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ABSTRACT
In complex, highly unstable genomes such as in osteosarcoma, targeting aberrant 

checkpoint processes (metabolic, cell cycle or immune) may prove more successful 
than targeting specific kinase or growth factor signaling pathways. Here, we establish 
a comparative oncology approach characterizing the most lethal osteosarcomas 
identified in a biorepository of tumors from three different species: human, mouse 
and canine. We describe the development of a genetically-engineered mouse model 
of osteosarcoma, establishment of primary cell cultures from fatal human tumors, 
and a biorepository of osteosarcoma surgical specimens from pet dogs. We analyzed 
the DNA mutations, differential RNA expression and in vitro drug sensitivity from two 
phenotypically-distinct cohorts: tumors with a highly aggressive biology resulting 
in death from rapidly progressive, refractory metastatic disease, and tumors with 
a non-aggressive, curable phenotype. We identified ARK5 (AMPK-Related Protein 
Kinase 5, also referred to as NUAK Family Kinase 1) as a novel metabolic target 
present in all species, and independent analyses confirmed glucose metabolism as 
the most significantly aberrant cellular signaling pathway in a model system for 
highly metastatic tumors. Pathway integration analysis identified Polo Like Kinase 
1 (PLK1)-mediated checkpoint adaptation as critical to the survival of a distinctly 
aggressive osteosarcoma. The tumor-associated macrophage cytokine CCL18 (C-C 
Motif Chemokine Ligand 18) was significantly over-expressed in aggressive human 
osteosarcomas, and a clustering of mutations in the BAGE (B Melanoma Antigen) tumor 
antigen gene family was found. The theme of these features of high risk osteosarcoma 
is checkpoint adaptations, which may prove both prognostic and targetable.

INTRODUCTION

Thirty percent of patients with osteosarcoma 
(OS) will die of their disease despite receiving the 
most aggressive treatment currently available. This 

survival rate has remained stagnant for nearly 30 years  
[1, 2]. To address this lack of progress, future research 
must focus on identification and characterization of 
these currently incurable, aggressive osteosarcomas  
[3, 4].

                                                             Research Paper



Oncotarget76242www.impactjournals.com/oncotarget

Progress in osteosarcoma research has been slow 
for multiple reasons, including the relative rarity of the 
disease. Fewer than 1,000 people are diagnosed with 
osteosarcoma annually in the U.S., and the majority are 
diagnosed as adolescents or young adults aged 10–30 [5]. 
This small patient population precludes rapid progress 
in the field by limiting the pool of candidates for clinical 
trials. The largest clinical trial in osteosarcoma to date 
enrolled patients from 19 countries – a truly remarkable 
collaboration – but nonetheless took over five years to 
complete accrual with initial results not published until 
four years later [6].

The genomic complexity of OS far exceeds other 
pediatric tumors, with a somatic mutation frequency 
similar to adult cancers [7, 8]. Combined with the rarity 
of the disease, this degree of inter- and intra- tumoral 
heterogeneity has stymied identification of common 
targetable pathways. This is exemplified by the fact that 
even when large scale sequencing efforts identified the 
PI3K/mTOR pathway as dysregulated in a significant 
proportion of tumors [7, 9], limited clinical annotation 
prevented the correlation of sequence aberrations with 
patient outcomes.

The “shattered” genome of osteosarcoma contains 
evidence of both chromothripsis and kataegis [10–13]. 
This degree of DNA damage suggests that checkpoint 
adaptation, in which cell division occurs despite 
irreparable DNA damage, may play a larger role in 
osteosarcoma than in most other pediatric cancers. 
Checkpoint adaptation was in fact first described in human 
cells using the osteosarcoma cell line U2OS, where cell 
cycle progression despite DNA double-strand breaks was 
shown to depend on PLK1 [14]. Similarly, the process 
through which cancer cells proliferate despite inadequate 
oxygen or glucose is akin to a “metabolic” checkpoint 
adaptation [15, 16]. In complex, highly unstable genomes 
such as in osteosarcoma, targeting such global checkpoint 
processes may prove more successful than targeting 
specific kinase or growth factor signaling pathways.

To address the slow progress in developing new 
treatment paradigms for metastatic osteosarcoma, we took 
a unique approach by focusing exclusively on lethal tumors 
across three species (Figure 1). With the development of 
a mouse model that mimics human OS and the collection 
of human and canine osteosarcoma tumor samples, we 
created a sizable osteosarcoma biorepository with extensive 

Figure 1: Graphical abstract.
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clinical annotation. We then selected a cohort of tumors 
with a particularly aggressive, metastatic phenotype, which 
underwent extensive functional screening and RNA and 
exome sequencing (Table 1). Integration of these data 
implicated checkpoint adaptation as a potential survival 
mechanism distinguishing aggressive osteosarcomas from 
those with a more curable phenotype.

RESULTS

Genetically-engineered mice

Eight OS GEM (genotype Osx1-Cre, Trp53–/–,  
Rb1–/–) were generated (Figure 2A). Three OS GEM 
died  of non-malignant causes (1 sacrificed for other 
purposes, 2 unknown cause but without tumor). Osteoblastic 
osteosarcoma developed in five OS GEM as well as two 
Osx1-Cre, Trp53–/+, Rb1–/– mice. While similar Cre:lox 
models have been reported previously, this model uniquely 
demonstrates conventional osteoblastic histology, similar to 
a shRNA model (Figure 2C and 2F) [17]. Tumors developed 
in the limbs or head/neck at an average latency time of 220 
days [median 237] and metastatic and/or synchronous 
primary tumors were frequent (Figure 2B–2D). Ten cell 
cultures were established, including 7 from primary tumors 
and 3 from metastatic sites (Supplementary Table 2). 
Allografts rapidly engrafted and metastasized when these 
cultures were injected into immunocompromised mice 
(Figure 2E and 2F).

New highly-aggressive human osteosarcoma cell 
line (PCB151JAX)

An 11-year-old Caucasian male developed a 
high-grade conventional osteosarcoma of the distal 
femur. He received one cycle of standard chemotherapy 
with vincristine, doxorubicin, cisplatin and high-dose 
methotrexate. He suffered a pathologic femur fracture 
during week 6 of treatment and underwent resection and 
reconstruction of his distal femur at that time. Pathologic 
examination of the resection specimen confirmed high-
grade conventional osteosarcoma with minimal treatment 
response (specimen “PCB151”). Repeat chest CTs 
demonstrated new and enlarging pulmonary nodules that 
were rapidly progressive, unresectable and unresponsive 
to salvage chemotherapy with ifosfamide and etoposide. 
He died of refractory disease six months after his initial 
diagnosis.

A patient-derived xenograft (PDX) was established 
from the resection specimen PCB151. After expansion 
in vivo, the PDX explant (“151JAX”) was processed to 
establish a primary cell culture in vitro (“PCB151JAX”). 
After 9 weeks, the culture underwent crisis and began 
exponential growth in suspension. Metaphase karyotype 
confirmed human origin with complex abnormal related 
clones (Supplementary Figure 2). When injected 

into immunocompromised mice, PCB151JAX cells 
produced poorly differentiated, highly malignant tumors 
(“151JAXp2X”). Immunohistochemistry confirmed 
CD45, desmin and S-100 negativity. The progression 
of histology from biopsy to resection to PDX explant to 
culture xenograft is shown in Figure 3, with increasing 
cellularity and dedifferentiation over time. In the biopsy, 
resection, and PDX explant specimens, there are malignant 
cells producing eosinophilic osteoid matrix which is 
progressively less well developed. The 151JAXp2X 
culture xenograft then demonstrates a complete lack 
of osteoid formation consistent with anaplasia. RNA-
sequencing of each of these tumors confirms a high degree 
of correlation between original surgical specimen PCB151 
and xenograft 151JAXp2X (Figure 3E).

Functional drug screens

The results of primary cell culture screening for 
sensitivity to drug panels are shown in Table 2. Drugs with 
IC50 < 1 µM against at least one cell culture are shown. 
IC50 values for these drugs are provided for cultures with 
fit curve R2 > 0.6.

PCB151JAX, a primary cell culture of aggressive 
human osteosarcoma, is exceptionally sensitive to the 
multi-kinase inhibitor dasatinib and the survivin inhibitor 
YM155, with IC50 < 1 nM on preliminary screening. 
Panobinostat, a pan-histone deacetylase inhibitor, has 
consistent in vitro activity as well, but we have found 
that this is true of nearly all cell lines regardless of 
histology or cell of origin. After validation at additional 
concentrations, more precise IC50 values were defined 
for the most efficacious compounds identified through 
screening (Figure 4A).

When tested against PCB151JAX, the most effective 
GSK PKIS compounds all inhibit ARK5 and PDGFRα 
(Platelet Derived Growth Factor Receptor Alpha; Table 2B 
and Figure 4B). BRSK2 (BR Serine/Threonine Kinase 2), 
HIPK4 (Homeodomain Interacting Protein Kinase 2), 
PDGFRβ (Platelet Derived Growth Factor Receptor Beta), 
PRKD1/2/3 (Protein Kinase D1, D2 and D3), and PYK2 
(Protein Tyrosine Kinase 2) were also recurrent targets of 
effective PKIS compounds. Subsequent validation assays 
confirmed that inhibition of ARK5 alone is not cytotoxic, 
but simultaneous inhibition of PDGFRα resulted in 
synergy both by Chou-Talalay method and dose-effect 
curve shift (Figure 4C and 4D; Supplementary Figure 3).

ARK5, a novel therapeutic target in OS

Based on these results, ARK5 was identified 
as a novel orphan kinase with potential therapeutic 
implications. ARK5 is a highly-conserved AMPK-family 
kinase with an integral role in cellular adaptation to 
nutrient starvation. ARK5 activity serves as a “metabolic 
checkpoint” to determine cell cycle progression versus 
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cell cycle arrest and autophagy versus apoptosis, and does 
so through direct interactions with AKT, LKB1 (STK11), 
p53 and mTOR. Western blot confirmed expression of 
ARK5 within the tumors that were the source tissue for 
primary cell cultures 61323Lc, PET7c and PCB151JAX 
(Figure 5A). An independent cohort of tissue fragments 
confirmed that ARK5 is a prevalent protein within human 
osteosarcomas, with variability in degree of expression 
(Figure 5B). siRNA knockdown of ARK5 was achieved 
but immunoblotting revealed a protein half-life of  
96 hours (Figure 5C), limiting further utility of siRNA 
studies in these rapidly dividing cell cultures.

Mutations in aggressive vs curable 
osteosarcomas

Whole exome sequencing of genomic DNA from 
tumor tissue compared to matched normal gDNA revealed 
a complex pattern of somatic mutations. Complete list of 
mutated genes can be found in Supplementary Table 3. 
“High impact” mutations have a high likelihood of resulting 
in protein disruption, while “low impact” mutations are 
unlikely to change protein behavior. “Modifier” mutations 
are usually variants within non-coding regions or within 
non-coding genes where impact prediction is difficult.

Figure 2: Genetically engineered mouse model of osteoblastic osteosarcoma (OS GEM). (A) Overview of conditional 
mouse model. OS GEMM pups received doxycycline through postnatal day 21. In the absence of doxycycline, Cre is expressed under 
the Osx1 promoter and p53 and Rb1 are floxed. TRE = tetracycline-responsive element; tTA = tetracycline transactivator protein.  
(B) Distribution of site of tumor (n = 7 primary tumors) and whether the mice had single or multiple primary tumors and/or metastases 
at time of death (n = 5 mice). Sync. = synchronous. (C) H&E of OS GEM U61236 lung metastasis at low magnification (left, scale bar 
= 0.5mm) and higher magnification (right, scale bar = 100 µm). (D) Kaplan-Meier survival curve for OS GEM (n = 5). Median survival 
until tumor-specific death was 237 days. (E) Injection of 106 OS GEM U61323L cultured cells into a hind limb results in rapid tumor 
development with disseminated metastases visible at time of necropsy. (F) H&E of one of these lung metastases at low magnification (left, 
scale bar = 200 µm) and higher magnification (right, scale bar = 50 µm).
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Human

No high-impact mutations were identified within 
aggressive human tumor PCB151, most likely due to our 
conservative approach for mutation-calling combined with 
the fact that the PCB151 matched normal was obtained 
from paraffin-embedded tissue rather than fresh-frozen 
tissue, and therefore highly-degraded. Four high-impact 
variants were identified within aggressive human tumor 
PCB439, one within NPIPB3, one within IPO7 and two 
within ABHD2. Notably, all human tumors contained 
high- or moderate- impact mutations within the largely 

uncharacterized gene NPIPB3. None of the genes 
with high-impact mutations found in curable PCB429 
(ARHGAP32, HTRA1, LOC388813, OSGEPL1, PTEN, 
TAF8, TNKS) were mutated in either aggressive human 
sample. Loss of PTEN has been reported in osteosarcoma 
previously [13, 18].

Only two genes were mutated in both of the 
aggressive human tumors but not in the curable PCB429 
tumor; FAM86C1 and GUSBP1 contained either low- 
or modifier- impact mutations (Figure 6A and 6B). 
An additional 28 genes were mutated in all human 
osteosarcoma specimens (both aggressive and curable 

Figure 3: Development and validation of PCB151JAX osteosarcoma culture. H&E images: (A) Biopsy specimen from 
patient. (B) Resection specimen from patient (“PCB151”). (C) Explant from PDX model (“151JAX”). (D) Explant from culture xenograft 
(“151JAXp2X”). Scale bar = 100 µm. Scatter plots (E) display the transcriptome correlations between the explant specimens (151JAX or 
151JAXp2X) and the original patient resection specimen (PCB151). r = Pearson correlation coefficient.
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Table 1: Osteosarcoma specimens included in analyses

  Specimen Species Months from 
specimen to death

Sub-specimen 
name

Sub-specimen 
description Sequencing Corresponding 

cell culture

A
G

G
R

E
SS

IV
E

PCB151 H. sapien 5 PCB151 resection RNA, WES  

      151JAX PDX explant RNA, WES PCB151JAX

      151JAXp2X xenograft of PCB151JAX RNA  

PCB439 H. sapien 5 PCB439 resection (metastasis) RNA, WES  

PET-10 C. familiaris 3 PET-10 resection RNA, WES  

      PET-10lung necropsy (metastasis) RNA, WES  

      PET-10spine necropsy (metastasis) RNA, WES  

PET-20 C. familiaris 5 PET-20 resection RNA, WES  

U61236 M. musculus 0 U61236 necropsy RNA, WES  

      U61236liver necropsy (metastasis)    

      U61236lung necropsy (metastasis)   61236LUc

U61323 M. musculus 0 U61323L necropsy RNA, WES 61323Lc

      U61323R necropsy RNA, WES  

      U61323lung necropsy (metastasis)    

C
U

R
A

B
L

E PCB429 H. sapien alive PCB429 biopsy RNA, WES  

PET-1 C. familiaris 30 PET-1 resection RNA  

PET-24 C. familiaris 20 PET-24 resection RNA, WES  

tumors, Figure 6C). When analyzing the genes that were 
mutated in at least two of the three human specimens, we 
noted a clustering of modifier mutations within the NBPF 
gene family. The neuroblastoma breakpoint family (NBPF) 
includes several related genes on chromosome 1. Notably, 
SNP array analysis of primary cell culture PCB326c 
revealed high level copy number amplifications of several 
NBPF genes, likely due to duplication of the 1q21 region. 
While copy number variation and translocations involving 
NBPF genes have been described in neuroblastoma, 
very little is known about their protein function [19–21]. 
There were also notable clusters of mutations within the 
BAGE tumor antigen family and the TBC1D3 oncogene 
family. Of note, BAGE was significantly under-expressed  
(p = 0.02) in aggressive osteosarcomas PCB151 and 
PCB439 compared to the curable PCB429.
Dog

There were no overlapping high-impact mutations 
between canine samples. The oncogene JAK1 contained 

a high impact mutation within aggressive PET-10 tumor, 
while high impact mutations were identified in CARD11, 
NF2 and ORC1 within aggressive PET-20, and in 
DPY19L2 and SNRPC within non-aggressive PET-24.

There were 30 mutated genes identified in all three 
of the samples from PET-10 (initial resection specimen 
and two separate metastases collected at necropsy, after 
systemic therapy), suggesting these variants occurred early 
in oncogenesis. EML5, encoding a microtubule protein, 
contained multiple moderate-impact mutations in all  
PET-10 samples.

CORTBP2 and LAMA2 contained multiple modifier 
mutations in both aggressive tumors but were not mutated 
in non-aggressive PET-24. ASUN, CACNA2D1, TSPEAR, 
and PLCG2 were also only mutated in the aggressive-
phenotype samples.
Mouse

There were no overlapping high-impact mutations 
between mouse samples. Two genes, DNAH7A and 
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Table 2: Cellular IC50 (nM) for validated primary cell cultures tested against (A) an investigator-selected 
drug library and (B) the PKIS compound library, as determined by a 72 hour viability screening assay
A 
Compound Target(s)

AGGRESSIVE PHENOTYPE INTERMEDIATE PHENOTYPE

PC
B1

51
JA

X
 

(h
um

an
)

61
23

6L
U

c 
(m

ou
se

)

61
32

3L
c 

(m
ou

se
)

PC
B

50
9c

 
hu

m
an

)

PC
B

32
6c

 
(h

um
an

)

PE
T

7c
 (d

og
)

PE
T

27
c 

 
(d

og
)

dasatinib   ABL, SRC, KIT, PDGFR 0.02 501 1018 155 165 > 2000 906
YM155   survivin 0.37 40 150 17      
panobinostat   HDACs 10 58 97 8 53 > 2000  
nilotinib   PDGFR, KIT 26            
INK128   TORC 1/2 110 475 44 520      
carfilzomib   proteasome 112 747 687   1963   750
volasertib   PLK1 156   461        
mithramycin   SP1-4 213   371 697      
entinostat   HDAC 1/3 240 19 282 > 2000 1710   > 2000
crizotinib   ALK, MET 338 223 1008 > 2000   > 2000 1340
vandetanib   VEGFR, EGFR, RET 400 1794 788   968    
SNS-032   CDK 2/7/9 417 > 2000 1562   48 > 2000 238
JIB-04   KDM4 441 1072 182        
LY2874455   FGFR 615   647 814      
MK1775   WEE1 618 804 315        
BIX01294   histone methyltransferase 618 > 2000 1198   1621 1966 > 2000
tozasertib   AURK 638   > 2000 768      
ABT737   BCL2 664            
vorinostat   HDAC 719 928     1186 > 2000 1581
CDK1/2 inhibitor   CDK 1/2 773   > 2000 728      
ABT-236   BCL 808 1197          

B
Compound Targets (partial list)

AGGRESSIVE INTERMEDIATE

PC
B1

51
JA

X
 

(h
um

an
)

61
32

3L
c 

(m
ou

se
)

O
S1

7 
 

(h
um

an
)

PE
T

7c
 (d

og
)

GSK1007102B   ARK5, PDGFRA, BRSK2, PRKDs, PYK2, RSKs, MRCK 510 341 84 133
GW780056X   ARK5, PDGFRA/B, HIPK4, PRKDs, PYK2, AURKB/C, 

CDKs, DYRK1, GSK3
328 13 16 17

GSK579289A   ARK5, PDGFRA/B, BRSK1/2, HIPK4, KDR, NEK1/2/9, PI3K, 
PIM1/3

204 369   1054

GSK237701A   ARK5, PDGFRA/B, BRSK2, KDR, NEK1/2/9, PI3K, SRC, 
TRKB/C

461      

GW301784X   CDK2/3, TTK 47      
GW779439X   pan-kinase 867      
SB-735465   ABL, CDK6, GSK3 90      
GW778894X   ARK5, PDGFRA/B, HIPK4, PRKDs, PYK2, CDKs, GSK3, 

CLK, DYRK1
  3    

GSK943949A   ARK5, PDGFRA/B, GSK3, PKC       482
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EIF4ENIF1, were mutated in all three aggressive Osx1-
Cre, Trp53–/–, Rb1–/– mouse tumors.

BARX2, FLNA, HHEX, LOXHD1, PPP2R5A, 
and SON contained high-impact mutations in U61236. 
PPP2R5A, which is involved in the negative control of 
cell growth, was also mutated in U61323R (moderate-
impact variant). Loss of PPP2R5A function predicts 
tumor sensitivity to PARP inhibition due to impaired 
homologous recombination [22]. High-impact variants 
of IGSF10 and MYO9A were identified in U61323L only. 
CRABP2, MOB3A, OTOG, and STAB2 contained high-

impact mutations in U61323R. No other species contained 
mutations in these genes.

Differential gene expression of aggressive vs 
curable osteosarcomas

First, we compared differential gene expression 
(DE) between aggressive human osteosarcomas (PCB151 
and PCB439) and curable osteosarcoma (PCB429). We 
also compared expression with that of pooled RNA from 
normal bone. Similar analyses were undertaken comparing 

Figure 4: In vitro sensitivities of PCB151JAX and in vitro effect of ARK5 inhibition in osteosarcoma cell lines. 
(A) Cellular IC50 curves from validation assays for the most effective drugs identified through screening of the investigator-selected drug 
panels. (B) Most effective PKIS compounds. The 95% confidence regions of each IC50 are denoted with bars; orphan kinase targets known 
to be inhibited within that range are noted above the bar. The most frequently recurrent targets are denoted in red. (C) MG63 cells do not 
respond to single-agent ON123300 (an ARK5 inhibitor), but synergy results when ON123300 is combined with the PDGFRα inhibitor 
ponatinib. Asterisks (*) denote combination index ≤ 0.7 by Chou-Talalay method (CompuSyn). (D) Box and whiskers plot of IC50 values 
from seven osteosarcoma cell lines: SaOS, MG63, U2OS, 143B, PCB326 and U61323L. IC50 for single agent ON123300 exceeded 4 µM 
for three lines and exceeded 10 µM for the remaining three lines tested.
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aggressive canine osteosarcomas (PET-10 and PET-20) and 
non-aggressive canine osteosarcomas (PET-1 and PET-24) 
as well as aggressive canine osteosarcomas versus normal 
cultured canine osteoblasts (CnOB). All mouse specimens 
had an aggressive phenotype, therefore comparison was 
with pooled RNA from normal mouse bone only. Complete 
DE gene list in Supplementary Table 4.

Human

In the human tumor cohort, no genes remained 
after False Discovery Rate (FDR) adjustment for multiple 
testing, therefore unadjusted p-values less than 0.05 were 
considered significant. Two genes were over-expressed 
in the aggressive human specimens compared with the 
non-aggressive tumor, CCL18 (p = 0.03) and HTRA3  
(p = 0.04). HTRA3 is a candidate tumor suppressor and the 
target of therapeutics currently in development [23, 24]. 
CCL18 is a macrophage cytokine implicated in promoting 
cancer metastasis [25].

Dog

 Four genes were differentially expressed (adjusted 
p < 0.05) between the aggressive canine specimens 
compared with the non-aggressive tumors: MFAP4, 
CHRDL1, LOC100684002, and TMSB4X. TMSB4X, 
which encodes an actin sequestering protein, was also 
significantly under-expressed in mouse OS. Compared 
to normal canine osteoblasts, six genes were significantly 
(adjusted p < 0.05) under-expressed in the aggressive 
tumors: GDNF, CEMIP (KIAA1199), GDF6, ALPK2, 
GREM1, and DHRS2. CEMIP is a target gene of the Wnt/
β-catenin signaling pathway and is known to promote 
cancer cell migration [26–28]; it is thus surprising that 
all four canine osteosarcoma specimens – aggressive and 
non-aggressive – demonstrated marked and significant 
under-expression compared to normal osteoblasts. The 
kinase ALPK2 is also reported to be under-expressed in 
gastric cancer and may be downregulated by oncogenic 

KRAS [29–31]. No other species contained differential 
expression of these genes except as noted.
Mouse

850 genes from the Osx1-Cre, Trp53–/–, Rb1–/– 
mouse tumors were differentially expressed as compared 
to normal mouse bone (adjusted p < 0.05), 814 down-
regulated and 36 up-regulated. Cdkn2a was dramatically 
over-expressed (adjusted p < 0.001) in the OS GEM tumors 
compared to normal bone, consistent with ineffectual cell 
cycle control in the absence of p53 and pRb.

Integration of functional, genomic & 
transcriptomic data

Beyond the phenotype outlier analysis (aggressive 
versus curable), we also undertook a precision-medicine 
approach to integrating all data types for specific tumors. 
The individual tumor results of whole exome sequencing 
(WES) and RNA sequencing (RNA-seq) for aggressive 
human sample PCB151 were integrated with PCB151JAX 
drug screen results. Similarly, sequencing data for 
aggressive OS GEM sample U61323L were integrated 
with the U61323Lc drug screen results. For each 
individual, REACTOME-curated cellular pathways were 
systematically prioritized based on the presence of DNA 
mutations and differential RNA expression, and filtered to 
further prioritize genes encoding known proteins targets of 
drugs that were effective in the screen.

PCB151

The complete list of significantly over-represented 
pathways (unadjusted p < 0.05) is in Supplementary 
Table 5. After integrating WES, RNAseq and drug 
screen data, the top ranked pathway for tumor PCB151 
was “Regulation of PLK1 Activity at G2/M Transition” 
(unadjusted p-value = 0.003), illustrated in Figure 7. Drug 

Figure 5: ARK5 expression is present within source tumors and is prevalent in human osteosarcomas. (A) Immunoblotting 
of tumor specimens, rather than the screened cell cultures, indicates that ARK5 is expressed in vivo. 151JAX is the source tumor for 
cell culture PCB151JAX, as PET-7 is for culture PET-7c, and U61323L is for 61323Lc. 151JAXp2X is the tumor explant from culture 
PCB151JAX, as OS17 explant is for culture OS17. (B) A validation cohort of six viable human osteosarcoma tumors confirms the prevalence 
of ARK5 expression in an independent patient population. (C) Successful siRNA transfection is confirmed by reduction in total ARK5 
protein by 66%, although no knockdown is seen 48 hours after transfection, suggesting a protein half-life of > 48 hours. KD = knockdown. 
Loading control is β actin. Images were cropped for clarity and conciseness.
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targets are primary or secondary hubs in this pathway, and 
interact with many DE and mutated genes.

U61323L

The complete list of significantly over-represented 
pathways (unadjusted p < 0.05) is in Supplementary Table 5. 

After integrating WES, RNAseq and drug screen data, the 
top ranked pathway for tumor U61323L was “Glucose 
Metabolism” (unadjusted p-value < 0.001). This was an 
unexpected result, but is consistent with the identification 
of ARK5 as a potential therapeutic target through earlier 
functional screens. REACTOME does not include 
ARK5 within the members of the Glucose Metabolism 

Figure 6: �(A) Overlap of mutated gene in three human osteosarcomas. (B) Two genes were mutated in both aggressive tumors but not in 
the curable tumor. (C) An additional 28 genes were mutated in all human osteosarcoma specimens, including a high-impact mutation in 
NPIPB3, and clusters in the NBPF, BAGE and TBC1D families.
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Pathway, therefore this is an independent supportive 
finding of glucose metabolism as a therapeutic target in 
osteosarcoma, potentially through ARK5 inhibition.

DISCUSSION

Death from metastatic disease remains the reality for 
nearly 30% of all patients diagnosed with osteosarcoma. 
Clinicians have only palliative cytotoxic chemotherapy 
or morbid metastectomies available for the treatment of 
patients with metastatic osteosarcoma, and clinical trials 
for advanced OS remain few and far between. Although 
rare, osteosarcoma most often strikes young people, with 
decades of potential life-years ahead of them. Our field has 
been called to action with good reason.

For years, we have recognized the utility of 
studying osteosarcomas that spontaneously arise in dogs. 
More recently, genetically-engineered mouse models of 
osteosarcoma have been developed. In an effort to facilitate 
more rapidly translatable research, we gathered these 
preclinical tools together to take a comparative oncology 
approach to metastatic osteosarcoma. This report highlights 
the advantages and limitations of this approach while 
identifying potential therapeutic targets for future evaluation.

The extensive clinical annotation of our 
biorepository allowed for identification of phenotypic 
extreme outliers, which are by definition limited in 
number. The genomic and transcriptomic data from 
these outliers (“aggressive” versus “curable”) should 
be hypothesis-generating. The small sample size and 
limited sequencing depth hinders our ability to draw firm 
conclusions from this dataset, but these same factors 
may lend extra credence to findings that reach statistical 
significance nonetheless.

Perhaps the greatest challenge for this type of 
analysis is the genome annotation for Canis familiaris. The 
Homo sapiens genome assembly Hs19 includes 82,960 
gene variants and Mm10 (Mus musculus) includes 59,121 
gene variants, while CanFam3 includes only 29,884. The 
poor annotation for the dog genome limits our ability to 
perform many desirable cross-species analyses.

Despite these limitations, several noteworthy 
findings emerged. First, glucose metabolism is a relatively 
unexplored pathway in osteosarcoma pathogenesis but 
may be worth pursuing. Glucose metabolism was the 
most significant REACTOME pathway identified through 
a precision medicine approach to the OS GEM tumor 
U61323L. In addition, through separate and independent 
analyses of functional assays, ARK5 was identified as a 
recurrent target of the most effective PKIS compounds 
against OS cells from all three species. Importantly, we 
showed that this is not simply an in vitro phenomenon, 
but that ARK5 is expressed within osteosarcoma tumor 
tissue. During glucose starvation, ARK5 is phosphorylated 
by AKT, which leads to evasion of apoptosis [32]. Altered 

energy metabolism in osteosarcoma cells may produce 
a dependence on an ARK5-mediated cell survival 
mechanism. Interestingly, ARK5 overexpression has 
been associated with increased tumor cell invasion and 
metastatic potential in gliomas and breast cancer [33, 
34]. ARK5 was significantly over-expressed in the highly 
metastatic OS GEM tumors in our analyses (p = 0.04).

We also uncovered a significant over-expression 
of CCL18 in both aggressive human osteosarcomas that 
was not present in the curable human tumor. CCL18 is a 
cytokine released from tumor-associated macrophages that 
binds to CCR8 and has been implicated in the epithelial-
mesenchymal transition of breast, pancreatic and lung 
cancers [35–37]. CCL18 expression by tumor-associated 
macrophages was recently shown to be essential for cancer 
metastasis in a humanized mouse model of breast cancer 
[25]. A clustering of mutations in the BAGE gene family, 
coding for tumor antigens recognized by cytotoxic T-cells, 
also implicates a role for immune evasion in osteosarcoma. 
The BAGE-family mutations and over-expression of CCL18 
is intriguing. Although we cannot draw conclusions based 
on two samples alone, these findings are worth further 
investigation when considering the known utility of immune 
modulators in metastatic osteosarcoma. For example, when 
muramyl tripeptide phosphatidyl-enthanolamine (MTP-PE) 
is used to stimulate macrophage cytotoxicity, patients with 
osteosarcoma have improved survival [2]. Similarly, inhaled 
granulocyte-macrophage colony stimulating factor has 
been used in an attempt to stimulate an immune response 
to OS pulmonary metastases, which often evade immune 
mechanisms by elimination of surface markers such as Fas 
[38, 39].

Finally, using a precision medicine approach to 
integrate functional, transcriptional and mutation data for 
the exceptionally aggressive osteosarcoma PCB151JAX, 
we identified the PLK1 pathway as the most aberrant 
pathway with potential for therapeutic targeting. 
Progression through the cell cycle requires PLK1-mediated 
degradation of WEE1, which increases CDK1 activity and 
promotes M-phase [40]. PLK1 activity is also essential for 
mitotic exit [14, 40]. Through our integrated analysis, we 
have evidence that PLK1-mediated checkpoint adaptation 
may be critical to the survival of PCB151JAX. Checkpoint 
adaptation, in which cell division occurs despite irreparable 
DNA damage, is an important mechanism of oncogenesis 
and cancer growth, and interestingly was first described 
in human cells in the osteosarcoma cell line U2OS [14]. 
Targeting checkpoint adaptation in osteosarcoma has not 
been pursued to date clinically, but may be feasible now 
that PLK1 inhibitors are entering clinical trials.

Together, these data indicate that in complex, 
highly unstable genomes such as in osteosarcoma, 
targeting aberrant checkpoint processes may prove 
more successful than targeting specific kinase or growth 
factor signaling pathways. Given the limited therapeutic 
options and dismal prognosis for patients with metastatic 



Oncotarget76252www.impactjournals.com/oncotarget

osteosarcoma, targeting aberrant metabolism or cell cycle 
checkpoints as part of the treatment regimens for these 
patients is certainly worth further investigation.

MATERIALS AND METHODS

Genetically-engineered mice

Osterix-Cre and conditional Rb1 and p53 lines 
have been previously described [41–43]. We crossed 
these animals to generate compound conditional Osx1-
Cre, homozygous p53, homozygous Rb1 genetically 
engineered mice (GEM), hereby referred to as OS GEM 
mice. Genotyping detailed in Supplementary Methods. 
Construct depicted in Figure 2A. Animals were maintained 
on doxycycline 0.2 mg/mL in drinking water from 
conception to postnatal day 21. Animals were sacrificed 
once tumors reached 2 cm3 or, particularly in the case of 
facial tumors, when humanely indicated.

Primary cell cultures and tumor tissue

Primary cell cultures were established as described 
in Supplementary Methods and as described previously 

[44]. Clinical details of all human and canine patients are 
also included in Supplementary Methods.

Confirmation of primary cell culture 
tumorigenicity

Xenografts from multiple primary cell cultures from 
humans (PCB151JAX, OS17) and dogs (PET7c, PET27c) 
successfully engrafted and produced osteosarcoma tumors, 
as did allografts of 61236LUc (U61236 lung metastasis 
culture) and 61323Lc (U61323 left limb culture). In vivo 
procedures are detailed in Supplementary Methods.

Due to the exceptionally high rate of DNA 
aberrancies within osteosarcomas, copy number variation 
analysis was used to confirm the predominance of cancer 
cells within additional primary cell cultures from human 
tumor specimens. GISTIC 2.0 analysis resulted in a call rate 
distribution in three “clusters” (Supplementary Figure 1): 
one with a distribution similar to normal samples, one 
distinct from the normal sample call rate distribution 
(highly aberrant and consistent with cancer), and a third 
indeterminate group with a call rate distribution distinct 
from both the normal and cancer call rate distributions, 
likely representing a mixed population of cells. This 

Figure 7: Visual representation of the “Regulation of PLK1 activity at G2/M transition” REACTOME pathway, 
annotated with genomic, transcriptomic and functional data specific to patient PCB151. Each of the 78 genes in the 
pathway are represented as nodes and known interactions are depicted by arrows. Node shape indicates the direction of copy number 
variation (down = deletion, up = amplification). Blue nodes are targets of drugs with in vitro efficacy. Grey nodes are genes with aberrant 
expression (fold-change greater than 2 but not statistically significant). Yellow nodes are differentially under-expressed genes (p < 0.05). 
The red node (TUBA4A) contains four moderate-impact mutations.
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method validated human osteosarcoma primary 
cell cultures PCB509c and PCB326c as containing 
predominately cancer cells.

Identification of two phenotypically-distinct 
cohorts of osteosarcoma

From our biorepository of clinically-annotated 
osteosarcoma specimens, tumors with an exceptionally 
aggressive clinical course were identified for further 
study (Table 1). One human tumor with favorable clinical 
prognostic factors (appendicular primary tumor site and  
> 90% necrosis following neoadjuvant chemotherapy) and 
two canine tumors from dogs that survived > 1 year after 
diagnosis were identified as non-aggressive comparators. 
All OS GEM tumors were considered aggressive; the 
two that were included in the following analyses were 
associated with gross metastatic disease at necropsy.

Clinical/pre-clinical drug & compound screens

Cultured cells were screened for sensitivity against 
a panel of 105 investigator-selected drugs (Supplementary 
Table 1) and the Published Kinase Inhibitor Set (PKIS) 
[45]. The majority of the investigator selected drugs are 
in clinical trials, while the remainder are either FDA-
approved drugs or preclinical tool compounds. The PKIS, 
which includes 402 kinase inhibitors with corresponding 
inhibition profiles against 224 kinases, was provided by 
GlaxoSmithKline [45–47]. Each drug or PKIS compound 
was plated in four concentrations in triplicate in 384-
well format and incubated for three days. In addition, a 
highly specific ARK5 (NUAK1) inhibitor, HTH-01-015, 
kindly provided by Dr. Nathanael S. Gray [48], was also 
evaluated. Cell viability was determined by CellTiterGlo 
luminescent assay (Promega #G7572). Effective drugs 
identified through screening were validated at additional 
concentrations. Using Prism 6 (GraphPad Software Inc.), 
these data were transformed logarithmically to fit four 
parameter nonlinear logistic curves and determine IC50 
values.

DNA and RNA sequencing

RNA was isolated from tissue preserved in TRIzol 
reagent (Invitrogen #15596). DNA was isolated from fresh 
frozen tissue or peripheral blood mononuclear cells, with 
the exception of the matched normal tissue for PCB151, 
which was formalin-fixed, paraffin-embedded. Whole 
exome sequencing and RNA sequencing (both paired-
end, 100 bases, indexed) was completed with an Illumina 
HiSeq 2000 Sequencer. Data pre-processing included 
inspection of FASTQC QA/QC metrics (http://www.
bioinformatics.babraham.ac.uk/projects/fastqc/) prior to 
alignment with Subread [49] to the appropriate species 
build (UCSC hg19 for human, UCSC mm10 for mouse, 
Ensembl CanFam3 for dog).

Putative differential expression analysis was 
conducted by fitting a linear model to each gene/transcript 
using edgeR [50, 51]. Using a conservative approach for 
identifying significance, we required both the common 
dispersion analysis and tagwise dispersion analysis False 
Discovery Rate (FDR) adjusted p-values to be less than 0.05.

Somatic mutation calls were made with MuTECT 
following the GATK Best Practices from the Broad 
Institute [52]. Using only mutations rated as high 
confidence, we used SnpEff to annotate the variants’ 
impact as high, moderate, low or modifier [53]. Note, a 
gene may have more than one mutation and thus may have 
mutations of multiple different impacts.

Integration of functional, genomic & 
transcriptomic data

Pathway enrichment analysis was conducted based 
on patient-specific DNA mutations and species-specific 
differential RNA expression (compared to normal bone). 
Pathways were prioritized based on unadjusted p-value < 
0.05 and filtered for pathways that included at least one 
target of an effective drug. Drug targets were determined 
from the investigator-selected and PKIS compound screens 
by correlating effective drugs with their known protein 
targets. Mappings between UCSC Gene ID to Uniprot ID 
were obtained via UCSC and Uniprot to REACTOME 
mappings was obtained through REACTOME. All analyses 
were conducted at the UCSC Gene ID level.

Authors’ contributions

Overall conception and design: C. Keller, L. Davis, 
S. McWeeney; Analysis and interpretation of experimental 
data: C. Keller, L. Davis, A. Mansoor, S. Jeng, S. 
McWeeney; Development of experimental methodology: 
C. Keller, L. Davis, S. McWeeney; Acquisition of 
experimental data: L. Davis, K. Nusser, E. Huang, J. 
Pittsenbarger, E. Cantor, M. Svalina; Writing, review, and/
or revision of the manuscript: C. Keller, L. Davis; Study 
supervision: C. Keller, L. Davis.

ACKNOWLEDGMENTS

This work would not have been possible without the 
assistance of surgeons James Hayden and Yee Doung and 
veterinarians Milan Milovancev, Shay Bracha, Michael 
Flynn, and Kim P. Freeman. Ryan Gordon provided 
invaluable manuscript review. Microarray assays were 
performed in the OHSU Gene Profiling Shared Resource. 
Whole exome and RNA sequencing performed in the 
OHSU Massively Parallel Sequencing Shared Resource. 
The OHSU Histopathology Shared Resource performed 
paraffin embedding, sectioning and H&E. SNP, WES 
and RNA-seq analysis performed in the OHSU Knight 
Cancer Institute Bioinformatics Shared Resource. We 



Oncotarget76254www.impactjournals.com/oncotarget

thank Kurt Bachman, David Drewry and Bill Zuercher at 
GlaxoSmithKline for supplying the PKIS. We thank The 
Jackson Laboratory, and Neal Goodwin and Susie Airhart 
in particular, for development of the patient-derived 
xenograft. We thank Dr. Nathanael Gray for providing 
HTH-01-015 and Dr. Pete Houghton for supplying the 
OS17 cell culture.

CONFLICTS OF INTEREST

C.K. has received single-time honoraria for 
scientific presentations at Novartis, Millennium/Takeda 
and GlaxoSmithKline, has research collaborations with 
Novartis, has sponsored research with Eli Lilly, has 
been a consultant to the NCI/CTEP Pediatric Preclinical 
Testing Program (PPTP), and is co-founder of First Ascent 
Biomedical.

FUNDING

L.E.D. is supported by a St. Baldrick’s Foundation 
Fellowship Award and a Damon Runyon-Sohn Fellowship 
Award. This work was also supported by the Trey Foote 
Foundation, Thrasher Research Fund and an Umpqua 
Bank Innovation Award. The OHSU Knight Cancer 
Institute Shared Resources are supported in part by NCI 
Grant #5P30CA069533.

REFERENCES

  1.	 Link MP, Goorin AM, Miser AW, Green AA, Pratt CB, 
Belasco JB, Pritchard J, Malpas JS, Baker AR, Kirkpatrick 
JA, Ayala AG, Shuster JJ, Abelson HT, et al. The effect of 
adjuvant chemotherapy on relapse-free survival in patients 
with osteosarcoma of the extremity. N Engl J Med. 1986; 
314:1600–1606.

  2.	 Meyers PA, Schwartz CL, Krailo MD, Healey JH, 
Bernstein ML, Betcher D, Ferguson WS, Gebhardt MC, 
Goorin AM, Harris M, Kleinerman E, Link MP, Nadel H, 
et al. Osteosarcoma: the addition of muramyl tripeptide to 
chemotherapy improves overall survival—a report from the 
Children's Oncology Group. J Clin Oncol. 2008; 26:633–638.

  3.	 Khanna C, Fan TM, Gorlick R, Helman LJ, Kleinerman ES, 
Adamson PC, Houghton PJ, Tap WD, Welch DR, Steeg PS, 
Merlino G, Sorensen PH, Meltzer P, et al. Toward a Drug 
Development Path That Targets Metastatic Progression in 
Osteosarcoma. Clin Cancer Res. 2014; 20:4200–4209.

  4.	 Isakoff MS, Bielack SS, Meltzer P, Gorlick R. 
Osteosarcoma: Current Treatment and a Collaborative 
Pathway to Success. J Clin Oncol. 2015; 33:3029–3035.

  5.	 Mirabello L, Troisi RJ, Savage SA. Osteosarcoma incidence 
and survival rates from 1973 to 2004: data from the 
Surveillance, Epidemiology, and End Results Program. 
Cancer. 2009; 115:1531–1543.

  6.	 Whelan JS, Bielack SS, Marina N, Smeland S, Jovic G, 
Hook JM, Krailo M, Anninga J, Butterfass-Bahloul T, 

Bohling T, Calaminus G, Capra M, Deffenbaugh C, et al. 
EURAMOS-1, an international randomised study for 
osteosarcoma: results from pre-randomisation treatment. 
Ann Oncol. 2015; 26:407–414.

  7.	 Perry JA, Kiezun A, Tonzi P, Van Allen EM, Carter SL, 
Baca SC, Cowley GS, Bhatt AS, Rheinbay E, Pedamallu 
CS, Helman E, Taylor-Weiner A, McKenna A, et al. 
Complementary genomic approaches highlight the PI3K/
mTOR pathway as a common vulnerability in osteosarcoma. 
Proc Natl Acad Sci. 2014; 111:E5564–E5573.

  8.	 Lawrence MS, Stojanov P, Polak P, Kryukov GV, 
Cibulskis  K, Sivachenko A, Carter SL, Stewart C, 
Mermel  CH, Roberts SA, Kiezun A, Hammerman PS, 
McKenna A, et al. Mutational heterogeneity in cancer and 
the search for new cancer-associated genes. Nature. 2013; 
499:214–218.

  9.	 Choy E, Hornicek F, MacConaill L, Harmon D, Tariq Z, 
Garraway L, Duan Z. High-throughput genotyping 
in osteosarcoma identifies multiple mutations in 
phosphoinositide-3-kinase and other oncogenes. Cancer. 
2012; 118:2905–2914.

10.	 Meltzer P.  Mining complex sarcoma genomes: lessons from 
osteosarcoma.  Connective Tissue Oncology Society 17th 
Annual Meeting. (Prague, Czech Republic. 2012.

11.	 Kansara M, Teng MW, Smyth MJ, Thomas DM. 
Translational biology of osteosarcoma. Nat Rev Cancer. 
2014; 14:722–735.

12.	 Stephens PJ, Greenman CD, Fu B, Yang F, Bignell GR, 
Mudie LJ, Pleasance ED, Lau KW, Beare D, Stebbings LA, 
McLaren S, Lin ML, McBride DJ, et al. Massive Genomic 
Rearrangement Acquired in a Single Catastrophic Event 
during Cancer Development. Cell. 144:27–40.

13.	 Chen X, Bahrami A, Pappo A, Easton J, Dalton J, Hedlund E, 
Ellison D, Shurtleff S, Wu G, Wei L, Parker M, Rusch M, 
Nagahawatte P, et al. Recurrent Somatic Structural Variations 
Contribute to Tumorigenesis in Pediatric Osteosarcoma. Cell 
Reports. 2014; 7:104–112.

14.	 Syljuåsen RG, Jensen S, Bartek J, Lukas J. Adaptation to 
the Ionizing Radiation–Induced G2 Checkpoint Occurs in 
Human Cells and Depends on Checkpoint Kinase 1 and Polo-
like Kinase 1 Kinases. Cancer Res. 2006; 66:10253–10257.

15.	 Kroemer G, Pouyssegur J. Tumor Cell Metabolism: 
Cancer's Achilles' Heel. Cancer Cell. 2008; 13:472–482.

16.	 Funes JM, Quintero M, Henderson S, Martinez D, 
Qureshi  U, Westwood C, Clements MO, Bourboulia D, 
Pedley RB, Moncada S, Boshoff C. Transformation of 
human mesenchymal stem cells increases their dependency 
on oxidative phosphorylation for energy production. Proc 
Natl Acad Sci. 2007; 104:6223–6228.

17.	 Mutsaers AJ, Ng AJ, Baker EK, Russell MR, Chalk 
AM, Wall M, Liddicoat BJ, Ho PW, Slavin JL, Goradia 
A, Martin TJ, Purton LE, Dickins RA, Walkley CR. 
Modeling distinct osteosarcoma subtypes in vivo using 
Cre:lox and lineage-restricted transgenic shRNA. Bone. 
2013; 55:166–178.



Oncotarget76255www.impactjournals.com/oncotarget

18.	 Freeman SS, Allen SW, Ganti R, Wu J, Ma J, Su X, Neale G, 
Dome JS, Daw NC, Khoury JD. Copy number gains in 
EGFR and copy number losses in PTEN are common events 
in osteosarcoma tumors. Cancer. 2008; 113:1453–1461.

19.	 Diskin SJ, Hou C, Glessner JT, Attiyeh EF, Laudenslager M, 
Bosse K, Cole K, Mosse YP, Wood A, Lynch JE, Pecor K, 
Diamond M, Winter C, et al. Copy number variation at 
1q21.1 associated with neuroblastoma. Nature. 2009; 
459:987–991.

20.	 Vandepoele K, Van Roy N, Staes K, Speleman F, van Roy F. 
A Novel Gene Family NBPF: Intricate Structure Generated 
by Gene Duplications During Primate Evolution. Mol Biol 
Evol. 2005; 22:2265–2274.

21.	 Vandepoele K, Staes K, Andries V, van Roy F. Chibby 
interacts with NBPF1 and clusterin, two candidate tumor 
suppressors linked to neuroblastoma. Exp Cell Res. 2010; 
316:1225–1233.

22.	 Kalev P, Simicek M, Vazquez I, Munck S, Chen L, Soin T, 
Danda N, Chen W, Sablina A. Loss of PPP2R2A Inhibits 
Homologous Recombination DNA Repair and Predicts 
Tumor Sensitivity to PARP Inhibition. Cancer Res. 2012; 
72:6414–6424.

23.	 Zurawa-Janicka D, Skorko-Glonek J, Lipinska B. HtrA 
proteins as targets in therapy of cancer and other diseases. 
Expert Opin Ther Targets. 2010; 14:665–679.

24.	 Glaza P, Osipiuk J, Wenta T, Zurawa-Janicka D, Jarzab 
M, Lesner A, Banecki B, Skorko-Glonek J, Joachimiak A, 
Lipinska B. Structural and Functional Analysis of Human 
HtrA3 Protease and Its Subdomains. PLoS One. 2015; 
10:e0131142.

25.	 Su S, Liu Q, Chen J, Chen J, Chen F, He C, Huang D, 
Wu W, Lin L, Huang W, Zhang J, Cui X, Zheng F, et al. A 
Positive Feedback Loop between Mesenchymal-like Cancer 
Cells and Macrophages Is Essential to Breast Cancer 
Metastasis. Cancer Cell. 2014; 25:605–620.

26.	 Shostak K, Zhang X, Hubert P, Göktuna SI, Jiang Z, 
Klevernic I, Hildebrand J, Roncarati P, Hennuy B, 
Ladang A, Somja J, Gothot A, Close P, et al. NF-κB-induced 
KIAA1199 promotes survival through EGFR signalling. 
Nat Commun. 2014; 5.

27.	 Zhang Y, Jia S, Jiang WG. KIAA1199 and its biological 
role in human cancer and cancer cells (review). Oncology 
reports. 2014; 31:1503–1508.

28.	 Evensen NA, Li Y, Kuscu C, Liu J, Cathcart J, Banach A, 
Zhang Q, Li E, Joshi S, Yang J, Denoya PI, Pastorekova S, 
Zucker S, et al. Hypoxia promotes colon cancer 
dissemination through up-regulation of cell migration-
inducing protein (CEMIP). Oncotarget. 2015; 6:20723–39. 
https://doi.org/10.18632/oncotarget.3978.

29.	 Junnila S, Kokkola A, Karjalainen-Lindsberg ML, 
Puolakkainen P, Monni O. Genome-wide gene copy number 
and expression analysis of primary gastric tumors and 
gastric cancer cell lines. BMC Cancer. 2010; 10:73.

30.	 Yoshida Y, Tsunoda T, Doi K, Fujimoto T, Tanaka Y, Ota T, 
Ogawa M, Matsuzaki H, Kuroki M, Iwasaki A, Shirasawa S. 

ALPK2 is crucial for luminal apoptosis and DNA repair-
related gene expression in a three-dimensional colonic-crypt 
model. Anticancer Res. 2012; 32:2301–2308.

31.	 Salim H, Arvanitis A, de Petris L, Kanter L, Hååg P,  
Zovko A, Özata DM, Lui WO, Lundholm L, Zhivotovsky B, 
Lewensohn R, Viktorsson K. miRNA-214 is related to 
invasiveness of human non-small cell lung cancer and 
directly regulates alpha protein kinase 2 expression. Genes 
Chromosomes Cancer. 2013; 52:895–911.

32.	 Suzuki A, Kusakai G, Kishimoto A, Lu J, Ogura T, 
Esumi  H. ARK5 suppresses the cell death induced by 
nutrient starvation and death receptors via inhibition of 
caspase 8 activation, but not by chemotherapeutic agents or 
UV irradiation. Oncogene. 2003; 22:6177–6182.

33.	 Lu S, Niu N, Guo H, Tang J, Guo W, Liu Z, Shi L, Sun T, 
Zhou F, Li H, Zhang J, Zhang B. ARK5 promotes glioma 
cell invasion, and its elevated expression is correlated with 
poor clinical outcome. Eur J Cancer. 2013; 49:752–763.

34.	 Chang XZ, Yu J, Liu HY, Dong RH, Cao XC. ARK5 is 
associated with the invasive and metastatic potential of 
human breast cancer cells. J Cancer Res Clin Oncol. 2012; 
138:247–254.

35.	 Ploenes T, Scholtes B, Krohn A, Burger M, Passlick B, 
Müller-Quernheim J, Zissel G. CC-Chemokine Ligand 
18 Induces Epithelial to Mesenchymal Transition in Lung 
Cancer A549 Cells and Elevates the Invasive Potential. 
PLoS One. 2013; 8:e53068.

36.	 Zhang B, Yin C, Li H, Shi L, Liu N, Sun Y, Lu S, Liu Y, 
Sun L, Li X, Chen W, Qi Y. Nir1 promotes invasion of 
breast cancer cells by binding to chemokine (C–C motif) 
ligand 18 through the PI3K/Akt/GSK3β/Snail signalling 
pathway. Eur J Cancer. 2013; 49:3900–3913.

37.	 Lin X, Chen L, Yao Y, Zhao R, Cui X, Chen J, Hou K, 
Zhang M, Su F, Chen J, Song E. CCL18-mediated down-
regulation of miR98 and miR27b promotes breast cancer 
metastasis. Oncotarget. 2015; 6:20485–99. https://doi.
org/10.18632/oncotarget.4107.

38.	 Arndt CA, Koshkina NV, Inwards CY, Hawkins DS, 
Krailo  MD, Villaluna D, Anderson PM, Goorin AM, 
Blakely ML, Bernstein M, Bell SA, Ray K, Grendahl DC, 
et al. Inhaled GM-CSF for first pulmonary recurrence 
of osteosarcoma: effects on disease-free survival and 
immunomodulation. Clin Cancer Res. 2010; 16:4024–4030.

39.	 Gordon N, Koshkina NV, Jia SF, Khanna C, Mendoza A, 
Worth LL, Kleinerman ES. Corruption of the Fas Pathway 
Delays the Pulmonary Clearance of Murine Osteosarcoma 
Cells, Enhances Their Metastatic Potential, and Reduces 
the Effect of Aerosol Gemcitabine. Clin Cancer Res. 2007; 
13:4503–4510.

40.	 van Vugt MA, Brás A, Medema RH. Polo-like Kinase-1 
Controls Recovery from a G2 DNA Damage-Induced Arrest 
in Mammalian Cells. Mol Cell. 2004; 15:799–811.

41.	 Rodda SJ, McMahon AP. Distinct roles for Hedgehog and 
canonical Wnt signaling in specification, differentiation and 
maintenance of osteoblast progenitors. Development. 2006; 
133:3231–3244.



Oncotarget76256www.impactjournals.com/oncotarget

42.	 Marino S, Vooijs M, van Der Gulden H, Jonkers J, Berns A. 
Induction of medulloblastomas in p53-null mutant mice by 
somatic inactivation of Rb in the external granular layer 
cells of the cerebellum. Genes Dev. 2000; 14:994–1004.

43.	 Jonkers J, Meuwissen R, van der Gulden H, Peterse H, van 
der Valk M, Berns A. Synergistic tumor suppressor activity 
of BRCA2 and p53 in a conditional mouse model for breast 
cancer. Nat Genet. 2001; 29:418–425.

44.	 Davis LE, Hofmann NE, Li G, Huang ET, Loriaux MM, 
Bracha S, Helfand SC, Mata JE, Marley K, Mansoor A, 
Tyner JW, Abraham J, Seguin B, et al. A case study of 
personalized therapy for osteosarcoma. Pediatr Blood 
Cancer. 2013; 60:1313–1319.

45.	 Knapp S, Arruda P, Blagg J, Burley S, Drewry DH, 
Edwards A, Fabbro D, Gillespie P, Gray NS, Kuster B, 
Lackey KE, Mazzafera P, Tomkinson NC, et al. A public-
private partnership to unlock the untargeted kinome. Nat 
Chem Biol. 2013; 9:3–6.

46.	 Edwards AM, Bountra C, Kerr DJ, Willson TM. Open 
access chemical and clinical probes to support drug 
discovery. Nat Chem Biol. 2009; 5:436–440.

47.	 Fedorov O, Muller S, Knapp S. The (un)targeted cancer 
kinome. Nat Chem Biol. 2010; 6:166–169.

48.	 Banerjee S, Buhrlage SJ, Huang HT, Deng X, Zhou W, 
Wang J, Traynor R, Prescott AR, Alessi DR, Gray NS. 

Characterization of WZ4003 and HTH-01-015 as selective 
inhibitors of the LKB1-tumour-suppressor-activated NUAK 
kinases. Biochem J. 2014; 457:215–225.

49.	 Liao Y, Smyth GK, Shi W. The Subread aligner: fast, 
accurate and scalable read mapping by seed-and-vote. 
Nucleic Acids Res. 2013; 41:e108.

50.	 Robinson MD, McCarthy DJ, Smyth GK. edgeR: a 
Bioconductor package for differential expression analysis 
of digital gene expression data. Bioinformatics. 2010; 
26:139–140.

51.	 McCarthy DJ, Chen Y, Smyth GK. Differential expression 
analysis of multifactor RNA-Seq experiments with 
respect to biological variation. Nucleic Acids Res. 2012; 
40:4288–4297.

52.	 Cibulskis K, Lawrence MS, Carter SL, Sivachenko A, 
Jaffe D, Sougnez C, Gabriel S, Meyerson M, Lander ES, 
Getz G. Sensitive detection of somatic point mutations in 
impure and heterogeneous cancer samples. Nat Biotech. 
2013; 31:213–219.

53.	 Cingolani P, Platts A, Wang LL, Coon M, Nguyen T, 
Wang  L, Land SJ, Lu X, Ruden DM. A program for 
annotating and predicting the effects of single nucleotide 
polymorphisms, SnpEff. Fly. 2012; 6:80–92.


