells/well for SK-N-BE(2)C and
SK-N-AS). Once colonies had formed (7 days for SK-N-BE(2)C, 9 days for SK-N-AS and
SH-EP), cells were fixed with cold methanol and stained with 0.5% crystal violet in 50%
methanol. Colonies were counted using ImageJ software v1.54g. The data presented are
the mean colony number normalized to control ± error of the combined data from three
independent biological replicates.

4.6. Western Blotting

Protein was extracted from whole cell lysate in RIPA buffer (150 mM NaCl, 1.0%
IGEPAL CA-630, 0.5% sodium deoxycholate, 0.1% SDS, 50 mM Tris, pH 8.0; Sigma-Aldrich,
Macquarie Park, Australia) containing 1% Triton X-100 detergent (Sigma-Aldrich) with
10% protease inhibitor (Sigma-Aldrich, Macquarie Park, Australia), followed by sonication
(UNIFXP12, Unisonic) for 15 min at 4 degrees Celsius. Protein concentration was deter-
mined using the Pierce BCA (bicinchoninic acid) Protein Analysis Kit (Pierce) as per the
manufacturer’s instructions. Before electrophoresis, protein was denatured at 95 degree
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for 5 min in loading buffer with reducing agent (58 mM Tris, 100 mM DTT, 58 mM SDS,
30%v/v glycerol, bromophenol blue), and 30 ug protein was electrophoresed on 10% TGX
precast gel (Bio-Rad, South Granville, Australia Cat# 5671033) and transferred to a ni-
trocellulose membrane (Bio-Rad, Cat# 1620112). Membranes were blocked in 5% skim
milk in Tris-buffered saline for 1 h at room temperature, and incubated with various pri-
mary antibodies in Tris-buffered saline with 0.5% Tween-20 at 4 degrees overnight (Rabbit
anti-AuroraB, 1:1000, Abcam, Cambridge, UK, Cat# ab-2254; rabbit anti-BUB1b, 1:1000,
Proteintech Cat# 11504-2-AP; rabbit anti-KIFC1, 1:1000, cell signaling Cat# 12313S, mouse
anti-MYCN, 1:1000, Santa-Cruz Biotechnology, Dallas, Texas, USA, Cat# sc-53993; rabbit
anti-PARP, 1:1000, Cell signaling, Cat# 9542S). After washing, membranes were incubated
in anti-mouse or anti-rabbit horseradish peroxidase antibodies (1:3000, Life Technologies,
Cat# 31430, 31460) for 1 h at room temperature. Immunocomplexes were visualized by
Clarity ECL (Bio-Rad, South Granville, Australia Cat# 1705061) and ChemiDoc MP Imag-
ing System (Bio-Rad, South Granville, Australia). GAPDH (Mouse anti-GAPDH. 1:10,000,
Santa-Cruz Biotechnology, Dallas, Texas, USA, Cat# sc-365062) was used as loading control
as indicated.

4.7. Drug Treatments In Vitro

Drugs used were sourced as follows: vincristine (Selleckchem, S1241), barasertib (Sel-
leckchem, S1147), VX-680 (Selleckchem, S1048), ABT199 (Selleckchem, S8048), S63845 (Sell-
eckchem, S8383), ABT-263 (Selleckchem, S1001). Drug combinations were applied as a constant
ratio drug series. The area under the curve (AUC) was calculated using GraphPad Prism 9
using log-10 adjusted dose. AUC is represented as the percentage of the curve with the maxi-
mum area (i.e., the least potent condition). Bliss additivity was calculated as described [33] for
each dose combination and a theoretical drug additivity curve was inferred from these data
points. Statistical difference between AUCs was evaluated using the method described by
GraphPad Prism 9. Synergy was calculated as the difference between the combination AUC
and the additive AUC calculated using the Bliss method described above. The potency of a
combination was calculated as 1 minus the combination AUC.

4.8. Combination Therapy In Vivo

TH-MYCN+/+ mice were monitored for tumor growth by palpation since weaning.
Mice were assigned to four treatment groups: vehicle (saline), intraperitoneal barasertib
(Selleck, Cat# A-1377), intravenous S63845 (Active Biochem, Cat# A-6044), or the combi-
nation of barasertib and S63845. The treatment scheme for barasertib was 50 mg/kg/day,
4 consecutive days per week for two weeks, starting from the detection of a 2–3 mm tu-
mor. The treatment scheme for S63845 was 25 mg/kg/day for 5 consecutive days starting
from one week after the detection of 2 to 3 mm tumors. Barasertib was dissolved in 30%
PEG400, 0.5% Tween 80, and 5% Propylene glycol. S63845 was dissolved in 25 mM HCl,
20% 2-hydroxy propyl β-cyclo dextrin. The mice were monitored continuously for tumor
growth by palpation since the start of treatment and were humanly sacrificed when the
tumor reached 10 mm in diameter. The Kaplan-Meier plot was constructed to assess the
effect of single agents and combination therapy. Statistical significance was determined
using log-rank tests.

4.9. Prophylactic Treatment in TH-MYCN Mice with Neuroblast Hyperplasia

Six-day-old TH-MYCN+/+ mice were treated intraperitoneally with vincristine
(0.05 mg/kg/day in 5% dextrose), barasertib (25 mg/kg/day in 30% PEG400, 0.5% Tween
80 and 5% Propylene glycol), ABT263 (100 mg/kg/day in 5% DMSO, 95% corn oil) or
saline for 4 consecutive days. Mice were humanely sacrificed at 12 days old and fixed in
10% neutral buffered formalin for 24 h followed by 80% ethanol for 5 days. Skin, teeth, and
limbs were removed, and mice were bisected longitudinally. Fixed tissues were paraffin-
embedded and then serial sections were cut to identify the location of any ganglia by
H&E staining. All mice were examined for the hyperplastic ganglia by two examiners
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independently. Representative photos were taken using an BX53 light microscope (Olym-
pus, Shinjuku-ku, Tokyo, Japan) and DP-73 camera with cellSens software v4.2 (Olympus,
Shinjuku-ku, Tokyo, Japan). Data are presented as the percentage area of hyperplasia ±
standard deviation. For examination of tumor incidence and growth, prophylactic treat-
ment proceeded on a 4-day-on/3-day-off schedule for a total of 22 doses. Tumor growth
was monitored by palpation and the mice were humanely sacrificed when the tumors
reached 10 mm in diameter, or the experiment continued for 210 days, whichever came
first. Statistical significance was determined using log-rank tests.

4.10. Single-Cell Quantitative PCR

Sympathetic ganglia from 10-day-old TH-MYCN+/+ mice or tumors from 40-day-old TH-
MYCN+/+ mice were dissected and single cells were dissociated using a trypsin/collagenase-
based method as previously described [7,15]. Viability was confirmed to be >90% using
Trypan blue staining. Single-cell qPCR was undertaken using Fluidigm C1 for targeted qPCR.
The following targeted Taqman probes (Thermo Fisher Scientific, Waltham, MA, USA) were
used for the qPCR.

Gene Probe Gene Probe

Phox2b Mm00435872_m1 Bub1b Mm00437811_m1

hMYCN Hs00232074_m1 Kif23 Mm00458527_m1

Dlk1 Mm00494477_m1 Bub1 Mm00660135_m1

Gap43 Mm00500404_m1 Kifc1 Mm00835842_g1

Dbh Mm00460472_m1 Aspm Mm00486659_m1

Tubb3 Mm00727586_s1 Plk4 Mm00550358_m1

Sox10 Mm01300162_m1 Depdc1a Mm01319324_g1

Col1a2 Mm00483888_m1 Ccnb2 Mm01171453_m1

S100a1 Mm01222827_m1 Prr11 Mm00723607_m1

4.11. Bioinformatics Analysis

All bioinformatic analyses were conducted using R software v4.02.
Raw microarray data from bulk ganglia are available in the ArrayExpress database

under accession number E-MTAB-3247. Microarray data was processed and expression
change was quantified using average expression per genotype and time points using a
multiple linear model as described previously [15]. Heatmap visualization of data was
undertaken using the ComplexHeatmap package [43] using ward. d2-based hierarchi-
cal clustering. Gene ontology overrepresentation was undertaken using clusterProfiler
package [44] showing representative GO terms for each gene group. Scatter plots were
developed using the ggplot2 package [45].

Single-cell qPCR data was processed using the Singular analysis toolset v3.52 (Flu-
idigm) using a default limit of detection (LOD) of 24. Expression data were normalized to
log2 space using LOD—cycle-threshold (Ct) for each gene. Signatures for respective cell
type markers were calculated as the average Z-score in all cells for those genes. To classify
cell type, the following signature thresholds were used: Schwannian sig > 0.75 (Schwannian
cells), Neuroblast sig > 0 & Neuroblast sig > Ganglion sig (Neuroblast), Ganglion sig > 0
and Ganglion sig > Neuroblast sig (Ganglion cell). All other cells below these thresholds
were removed from the analysis. Heatmap visualization of data was undertaken using the
ComplexHeatmap package [43]. Plotting of box plots was undertaken using the ggpubr
package [46]. Scatter plots were developed using the ggplot2 package [45].

Survival data were imported and processed using the survival package [47]. Plotting
and log-rank p values were calculated using method “1” using the survminer package [48].
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Neuroblastoma tumor microarray for 475 patients [24] was obtained from gene expression
omnibus (GEO) under accession GSE45480. Heatmap visualization of data was undertaken
using the ComplexHeatmap package [43] using ward.d2-based hierarchical clustering.

ChIP-seq (GSE80151) raw fastq files were obtained directly from the European Nu-
cleotide Archive (ENA) under the study accession PRJNA318044 [29]. Reads from the fastq
files were first quality trimmed using trimgalore, followed by alignment to the human
genome (GRCh38) using bowtie2 [49]. SAMtools was then used to convert, sort, and index
alignments [50]. Peaks were then called using MACS2 either in single-end mode, with an
FDR q-value threshold of <0.05 [51]. Fold enrichment tracks which represent the relative
enrichment of the ChIPed protein compared to the genomic input, were generated using
MACS2 and converted to the bigwig format using BEDtools for visualization [52].

4.12. Statistical Analysis

Unless otherwise stated, all statistical analysis was conducted in GraphPad Prism
software v9, and p-values were determined using unpaired two-sided t-tests. Correlation
analysis represents Pearson statistics. Throughout the manuscript *, p < 0.05, **, p < 0.01,
***, p < 0.001, ns, non-significant.

5. Conclusions

In conclusion, we identified early upregulation and dependence on mitotic dysreg-
ulation in MYCN-driven tumorigenesis. This molecular dependence is a vulnerability
that could be leveraged for better combination therapy efficacy using an antimitotic/pro-
apoptotic strategy.

Supplementary Materials: The supporting information can be downloaded at: https://www.mdpi.
com/article/10.3390/ijms242115571/s1.

Author Contributions: Conception and design: D.R.C., G.M.M., L.Z., A.S.; development of methodol-
ogy: L.Z., R.L., J.A.S., A.L., S.T., D.B., K.D., K.D.P., F.S., A.S., B.B.C., G.M.M. and D.R.C.; acquisition of
data: L.Z., A.B. (Anushree Balachandran), R.L., J.A.S., A.L., S.T., A.B. (Anneleen Beckers), and D.R.C.;
analysis and interpretation of data: L.Z., A.B. (Anushree Balachandran), R.L., J.A.S., S.A.C., A.L.,
S.T., A.B. (Anneleen Beckers), K.D.P., F.S., B.B.C., G.M.M. and D.R.C.; writing of manuscript: L.Z.,
A.B. (Anushree Balachandran), D.R.C.; review and/or revision of manuscript: L.Z., A.B. (Anushree
Balachandran), R.L., J.A.S., S.A.C., A.L., S.T., D.B., K.K., A.B. (Anneleen Beckers), K.D., K.D.P., F.S.,
M.H., M.D.N., A.S., B.B.C., G.M.M. and D.R.C.; administrative, technical, or material support: D.R.C.,
G.M.M., B.B.C., M.H., M.D.N., A.S. and K.K.; study supervision: D.R.C., G.M.M. and B.B.C. All
authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by a Project Grant (D.R. Carter) from National Health and
Medical Research Council (NHMRC) Australia (2016/GNT1129997) and a grant awarded through
the Priority-driven Collaborative Cancer Research Scheme and cofunded by Cancer Australia and
The Kids’ Cancer Project (1123235; D.R. Carter, G.M. Marshall). D.R. Carter received Cancer In-
stitute NSW Early Career Fellowship (#DC000594). This work was supported by program grants
(G.M. Marshall, M.D. Norris, M. Haber) from the NHMRC Australia (APP1132608), and Cancer
Institute NSW (14/TPG/1-13).

Institutional Review Board Statement: The animal study protocol was approved by the UNSW
Animal Care and Ethics Committee, University of New South Wales (16/135B, 1 November 2016).

Informed Consent Statement: Not applicable.

Data Availability Statement: All data generated in this article is available upon request to the
corresponding author.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Matthay, K.K.; Maris, J.M.; Schleiermacher, G.; Nakagawara, A.; Mackall, C.L.; Diller, L.; Weiss, W.A. Neuroblastoma. Nat. Rev.

Dis. Primers 2016, 2, 16078. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms242115571/s1
https://www.mdpi.com/article/10.3390/ijms242115571/s1
https://doi.org/10.1038/nrdp.2016.78


Int. J. Mol. Sci. 2023, 24, 15571 18 of 20

2. Marshall, G.M.; Carter, D.R.; Cheung, B.B.; Liu, T.; Mateos, M.K.; Meyerowitz, J.G.; Weiss, W.A. The prenatal origins of cancer.
Nat. Rev. Cancer 2014, 14, 277–289. [CrossRef]

3. Maris, J.M. Recent advances in neuroblastoma. N. Engl. J. Med. 2010, 362, 2202–2211. [CrossRef] [PubMed]
4. Zimmerman, K.A.; Yancopoulos, G.D.; Collum, R.G.; Smith, R.K.; Kohl, N.E.; Denis, K.A.; Nau, M.M.; Witte, O.N.; Toran-Allerand,

D.; Gee, C.E.; et al. Differential expression of myc family genes during murine development. Nature 1986, 319, 780–783. [CrossRef]
[PubMed]

5. Weiss, W.A.; Aldape, K.; Mohapatra, G.; Feuerstein, B.G.; Bishop, J.M. Targeted expression of MYCN causes neuroblastoma in
transgenic mice. Embo J. 1997, 16, 2985–2995. [CrossRef]

6. Calao, M.; Sekyere, E.O.; Cui, H.J.; Cheung, B.B.; Thomas, W.D.; Keating, J.; Chen, J.B.; Raif, A.; Jankowski, K.; Davies, N.P.; et al.
Direct effects of Bmi1 on p53 protein stability inactivates oncoprotein stress responses in embryonal cancer precursor cells at
tumor initiation. Oncogene 2012, 32, 3616–3626. [CrossRef]

7. Carter, D.R.; Murray, J.; Cheung, B.B.; Gamble, L.; Koach, J.; Tsang, J.; Sutton, S.; Kalla, H.; Syed, S.; Gifford, A.J.; et al. Therapeutic
targeting of the MYC signal by inhibition of histone chaperone FACT in neuroblastoma. Sci. Transl. Med. 2015, 7, 312ra176.
[CrossRef] [PubMed]

8. Hansford, L.M.; Thomas, W.D.; Keating, J.M.; Burkhart, C.A.; Peaston, A.E.; Norris, M.D.; Haber, M.; Armati, P.J.; Weiss, W.A.;
Marshall, G.M. Mechanisms of embryonal tumor initiation: Distinct roles for MycN expression and MYCN amplification. Proc.
Natl. Acad. Sci. USA 2004, 101, 12664–12669. [CrossRef]

9. Cheung, N.K.; Dyer, M.A. Neuroblastoma: Developmental biology, cancer genomics and immunotherapy. Nat. Rev. Cancer 2013,
13, 397–411. [CrossRef]

10. Beckers, A.; Van Peer, G.; Carter, D.R.; Gartlgruber, M.; Herrmann, C.; Agarwal, S.; Helsmoortel, H.H.; Althoff, K.; Molenaar, J.J.;
Cheung, B.B.; et al. MYCN-driven regulatory mechanisms controlling LIN28B in neuroblastoma. Cancer Lett. 2015, 366, 123–132.
[CrossRef]

11. Beckers, A.; Van Peer, G.; Carter, D.R.; Mets, E.; Althoff, K.; Cheung, B.B.; Schulte, J.H.; Mestdagh, P.; Vandesompele, J.; Marshall,
G.M.; et al. MYCN-targeting miRNAs are predominantly downregulated during MYCN-driven neuroblastoma tumor formation.
Oncotarget 2015, 6, 5204–5216. [CrossRef]

12. De Wyn, J.; Zimmerman, M.W.; Weichert-Leahey, N.; Nunes, C.; Cheung, B.B.; Abraham, B.J.; Beckers, A.; Volders, P.-J.;
Decaesteker, B.; Carter, D.R.; et al. MEIS2 Is an Adrenergic Core Regulatory Transcription Factor Involved in Early Initiation of
TH-MYCN-Driven Neuroblastoma Formation. Cancers 2021, 13, 4783. [CrossRef] [PubMed]

13. Dorneburg, C.; Fischer, M.; Barth, T.F.; Mueller-Klieser, W.; Hero, B.; Gecht, J.; Carter, D.R.; de Preter, K.; Mayer, B.; Christner,
L.; et al. LDHA in Neuroblastoma Is Associated with Poor Outcome and Its Depletion Decreases Neuroblastoma Growth
Independent of Aerobic Glycolysis. Clin. Cancer Res. 2018, 24, 5772–5783. [CrossRef] [PubMed]

14. Fabian, J.; Opitz, D.; Althoff, K.; Lodrini, M.; Hero, B.; Volland, R.; Beckers, A.; de Preter, K.; Decock, A.; Patil, N.; et al. MYCN
and HDAC5 transcriptionally repress CD9 to trigger invasion and metastasis in neuroblastoma. Oncotarget 2016, 7, 66344–66359.
[CrossRef] [PubMed]

15. Ooi, C.Y.; Carter, D.R.; Liu, B.; Mayoh, C.; Beckers, A.; Lalwani, A.; Nagy, Z.; De Brouwer, S.; Decaesteker, B.; Hung, T.-T.; et al.
Network Modeling of microRNA-mRNA Interactions in Neuroblastoma Tumorigenesis Identifies miR-204 as a Direct Inhibitor of
MYCN. Cancer Res. 2018, 78, 3122–3134. [CrossRef] [PubMed]

16. Ji, H.; Wu, G.; Zhan, X.; Nolan, A.; Koh, C.; De Marzo, A.; Doan, H.M.; Fan, J.; Cheadle, C.; Fallahi, M.; et al. Cell-type independent
MYC target genes reveal a primordial signature involved in biomass accumulation. PLoS ONE 2011, 6, e26057. [CrossRef]

17. Bedoya-Reina, O.C.; Li, W.; Arceo, M.; Plescher, M.; Bullova, P.; Pui, H.; Kaucka, M.; Kharchenko, P.; Martinsson, T.; Holmberg, J.;
et al. Single-nuclei transcriptomes from human adrenal gland reveal distinct cellular identities of low and high-risk neuroblastoma
tumors. Nat. Commun. 2021, 12, 5309. [CrossRef] [PubMed]

18. Dong, R.; Yang, R.; Zhan, Y.; Lai, H.-D.; Ye, C.-J.; Yao, X.-Y.; Luo, W.-Q.; Cheng, X.-M.; Miao, J.-J.; Wang, J.-F.; et al. Single-Cell
Characterization of Malignant Phenotypes and Developmental Trajectories of Adrenal Neuroblastoma. Cancer Cell 2020, 38,
716–733. [CrossRef]

19. Jansky, S.; Sharma, A.K.; Körber, V.; Quintero, A.; Toprak, U.H.; Wecht, E.M.; Gartlgruber, M.; Greco, A.; Chomsky, E.; Grünewald,
T.G.P.; et al. Single-cell transcriptomic analyses provide insights into the developmental origins of neuroblastoma. Nat. Genet.
2021, 53, 683–693. [CrossRef]

20. Bogen, D.; Wei, J.S.; Azorsa, D.O.; Ormanoglu, P.; Buehler, E.; Guha, R.; Keller, J.M.; Griner, L.A.M.; Ferrer, M.; Song, Y.K.; et al.
Aurora B kinase is a potent and selective target in MYCN-driven neuroblastoma. Oncotarget 2015, 6, 35247–35262. [CrossRef]

21. Ham, J.; Costa, C.; Sano, R.; Lochmann, T.L.; Sennott, E.M.; Patel, N.U.; Dastur, A.; Gomez-Caraballo, M.; Krytska, K.; Hata, A.N.;
et al. Exploitation of the Apoptosis-Primed State of MYCN-Amplified Neuroblastoma to Develop a Potent and Specific Targeted
Therapy Combination. Cancer Cell 2016, 29, 159–172. [CrossRef] [PubMed]

22. Topham, C.; Tighe, A.; Ly, P.; Bennett, A.; Sloss, O.; Nelson, L.; Ridgway, R.A.; Huels, D.; Littler, S.; Schandl, C.; et al. MYC Is a
Major Determinant of Mitotic Cell Fate. Cancer Cell 2015, 28, 129–140. [CrossRef]

23. Tse, C.; Shoemaker, A.R.; Adickes, J.; Anderson, M.G.; Chen, J.; Jin, S.; Johnson, E.F.; Marsh, K.C.; Mitten, M.J.; Nimmer, P.; et al.
ABT-263: A potent and orally bioavailable Bcl-2 family inhibitor. Cancer Res. 2008, 68, 3421–3428. [CrossRef]

https://doi.org/10.1038/nrc3679
https://doi.org/10.1056/NEJMra0804577
https://www.ncbi.nlm.nih.gov/pubmed/20558371
https://doi.org/10.1038/319780a0
https://www.ncbi.nlm.nih.gov/pubmed/2419762
https://doi.org/10.1093/emboj/16.11.2985
https://doi.org/10.1038/onc.2012.368
https://doi.org/10.1126/scitranslmed.aab1803
https://www.ncbi.nlm.nih.gov/pubmed/26537256
https://doi.org/10.1073/pnas.0401083101
https://doi.org/10.1038/nrc3526
https://doi.org/10.1016/j.canlet.2015.06.015
https://doi.org/10.18632/oncotarget.2477
https://doi.org/10.3390/cancers13194783
https://www.ncbi.nlm.nih.gov/pubmed/34638267
https://doi.org/10.1158/1078-0432.CCR-17-2578
https://www.ncbi.nlm.nih.gov/pubmed/29925504
https://doi.org/10.18632/oncotarget.11662
https://www.ncbi.nlm.nih.gov/pubmed/27572323
https://doi.org/10.1158/0008-5472.CAN-17-3034
https://www.ncbi.nlm.nih.gov/pubmed/29610116
https://doi.org/10.1371/journal.pone.0026057
https://doi.org/10.1038/s41467-021-24870-7
https://www.ncbi.nlm.nih.gov/pubmed/34493726
https://doi.org/10.1016/j.ccell.2020.08.014
https://doi.org/10.1038/s41588-021-00806-1
https://doi.org/10.18632/oncotarget.6208
https://doi.org/10.1016/j.ccell.2016.01.002
https://www.ncbi.nlm.nih.gov/pubmed/26859456
https://doi.org/10.1016/j.ccell.2015.06.001
https://doi.org/10.1158/0008-5472.CAN-07-5836


Int. J. Mol. Sci. 2023, 24, 15571 19 of 20

24. Kocak, H.; Ackermann, S.; Hero, B.; Kahlert, Y.; Oberthuer, A.; Juraeva, D.; Roels, F.; Theissen, J.; Westermann, F.; Deubzer,
H.; et al. Hox-C9 activates the intrinsic pathway of apoptosis and is associated with spontaneous regression in neuroblastoma.
Cell Death Dis. 2013, 4, e586. [CrossRef]

25. Wang, C.; Gong, B.; Bushel, P.R.; Thierry-Mieg, J.; Thierry-Mieg, D.; Xu, J.; Fang, H.; Hong, H.; Shen, J.; Su, Z.; et al. The
concordance between RNA-seq and microarray data depends on chemical treatment and transcript abundance. Nat. Biotechnol.
2014, 32, 926–932. [CrossRef]

26. Yuan, X.; Seneviratne, J.A.; Du, S.; Xu, Y.; Chen, Y.; Jin, Q.; Jin, X.; Balachandran, A.; Huang, S.; Xu, Y.; et al. Single-cell profiling
of peripheral neuroblastic tumors identifies an aggressive transitional state that bridges an adrenergic-mesenchymal trajectory.
Cell. Rep. 2022, 41, 111455. [CrossRef] [PubMed]

27. Boeva, V.; Louis-Brennetot, C.; Peltier, A.; Durand, S.; Pierre-Eugène, C.; Raynal, V.; Etchevers, H.C.; Thomas, S.; Lermine, A.;
Daudigeos-Dubus, E.; et al. Heterogeneity of neuroblastoma cell identity defined by transcriptional circuitries. Nat. Genet. 2017,
49, 1408–1413. [CrossRef]

28. van Groningen, T.; Koster, J.; Valentijn, L.J.; Zwijnenburg, D.A.; Akogul, N.; Hasselt, N.E.; Broekmans, M.; Haneveld, F.;
Nowakowska, N.E.; Bras, J.; et al. Neuroblastoma is composed of two super-enhancer-associated differentiation states. Nat. Genet.
2017, 49, 1261–1266. [CrossRef]

29. Zeid, R.; Lawlor, M.A.; Poon, E.; Reyes, J.M.; Fulciniti, M.; Lopez, M.A.; Scott, T.G.; Nabet, B.; Erb, M.A.; Winter, G.E.; et al.
Enhancer invasion shapes MYCN-dependent transcriptional amplification in neuroblastoma. Nat. Genet. 2018, 50, 515–523.
[CrossRef] [PubMed]

30. Souers, A.J.; Leverson, J.D.; Boghaert, E.R.; Ackler, S.L.; Catron, N.D.; Chen, J.; Dayton, B.D.; Ding, H.; Enschede, S.H.; Fairbrother,
W.J.; et al. ABT-199, a potent and selective BCL-2 inhibitor, achieves antitumor activity while sparing platelets. Nat. Med. 2013, 19,
202–208. [CrossRef]

31. Roberts, A.W.; Seymour, J.F.; Brown, J.R.; Wierda, W.G.; Kipps, T.J.; Khaw, S.L.; Carney, D.A.; He, S.Z.; Huang, D.C.; Xiong, H.;
et al. Substantial susceptibility of chronic lymphocytic leukemia to BCL2 inhibition: Results of a phase I study of navitoclax in
patients with relapsed or refractory disease. J. Clin. Oncol. 2012, 30, 488–496. [CrossRef]

32. Kotschy, A.; Szlavik, Z.; Murray, J.; Davidson, J.; Maragno, A.L.; Le Toumelin-Braizat, G.; Chanrion, M.; Kelly, G.L.; Gong, J.-N.;
Moujalled, D.M.; et al. The MCL1 inhibitor S63845 is tolerable and effective in diverse cancer models. Nature 2016, 538, 477–482.
[CrossRef]

33. Bliss, C. The toxicity of poisons applied jointly. Ann. Appl. Biol. 1939, 26, 585–615. [CrossRef]
34. Carter, D.R.; Sutton, S.K.; Pajic, M.; Murray, J.; Sekyere, E.O.; Fletcher, J.; Beckers, A.; De Preter, K.; Speleman, F.; George, R.E.;

et al. Glutathione biosynthesis is upregulated at the initiation of MYCN-driven neuroblastoma tumorigenesis. Mol. Oncol. 2016,
10, 866–878. [CrossRef]

35. Vanhauwaert, S.; Decaesteker, B.; De Brouwer, S.; Leonelli, C.; Durinck, K.; Mestdagh, P.; Vandesompele, J.; Sermon, K.; Denecker,
G.; Van Neste, C.; et al. In silico discovery of a FOXM1 driven embryonal signaling pathway in therapy resistant neuroblastoma
tumors. Sci. Rep. 2018, 8, 17468. [CrossRef] [PubMed]

36. Kelly, P.N.; Grabow, S.; Delbridge, A.R.; Adams, J.M.; Strasser, A. Prophylactic treatment with the BH3 mimetic ABT-737 impedes
Myc-driven lymphomagenesis in mice. Cell. Death Differ. 2013, 20, 57–63. [CrossRef]

37. Westermann, F.; Muth, D.; Benner, A.; Bauer, T.; Henrich, K.-O.; Oberthuer, A.; Brors, B.; Beissbarth, T.; Vandesompele, J.; Pattyn,
F.; et al. Distinct transcriptional MYCN/c-MYC activities are associated with spontaneous regression or malignant progression in
neuroblastomas. Genome Biol. 2008, 9, R150. [CrossRef]

38. Serrano-Del Valle, A.; Reina-Ortiz, C.; Benedi, A.; Anel, A.; Naval, J.; Marzo, I. Future prospects for mitosis-targeted antitumor
therapies. Biochem. Pharmacol. 2021, 190, 114655. [CrossRef]

39. DuBois, S.G.; Mosse, Y.P.; Fox, E.; Kudgus, R.A.; Reid, J.M.; McGovern, R.; Groshen, S.; Bagatell, R.; Maris, J.M.; Twist, C.J.;
et al. Phase II Trial of Alisertib in Combination with Irinotecan and Temozolomide for Patients with Relapsed or Refractory
Neuroblastoma. Clin. Cancer Res. 2018, 24, 6142–6149. [CrossRef] [PubMed]

40. Nguyen, R.; Wang, H.; Sun, M.; Lee, D.G.; Peng, J.; Thiele, C.J. Combining selinexor with alisertib to target the p53 pathway in
neuroblastoma. Neoplasia 2022, 26, 100776. [CrossRef] [PubMed]

41. Roeschert, I.; Poon, E.; Henssen, A.G.; Garcia, H.D.; Gatti, M.; Giansanti, C.; Jamin, Y.; Ade, C.P.; Gallant, P.; Schülein-Völk, C.;
et al. Combined inhibition of Aurora-A and ATR kinase results in regression of MYCN-amplified neuroblastoma. Nat. Cancer
2021, 2, 312–326. [CrossRef]

42. Riccardi, C.; Nicoletti, I. Analysis of apoptosis by propidium iodide staining and flow cytometry. Nat. Protoc. 2006, 1, 1458–1461.
[CrossRef] [PubMed]

43. Gu, Z.; Eils, R.; Schlesner, M. Complex heatmaps reveal patterns and correlations in multidimensional genomic data. Bioinformatics
2016, 32, 2847–2849. [CrossRef] [PubMed]

44. Yu, G.; Wang, L.G.; Han, Y.; He, Q.Y. clusterProfiler: An R package for comparing biological themes among gene clusters. Omics
2012, 16, 284–287. [CrossRef] [PubMed]

45. Wickham, H. ggplot2: Elegant Graphics for Data Analysis; Springer: Berlin/Heidelberg, Germany, 2016.
46. ggpubr: ‘ggplot2′ Based Publication Ready Plots. 2020. Available online: https://cran.r-project.org/web/packages/ggpubr/

index.html (accessed on 20 September 2023).

https://doi.org/10.1038/cddis.2013.84
https://doi.org/10.1038/nbt.3001
https://doi.org/10.1016/j.celrep.2022.111455
https://www.ncbi.nlm.nih.gov/pubmed/36198269
https://doi.org/10.1038/ng.3921
https://doi.org/10.1038/ng.3899
https://doi.org/10.1038/s41588-018-0044-9
https://www.ncbi.nlm.nih.gov/pubmed/29379199
https://doi.org/10.1038/nm.3048
https://doi.org/10.1200/JCO.2011.34.7898
https://doi.org/10.1038/nature19830
https://doi.org/10.1111/j.1744-7348.1939.tb06990.x
https://doi.org/10.1016/j.molonc.2016.02.004
https://doi.org/10.1038/s41598-018-35868-5
https://www.ncbi.nlm.nih.gov/pubmed/30504901
https://doi.org/10.1038/cdd.2012.92
https://doi.org/10.1186/gb-2008-9-10-r150
https://doi.org/10.1016/j.bcp.2021.114655
https://doi.org/10.1158/1078-0432.CCR-18-1381
https://www.ncbi.nlm.nih.gov/pubmed/30093449
https://doi.org/10.1016/j.neo.2022.100776
https://www.ncbi.nlm.nih.gov/pubmed/35217309
https://doi.org/10.1038/s43018-020-00171-8
https://doi.org/10.1038/nprot.2006.238
https://www.ncbi.nlm.nih.gov/pubmed/17406435
https://doi.org/10.1093/bioinformatics/btw313
https://www.ncbi.nlm.nih.gov/pubmed/27207943
https://doi.org/10.1089/omi.2011.0118
https://www.ncbi.nlm.nih.gov/pubmed/22455463
https://cran.r-project.org/web/packages/ggpubr/index.html
https://cran.r-project.org/web/packages/ggpubr/index.html


Int. J. Mol. Sci. 2023, 24, 15571 20 of 20

47. A Package for Survival Analysis in R_. 2022. Available online: https://cran.r-project.org/web/packages/survival/index.html
(accessed on 20 September 2023).

48. Survminer: Drawing Survival Curves Using ‘ggplot2’. 2020. Available online: https://cran.r-hub.io/web/packages/survminer/
index.html (accessed on 20 September 2023).

49. Langmead, B.; Salzberg, S.L. Fast gapped-read alignment with Bowtie 2. Nat. Methods 2012, 9, 357–359. [CrossRef]
50. Li, H.; Handsaker, B.; Wysoker, A.; Fennell, T.; Ruan, J.; Homer, N.; Marth, G.; Abecasis, G.; Durbin, R.; 1000 Genome Project Data

Processing Subgroup. The Sequence Alignment/Map format and SAMtools. Bioinformatics 2009, 25, 2078–2079. [CrossRef]
51. Zhang, Y.; Liu, T.; Meyer, C.A.; Eeckhoute, J.; Johnson, D.S.; Bernstein, B.E.; Nusbaum, C.; Myers, R.M.; Brown, M.; Li, W.; et al.

Model-based analysis of ChIP-Seq (MACS). Genome Biol. 2008, 9, R137. [CrossRef]
52. Quinlan, A.R. BEDTools: The Swiss-Army Tool for Genome Feature Analysis. Curr. Protoc. Bioinform. 2014, 47, 11.12.1–11.12.34.

[CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://cran.r-project.org/web/packages/survival/index.html
https://cran.r-hub.io/web/packages/survminer/index.html
https://cran.r-hub.io/web/packages/survminer/index.html
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1186/gb-2008-9-9-r137
https://doi.org/10.1002/0471250953.bi1112s47

	Introduction 
	Results 
	Gene Expression Profiling of TH-MYCN+/+ Transgenic Mice Identifies Mitotic Gene Set Enrichment in Pre-Malignant Neuroblasts 
	Prophylactic Inhibition of Mitosis Impedes MYCN-Driven Tumor Initiation and Progression to Neuroblastoma 
	High Expression of Mitotic Genes Is Associated with Poor Prognosis in Neuroblastoma Patients 
	MYCN Overexpression Sensitizes Neuroblastoma Cells to Mitotic Gene Knockdown, by Induction of Apoptosis 
	Chemical Inhibition of Mitosis Is Selectively Toxic to MYCN-Expressing Neuroblastoma 
	Combination Antimitotic/Pro-Apoptotic Therapy Is Efficacious in MYCN-Driven Neuroblastoma 

	Discussion 
	Materials and Methods 
	Neuroblastoma Cell Line Tissue Culture 
	siRNA Transfection 
	Cell Viability Assays 
	Flow Cytometry Assays 
	Colony Formation Assays 
	Western Blotting 
	Drug Treatments In Vitro 
	Combination Therapy In Vivo 
	Prophylactic Treatment in TH-MYCN Mice with Neuroblast Hyperplasia 
	Single-Cell Quantitative PCR 
	Bioinformatics Analysis 
	Statistical Analysis 

	Conclusions 
	References

