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ATPase family AAA domain-containing protein 2 (ATAD2), a chromatin regulator and an oncogenic transcription cofactor, is
frequently overexpressed in many cancers, particularly in hepatocellular carcinoma (HCC). By integrating open-access online
mRNA datasets and our institutional tissue data on HCC, the clinical role and functions of ATAD2 were analyzed by
bioinformatic algorithms. We systematically examined ATAD2 expression in HCC based on a large sample population,
integrating data from our institution and the GEO, Oncomine, and TCGA datasets. Aberrant ATAD2 expression related to
pathways was identified by bioinformatic algorithms. The effects of ATAD2 downregulation on the cycle cell were also
determined. A pooled analysis from 28 datasets indicated that ATAD2 overexpression was found in HCC (SMD = 8:88,
95% CI: 5.96–11.81, P < 0:001) and was correlated with poor survival. Subgroup analysis of Asian patients with a serum
alpha-fetoprotein (AFP) concentration < 200 ng/ml in stage I + II showed that the ATAD2-high group had a more unfavorable
overall survival (OS) rate than the ATAD2-low group. The receiver operating characteristic curve indicated that the efficiency of
ATAD2 for HCC diagnosis was considerable (area under the curve = 0:89, 95% CI: 0.86–0.91). Functional analysis based on
bioinformatic algorithms demonstrated that ATAD2 participates in cell division, mitotic nuclear division, DNA replication,
repair, and cell cycle processes. ATAD2 knockout in HCC cells downregulated cyclin C and cyclin D1 protein levels and
resulted in G1/S phase arrest in vitro. The kinesin family member C1 (KIFC1), shugoshin 1 (SGO1), GINS complex subunit 1
(GINS1), and TPX2 microtubule nucleation factor (TPX2) genes were closely related to ATAD2 upregulation. ATAD2 may
interact with TTK protein kinase (TTK) to accelerate HCC carcinogenesis. ATAD2 plays a vital role in HCC carcinogenesis by
disturbing the interaction between chromatin proteins and DNA. Targeting ATAD2 represents a promising method for the
development of therapeutic treatments for cancer.

1. Introduction

Hepatocellular carcinoma (HCC), constituting 90% of all pri-
mary liver tumors, is the fifth most malignant tumor world-
wide. A total of 841,000 newly diagnosed cases and over

782,000 related deaths have been reported [1]. Due to its
epidemiological features, HCC has received a lot of research
attention. Although the surgical techniques, diagnostic
methods, and combined treatments have greatly improved,
patients diagnosed with HCC have a poor long-term
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prognosis, largely due to the high rates of intrahepatic metas-
tasis (44.0–62.2%) and a 5-year survival rate of just 3% after
surgical removal [2–4]. HCC is often diagnosed at advanced
stages after the appearance of symptoms. A better under-
standing of the molecular mechanisms of hepatocarcinogen-
esis will therefore contribute to the development of a
molecular target therapy for this type of cancer. Novel molec-
ular biomarkers that can precisely evaluate disease progres-
sion and clinical results in the early stages of disease are
urgently needed to facilitate an early diagnosis and for the
development of personalized treatment.

ATAD2, an evolutionarily conserved AAA protein
mapped to chromosome 8q24, possesses two AAA+ domains
and a bromodomain (BRD) [5]. The unique structure of
ATAD2 suggests that it plays an important role in regulating
ATPase activity, protein multimerization, and binding to
acetylated histones or nonhistones [6]. ATAD2 is often over-
expressed in many human tumors, and its aberrant expres-
sion has been correlated with high histologic grades, poor
overall survival (OS), tumor metastasis, and recurrence [7–
10]. ATAD2 has also been identified as a coactivator of
hormone-induced nuclear receptors (oestrogen receptor
alpha (ERα) and androgen receptor (AR)), E2Fs, and c-myc
for the promotion of tumor progression [5, 11, 12]. Previous
studies have suggested that silencing ATAD2 may inhibit
malignant tumor biological phenotypes, such as invasion,
metastasis, and proliferation, consistent with our previous
results regarding HCC [13]. These findings clearly indicate
that the status of ATAD2 expression plays a vital role in the
occurrence and prognosis of tumors, particularly HCC.
Nonetheless, a comprehensive bioinformatics analysis of
the functions of ATAD2 has not yet been performed. Thus,
in the present study, we performed an integrated analysis of
our institutional data and datasets from The Cancer Genome
Atlas (TCGA), Gene Expression Omnibus (GEO), and
Oncomine to determine the diagnostic value and functions
of ATAD2 in HCC.

2. Materials and Methods

2.1. Patients Tissue Specimens. Tumor specimens (n = 80)
and adjacent noncancerous tissues (n = 20) were obtained
from patients with HCC who had only undergone surgical
resection with curative intent at the First Affiliated Hospital
of China Medical University from July 2012 to December
2014 (China Medical University date, CMUD). The patho-
logical diagnoses and differentiations were confirmed by
three independent pathologists according to the current clas-
sification system for HCC (World Health Organization). The
clinicopathological features of all patients are provided in
Table 1. Fresh specimens were snap-frozen in liquid nitrogen
or stored at −80°C immediately after resection. This study
was approved by the Institutional Ethics Committee of China
Medical University. Written informed consent was obtained
from all patients.

2.2. Immunohistochemistry andAssessment of Immunostaining.
Immunohistochemistry was conducted as previously described
[13]. ATAD2 expression in protein levels was scored semi-

quantitatively also according to the previous contents
described [13, 14]. Briefly, samples were considered positive
if the nucleus or cytoplasm of the sample cells presented a
positive staining. The percent positivity and staining inten-
sity were, respectively, defined as different scores. The scores
of the percent positivity and the staining intensity were
combined and assessed. Finally, the immunohistochemical
ATAD2 staining was grouped into two categories: low
expression and high expression.

2.3. TCGA Dataset. The mRNA expression datasets of the
genes from the Cancer Genome Atlas datasets liver HCC
(TCGA LIHC), containing 374 HCC samples and 50 normal
samples, were downloaded for further analysis (http://
cancergenome.nih.gov/). The clinical datasets from 374
patients with HCC, including age, gender, race, cirrhosis, his-
tological type, family cancer history, grade, vascular tumor
cell type, TNM stage, and pathological T/N/M stage, were
also estimated. The data were used to assess the correlation
between the ATAD2 mRNA expression levels and prognosis.

2.4. Oncomine and GEO Datasets. Other open online data-
sets, such as Oncomine (http://www.oncomine.org) and the
Gene Expression Omnibus (GEO) (https://www.ncbi.nlm
.nih.gov/geo/), were also checked for any HCC-relevant
RNA-seq levels to analyze by combining the search terms
“HCC”, “hepatocellular”, “liver”, “cancer”, “tumor”, and
“malignant” using “or” or “and”. Further details on the
microarray data and platforms are provided in Table 1.

2.5. Bioinformatics Analysis. The RNA-seq data downloaded
from TCGA and GEO were analyzed using the edgeR pack-
age of R language (version 3.5.1) to identify the differentially
expressed genes (DEGs) between HCC tissues and nontumor
tissues. We defined P − adj < 0:05 and ð∣log 2FC ∣ Þ> 1 as the
thresholds for screening the DEGs. The R package of
“WGCNA” (Langfelder & Horvath, 2008) was used to con-
struct a coexpression network for these DEGs in 374 HCC
samples using the corresponding clinical information. We
identified biologically significant modules using Pearson’s
correlation test to evaluate the association between modules
and clinical features, including ATAD2 expression status.
The module that showed the highest correlation with
aberrant ATAD2 expression was selected. The Database for
Annotation, Visualization and Integrated Discovery (DAVID)
version 6.8 (https://david.ncifcrf.gov/) was used to categorize
the gene data for the ATAD2-related target modules,
namely, biological process, cellular component, and molecu-
lar function, using the FAT datasets of the Gene Ontology
(GO) functional and pathway enrichment analysis using
Kyoto Encyclopedia of Genes and Genomes (KEGG) and
visualized using GraphPad Prism 7 (San Diego, CA, USA).
Then, the gene significance (GS), high module membership
(MM), and MCODE score for different genes in the gene
modules of interest were calculated using the GS value, the
R value from the MM correlation analysis, and the degree
numbers from MCODE score analysis by ranking the top
30 genes. Based on the overlapping genes between the GS,
MM, and MCODE scores, the hub genes were identified.
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2.6. Liver Cancer Cell Line Cell Cultures and Construction of
RNAi Lentivirus Vector. The liver cancer cell lines HepG2
and Bel-7402 were obtained from the Shanghai Cell Bank
(Shanghai, China). HepG2 and Bel-7402 were grown in
DMEM (Gibco, USA). All media were supplemented with
10% fetal bovine serum (FBS= (Invitrogen) and 100U/ml
penicillin (Sigma, St. Louis, MO). The RNAi lentivirus vector
for the downregulation of ATAD2 expression was con-
structed and transfected into the HepG2 and Bel-7402 cells,
as previously reported [14].

2.7. Cell Cycle Analysis. The HepG2 and Bel-7402 cells were
placed in 6-well plates and transfected with ATAD2-RNAi-
lentivirus or control. The cells were seeded at a density of
5 × 105 per well and trypsinized. Cell cycle analysis was per-
formed after staining with propidium iodide (Keygene,
China). The cell cycle distribution was quantified using a
flow cytometer.

2.8. Western Blotting. The cells were lysed with RIPA buffer
(Beyotime, China) and centrifuged at 12,000 g for 30min at
4°C. The protein concentration was determined using the
Bradford method in a SpectraMax M5 multidetection reader
(MDS, USA) at 562 nm. Equal amounts of protein (10μg)
were run on 10% to 12% SDS-PAGE acrylamide gels and
transferred to PVDF membranes (Millipore, Billerica, MA,
USA). After the blocking of nonspecific binding sites for 2 h
with 5% nonfat milk in TBST, the membrane was incubated
overnight at 4°C with primary antibodies, including anti-
ATAD2 (Abcam, UK), anticyclin D1, anticyclin C (Protein-
tech, USA) (both diluted at 1 : 1,000). The membranes were
then incubated with secondary antibodies for 1 h at room
temperature. GAPDH was used as the loading control for
the human samples. The immunoblots were visualized using
an ECL system (Millipore, Bedford, MA, USA).

2.9. Statistical Analysis. SPSS 23.0 (SPSS Inc., Chicago, IL,
USA) software for Windows was used for the statistical anal-
ysis. The association between ATAD2 expression and the
clinicopathological features of the HCC patients were evalu-
ated using the Chi-squared (χ2) test. The data for ATAD2
expression were presented as the mean ± standard deviation
(SD) in our Center for each of the datasets. The
independent-samples T test was used to compare the differ-
ential ATAD2 expression levels in the different patients
(HCC vs. normal) and the clinicopathological features. In
order to assess the overall diagnostic value of ATAD2 from
28 databases to distinguish the HCC patients from the
controls, the pooled sensitivity, specificity, diagnostic odds
ratio (DOR), the summary receiver operator characteristic
(SROC) curve, and the area under the curve (AUC) were cal-
culated using STATA 12.0. The sensitivity and specificity of
each biomarker (ATAD2, GPC3, and AFP) for the diagnosis
of HCC and the AUC value with 95% CI were calculated
using GraphPad Prism 5 (San Diego, CA, USA). The coinci-
dence rate was determined as follows: (true positive + true
negative)/(true positive + true negative + false positive + false
negative). The differential expression levels of ATAD2, the
ROC curves, and the cell cycle results were also visualized

using GraphPad Prism 5. The Kaplan-Meier method was
used to calculate the patients’ survival using the log-rank test.
A Cox repression model was performed for the univariate
and multivariate analysis of the prognostic variables. All P
values were two-sided, and P < 0:05 was considered statisti-
cally significant. A comprehensive perspective on ATAD2
expression was analyzed by integrating open online data in
the form of meta-analysis using STATA 12.0 (StataCorp,
College Station, TX, USA). The total SMD (Standard Mean
Difference) was computed. When SMD > 0 and its 95% CI
did not cross, an integer of 0 indicated that ATAD2 was sig-
nificantly overexpressed in tumors compared to nontumor
tissues. The comprehensive efficiency of ATAD2 in distin-
guishing tumor from nontumor tissues was determined using
SROC curves. The overall design of the present study is
shown in Figure S1 in the form of a flow chart.

3. Results

3.1. ATAD2 Expression and Its Relationships with
Clinicopathological Features in HCC Based on the CMUD
and TCGA LIHC Datasets. We first explored the expression
of ATAD2 mRNA in 33 types of tumors based on gene
expression profiling interactive analysis (GEPIA). As shown
in Figure S2A, ATAD2 expression was increased in 17
HCC tumors. To further detect the expression of ATAD2
in HCC, the CMUD and TCGA LIHC datasets were
analyzed. The CMUD results suggested that ATAD2 was
overexpressed in a larger percentage (65%, 52/80) of HCC
samples compared to nontumor liver specimens by in situ
hybridization (ISH) (30%, 6/20, Figure S3). The high levels
of ATAD2 protein were correlated with tumor size
(P = 0:018), metastasis (P = 0:009), serum alpha-fetoprotein
(AFP) (P = 0:010), and TNM stage (P = 0:033, Table 2). We
also found that the specimens with metastasis and a high
TNM stage accumulated ATAD2 protein in the cytoplasm
and/or nucleus (Figures 1(a)–1(d)) by immunohistochemistry
(IHC). In the TCGA data, which contained RNA-seq and
clinical datasets from 374 HCC patients and 50 nontumor
patients, ATAD2 mRNA expression was upregulated in
the HCC samples compared to the nontumor samples
(10:75 ± 0:05668 vs. 9:338 ± 0:06266; P < 0:0001, Figure 2).
The overexpression of ATAD2 was correlated with race
(P = 0:008), a family history of cancer (P = 0:018), and
tumor grade (P < 0:001) (Table 3). Patients with G3-G4
had higher levels of ATAD2 expression than patients with
G1-G2 (11:88 ± 0:07667 vs. 11:67 ± 0:06207; P = 0:033,
Figure 1(g)). However, we did not observed any
differential expression of ATAD2 mRNA among different
races or family cancer histories (Figures 1(e) and 1(f)). In
addition, no associations between sex, age, cirrhosis,
histological type, tumor status, vascular tumor cell type,
TNM stage, or T/N/M stage were observed (P > 0:05,
Tables 2 and 3).

3.2. ATAD2 Expression Is Associated with the Prognosis of
HCC. Furthermore, the prognostic value of aberrant ATAD2
expression was examined in the CMUD and TCGA datasets.
Univariate analysis indicated that ATAD2 expression status,
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tumor size, metastasis, serum AFP, and TNM stage unfavor-
ably influenced OS (Table S1). OS and disease-free survival
(DFS) were significantly lower in patients with ATAD2
overexpression than in those with low ATAD2 expression
(P < 0:001, Figures 1(h) and 1(i)). In the tumor size and
metastasis subgroup, patients with high ATAD2 levels had
a poorer prognosis than those with low ATAD2 levels,
regardless of tumor size or metastasis status (Figures S4A–
S4D). Other subgroup analyses among patients with a
serum AFP concentration < 200 ng/ml or stage I + II

revealed that the ATAD2-high group had a more
unfavorable OS than the ATAD2-low group (both P <
0:0001) (Figure S4). The multivariate analysis showed that
the ATAD2 expression status, serum AFP concentration,
and metastasis were significant prognostic factors for HCC
patients (Table S1). Unfortunately, the OS curve from the
ATAD2 mRNA high expression group was not different
from that of the low expression group in the TCGA dataset
(HR = 0:774, 95% CI: 0.531–1.127; P = 0:168, Figure 1(j)).
However, the subgroup analysis among patients of the
Asian race revealed that the ATAD2-high group was
associated with an unfavorable OS (P = 0:020) (Figure S4).

3.3. ATAD2 mRNA Expression in the GEO and Oncomine
Databases. To detect ATAD2 mRNA expression in other
HCC-related databases, 27 databases, including GEO and
Oncomine, were searched, yielding a total of 1,569 HCC
samples and 1,356 nontumor samples. All the ATAD2
mRNA expression values are provided in Table 3. The results
suggested that ATAD2 mRNA expression was significantly
increased in 1,417 HCC samples compared to that in 1,244
nontumor samples, except in the GSE14811, GSE46444,
and GSE59259 datasets. No differences in ATAD2 expression
between the HCC and nontumor groups in the GSE59259
dataset were observed (P = 0:593). Notably, the nontumor
samples had higher levels of ATAD2 expression than the
HCC samples in the GSE14811 and GSE46444 datasets
(P = 0:002, P = 0:007). Scatter plots were drawn to visually
represent the results (Figure 2). To explain the pooled analy-
sis based on all data referring to ATAD2 expression in this
article, a meta-analysis was conducted to comprehensively
integrate the ATAD2 expression results from different data-
bases. The pooled SMD reached 8.88 (95% CI: 5.96–11.81;
P < 0:001) using the random effects model (Figure 3(a)),
indicating that ATAD2 is significantly overexpressed in
HCC, which was based on its high percentage of amplifica-
tion (68/110, 61.8%) and mRNA upregulation (31/110,
28.2%) in genetic alterations from cBioPortal (Figure S2B).

3.4. Analysis of the Diagnostic Value of High ATAD2
Expression Based on TCGA, GEO, and Oncomine
Databases. The diagnostic value of ATAD2 expression in
HCC was assessed based on the AUC of the ROC curve. In
the TCGA dataset, the AUC of the ROC was 0.8839, with a
cut-off value of 10.15 and a sensitivity and specificity of
ATAD2 in diagnosing HCC of 70.32% and 98%, respectively
(Figure 3). Glypican-3 (GPC3) is an important member of
the glypican family and has been previously used as a marker
for the early diagnosis of HCC [15]. As such, we compared its
diagnostic performance among ATAD2, GPC3, and AFP (a
traditional biomarker for HCC diagnosis) in 165 Asian cases
(159 tumors and 6 nontumors) on the TCGA database. The
results suggested that the specificity of ATAD2, GPC3, and
AFP was 100%. The sensitivity of ATAD2 and GPC3 was
83.02% and 84.91%, respectively, which were both higher
than that of AFP. The difference was statistically significant.
Similar results were also observed when comparing the coin-
cidence rate and area under the ROC curve. However, there
was no significant difference between ATAD2 and GPC3 in

Table 2: Distribution of ATAD2 and clinicopathological
characteristics from institutional HCC patients.

Characteristics
No. of
patients

ATAD2
χ2 PLow

expression
High

expression

Tissue

Tumor 80 28 52 8.046 0.006

Normal
tumor

20 14 6

Gender

Male 66 25 41 1.374 0.357

Female 14 3 11

Age (year)

<50 25 7 18 0.783 0.454

≥50 55 21 34

Tumor size

≥5 cm 35 7 28 6.154 0.018

<5 cm 45 21 24

Metastasis

Yes 30 5 25 7.092 0.009

No 50 23 27

Invasion

Yes 27 6 21 2.925 0.136

No 53 22 31

Cirrhosis

Yes 76 27 49 0.185 1.000

No 4 1 3

HBsAg

Positive 64 22 42 0.055 1.000

Negative 16 6 10

AFP

<200 ng/dl 57 25 32 6.841 0.010

≥200 ng/dl 23 3 20

TNM stage

I + II 50 22 28 4.747 0.033

III + IV 30 6 24

Differentiation

WD 35 16 19 3.391 0.184

MD 35 10 25

PD 10 2 8

Abbreviations: WD: well differentiated; MD: moderately differentiated; PD:
poorly differentiated.
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terms of sensitivity, coincidence rate, and area under the
ROC curve (Table S2). In addition, the ROC curve plots of
the GEO and Oncomine datasets were also drawn to
visually represent the results (Figure 4). These results
showed that ATAD2 overexpression had significant
diagnostic value in HCC. Furthermore, the diagnostic
accuracy was further evaluated by plotting the SROC and
calculating the AUC, which was 0.89 (95% CI: 0.86–0.91).
The pooled sensitivity, specificity, and DOR were 0.73 (95%
CI: 0.68–0.77), 0.90 (95% CI: 0.87–0.93), and 8.88 (95% CI:
5.96–11.81), respectively. These results indicated that
ATAD2 had a better discriminatory test performance and
high diagnostic accuracy in distinguishing patients with
HCC from healthy controls, similar to GPC3 (Figures 3(a)
and 3(b)).

3.5. Identification of Aberrant ATAD2 Expression Related to
Pathways by Bioinformatic Algorithms. To gain further
insights into the biological functions associated with ATAD2
upregulation, WGCNA algorithms were used. As a gene

screening method, WGCNA analysis can be used to simplify
complex microarray data into several functional modules
correlated with clinical traits, which are composed of coex-
pressed genes. Subsequently, hub genes in the most promi-
nent modules related to clinical traits were filtered and
analyzed. Firstly, the DEGs were screened by defining P <
0:05 and ∣logFC∣ ≥ 1 as the thresholds for 374 HCC samples
in the TCGA database. In total, 9,219 DEGs were used to
construct a coexpression network with the WGCNA package
to identify a module of genes related to aberrant ATAD2
expression, which was calculated as a clinicopathological fea-
ture to be analyzed (Figure 5(a)). The module of genes shown
in yellow, which includes 438 genes, was significantly related
to ATAD2 expression (Figure 5(d)). To further investigate
the functional associations of ATAD2-related genes, all 438
DEGs in the yellow module were submitted to the online
database DAVID to identify representative GO terms and
KEGG pathways [16] to elucidate the functional properties
of the ATAD2-related DEGs. The top 10 GO and KEGG
pathways sorted by the false discovery rate (FDR) are shown
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Figure 1: IHC staining of ATAD2 in HCC tissues and expression and prognosis of ATAD2 in HCC based on TCGA and our institutional
data. Positive immunohistochemical reaction was showed as brown staining. Representative tissue sections with different
immunochemical staining status (from nucleus to negative) of ATAD2: (a) nucleus: poorly differentiated; (b) cytoplasm: moderately
poorly differentiated; (c) less cytoplasm: moderately differentiated; (d) negative: well differentiated. For each intensity group, the
specimens were obtained (×200 and ×400 magnification). (e) Scatter plot of ATAD2 expression at different races. (f) Scatter plot of
ATAD2 expression based on family cancer history. (g) Scatter plot of ATAD2 expression at different histological grades. (h) Overall
survival of HCC patients related to ATAD2 status (protein level) in institutional data. (i) Disease-free survival of HCC patients related to
ATAD2 status (protein level) in institutional data. (j) Overall survival of HCC patients related to ATAD2 status (mRNA level) based on
TCGA data.
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in Figures 5(b) and 5(c). The results showed that the yellow
module of genes contained biological processes mainly
enriched in cell division, mitotic nuclear division, DNA rep-
lication, and DNA repair. The cellular components were
enriched mainly in the nucleus, nucleoplasm, and centro-
some. The molecular functions were enriched mainly in pro-
tein binding, ATP binding, DNA binding, and chromatin

binding (Figure 5(b)). These results suggest that ATAD2 acts
as a “nuclear factor” to maintain the physiological function of
chromatin and DNA. Likewise, KEGG pathway analysis also
showed that ATAD2-related DEGs were enriched in the cell
cycle, DNA replication, oocyte meiosis, Fanconi anemia
pathway, homologous recombination, mismatch repair,
pyrimidine metabolism, the p53 signalling pathway, and base
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Figure 2: Levels of ATAD2 expression in HCC vs. nontumor tissues based on 28 datasets.
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excision repair, which are significantly related to the synthe-
sis, assembly, and repair of genetic material (Figure 5(c)).
Remarkably, the KIFC1, SGO1, GINS1, and TPX2 genes
were mostly related to aberrant ATAD2 expression in the
yellow module of genes, whose correlation analysis R values
were all greater than 0.9 (Figure 5(e)). Furthermore, accord-
ing to the GS, MM, and MCODE results, we sorted the
ATAD2-related DEGs (yellow module) and selected 30
members of each group to derive the intersection
(Figure 5(f)). Finally, TTK was identified as the hub gene.
Notably, the protein-protein interaction (PPI) network indi-
cated that ATAD2 may interact with TTK (Figure 5(g)).

3.6. Downregulation of ATAD2 Resulted in G1 Phase Arrest in
HCC Cell Lines. Based on the KEGG pathway analysis results,
cell cycle tests were performed to further evaluate the effect of
ATAD2 expression on cell cycle distribution. As shown in
Figures 6(a) and 6(b), the percentage of cells in G1 phase
increased, while the percentage of cells in S phase decreased
in HepG2 and Bel-7402 cells when ATAD2 expression was
downregulated. We also examined cyclin C and cyclin D1;
both of which are required for the G1/S transition of the cell
cycle at the protein level. Western blotting indicated that the
expression of cyclin C and cyclin D1 was decreased after the
knockdown of the ATAD2 gene in HepG2 and Bel-7402 cells
(Figures 6(c) and 6(d)). These findings indicated that aber-
rant ATAD2 expression was correlated with the cell cycle
process from the KEGG analysis, which was also consistent
with the results from our previous study.

4. Discussion

HCC is the second leading cause of cancer-related death in
East Asia, with over 50% of new cases being diagnosed in
China. Chronic viral hepatitis and alcohol consumption are
recognized as the two most important risk factors for the
development of liver cirrhosis and, subsequently, HCC on a
global scale. The development of HCC is complex and
involves sustained inflammatory damage leading to hepato-
cyte necrosis, regeneration, and fibrotic deposition [17]. A
failure to distinguish between groups at risk and the healthy
population has been a leading factor in the delay of HCC
diagnosis. Once diagnosed in the advanced stages, there are
fewer curative treatment options available for patients. In
addition to identifying HCC-related risk factors, the screen-
ing of potential candidates for clinical diagnosis and targeted
therapy is necessary. As a conserved AAA ATPase and BRD
factor, ATAD2 has received attention because of its vital

Table 3: Distribution of ATAD2 and clinicopathological
characteristics from TCGA LIHC patients.

Characteristics
No. of
patients

ATAD2
χ2 PLow

expression
High

expression

Tissue

Tumor 374 216 158 33.670 <0.001
Nontumor 50 50 0

Gender

Male 234 129 105 0.478 0.560

Female 110 65 45

Age

<50 70 32 38 4.077 0.058

≥50 274 162 112

Race

Asian 155 72 83 11.843 0.008

American
Indian

2 1 1

White 164 107 57

Black 14 9 5

Cirrhosis

Negative 179 105 74 0.896 0.370

Positive 146 78 68

Histological
type

HCC 334 185 149 4.904 0.086

ICC 7 6 1

FL-HCC 3 3 0

Family cancer
history

No 199 105 94 6.025 0.018

Yes 99 67 32

Grade

G1-G2 214 144 70 27.331 <0.001
G3-G4 130 50 80

Tumor status

Tumor free 222 124 98 0.004 1.000

With tumor 96 54 42

Vascular
tumor cell type

None 194 118 76 2.650 0.109

Micro/macro 102 52 50

Stage

I-II 254 144 110 0.035 0.902

III-IV 90 50 40

T stage

T1-T2 258 147 111 0.142 0.709

T3-T4 86 47 39

N stage

N0 340 191 149 0.570 0.635

N1-N3 4 3 1

Table 3: Continued.

Characteristics
No. of
patients

ATAD2
χ2 PLow

expression
High

expression

M stage

M0 339 190 149 1.150 0.392

M1 5 4 1

Abbreviations: HCC: hepatocellular carcinoma; ICC:
hepatocholangiocarcinoma; FL-HCC: fibrolamellar carcinoma.
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Figure 3: A meta-analysis of ATAD2 differential expression in HCC vs. nontumor tissues based on 28 datasets. (a) Forest plot on ATAD2
expression between HCC and nontumor tissues. (b) SROC curves for ATAD2 differential expression in HCC patients from nontumor tissues.
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functions in chromatin modification, protein complex
assembly, and the promotion of gene transcription activation
[5, 11, 18–21]. Despite these vital functions, ATAD2 has not
been identified as a critical component in many molecular
mechanism studies undertaken in recent years. Moreover,
low levels of ATAD2 expression were reported after a com-

parison of metastatic and nonmetastatic breast cancer
patients and controls, which differed from plausibly consis-
tent viewpoints that ATAD2 was highly expressed in many
cancers [22]. We also found that ATAD2 expression in dif-
ferent HCC datasets from the GEO did not remain stable.
Hence, based on a large-scale sample size, which included
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Figure 4: ROC curves of ATAD2 expression in HCC vs. nontumor tissues based on 28 datasets.
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data from our institution and from open-access online data-
sets, the expression of ATAD2 may be a reliable and valuable
indicator. In addition, the positive research progress on small
molecule inhibitors acting on BRDs has made it possible to
target these BRD-containing proteins, such as ATAD2, for
the diagnosis and treatment of HCC [23, 24].

In this study, we first systematically examined the expres-
sion of ATAD2 in HCC based on a large sample population,
integrating data from our institution and from the GEO,
Oncomine, and TCGA datasets. A pooled analysis showed
that ATAD2 was significantly overexpressed in almost all
HCC-related datasets. High ATAD2 expression was posi-
tively related to tumor size, metastasis, serum AFP concen-
tration, and TNM stage in our study. The TCGA dataset
results indicated that a high level of ATAD2 expression was
closely correlated with race, a family cancer history, tumor
grade, and disease stage. Both datasets highlighted the associ-
ations between aberrant ATAD2 expression and poor clini-
copathological characteristics. Similar results have also been
found in other ATAD2-related studies, such as those on colo-
rectal cancer [25], gastric cancer [9], and cervical cancer [26],
in which overexpressed ATAD2 levels often existed in more
aggressive tumor subgroups. Likewise, the analysis of the
TCGA dataset indicated that patients with G3-G4 had higher
ATAD2 levels than those with G1-G2, supporting these find-
ings. Furthermore, high levels of ATAD2 expression in HCC
are a strong and independent predictor of shortened OS and
DFS, although this result was not achieved when analyzing
the TCGA dataset. These contradictory results could be
explained by the subgroup analysis of ATAD2 expression
on race from the TCGA dataset. However, we found that

aberrant ATAD2 expression was closely related to different
populations in the TCGA dataset, and a high level of ATAD2
expression among patients of the Asian race unfavorably
influenced OS compared to a low level of ATAD2 expression.
The results above were similar to those obtained from our
institutional ISH sample, which consisted of Asian individ-
uals. Subgroup analyses were also conducted. Tumor size
and metastatic status seemed to have little effect on the prog-
nostic value of ATAD2 expression status on OS. However,
among patients with a serum AFP concentration <200ng/ml
or stage I + II, the ATAD2-high group had a worse prognosis
than the ATAD2-low group (both P < 0:0001). These results
correlate with those previously reported by Hwang [27].

In view of the aggressive biological features of ATAD2
emerging in tumors, particularly in HCC, we explored the
possible clinical usage of ATAD2 for the detection and diag-
nosis of HCC. By combining the data on tissue ATAD2 levels
from open datasets, including TCGA, GEO, and Oncomine,
which included 1,569 HCC samples and 1,356 controls, we
found that ATAD2 had a moderate diagnostic accuracy for
HCC. As shown in Figure 5, the AUCs of the ROC curves
in 23 of 28 datasets were greater than 0.75. A significant diag-
nostic value of ATAD2 expression in the tissues of patients
with HCC compared to the healthy controls was observed.
In addition, this diagnostic value of ATAD2 for HCC was
also observed in comparison with GPC3 and AFP. Compared
with AFP, a traditional detection marker, both ATAD2 and
GPC3, has shown advantages over AFP in the diagnosis of
HCC, even though this advantage seems to be more apparent
in GPC3. However, when hepatitis occurs, the expression
level of GPC3 in liver cells also increased [28]. To some
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Figure 6: (a, b) RNAi lentivirus-mediated ATAD2 knockdown reduced HepG2 and Bel-7402 cell proliferation and led to a G1 phase cell cycle
arrest. (c, d) cyclin C and cyclin D1 expressions in protein levels were detected when ATAD2 gene was downregulated by siRNA in HepG2
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extent, this increased the false positive rate of HCC diagnosis,
resulting in a biased diagnosis. As a novel biomarker, the
expression of ATAD2 in HCC was not associated with hep-
atitis cirrhosis in our own data, which indicated the advan-
tages of ATAD2 over GPC3 for the diagnosis of HCC.
More importantly, the SROC results also showed that
ATAD2 yielded an AUC of 0.89, indicating that the effi-
ciency of ATAD2 for HCC diagnosis was considerable, with
upper-moderate sensitivity and specificity. As in AFP and
GPC3 detection, ATAD2 may become a prospective molec-
ular biomarker, allowing for the early diagnosis and treat-
ment of HCC patients, thereby avoiding the adverse effects
of tumor progression.

Normally, ATAD2 gene expression is tightly regulated by
mitogenic signalling in proliferating cells, a process that is
prominently observed in male germ cells and embryonic
stem (ES) cells [12, 29]. Dysregulated control may cause
ATAD2 upregulation, which can ultimately lead to carcino-
genesis [12, 30]. A loss of inhibition upstream or by specific
genetic modifications plays a vital role in aberrant ATAD2
expression. For instance, our previous study demonstrated
that as an antioncogene, miR-372 was an upstream target
of ATAD2, which was bound directly to its 3′ untranslated
region (3′ UTR). In HCC, low miR-372 expression caused
by the methylation of CpG in the promoter region ulti-
mately led to the upregulation of ATAD2 expression [13,
31]. In addition to the posttranscriptional level of regulation,
PPIs also play a part in ATAD2 expression. Both E2F1 and
AR may enhance ATAD2 expression by acting at the
ATAD2 promoter [11, 32]. Moreover, ATAD2 also acts as
a direct target of certain protooncogenes, such as ACTR,
AIB1, and SRC-3, integrating and/or activating multiple
oncogenic programs or pathways to enhance tumorigenesis
[7, 19, 33]. Of course, the amplification of the ATAD2 gene
locus is also essential [34], as our cBioPortal analysis
revealed that ATAD2 had a high percentage of amplification
(68/110, 61.8%) among the genetic alterations. Regardless of
the pathways that cause dysregulation, ATAD2 overexpres-
sion indeed damaged the maintenance of the ATAD2-
related physiological process. Previous studies have suggested
that ATAD2 functions as a transcriptional regulator and par-
ticipates in the management of gene expression. As a coacti-
vator of hormone receptors (ERα and AR) and c-myc,
ATAD2 directly mediates the transcription of hormone
receptor-related and c-myc pathway target genes [1, 3, 12].
The results of the GO analysis of ATAD2 molecular func-
tions indicate the structural basis of the transcriptional func-
tion of ATAD2.

In addition to managing transcription, ATAD2 also
appears to be involved in very specific and unique cellular
processes, such as DNA repair and chromatin remodelling.
By using a bioinformatics-based analysis, we observed that
ATAD2 overexpression was closely related to cell division,
mitotic nuclear division, DNA replication, and DNA repair.
According to the ISH results of the nuclear-expressed pro-
tein, the cellular components identified by the GO analysis
were enriched mainly in the nucleus, nucleoplasm, and cen-
trosome. Cell cycle tests in the HepG2 and Bel-7402 HCC
cells also demonstrated that ATAD2 and its related DEGs

participate in cell cycle processes. These results were also
consistent with Ciro’s andMjelle’s findings, in which ATAD2
was consistently highly expressed in G1/S phase [5, 35].
Importantly, cyclin C and cyclin D1 protein expression was
significantly inhibited when ATAD2 was not expressed. This
evidence indicates that ATAD2 plays a vital role in regulating
the cell cycle. In addition, based on the unique structure of
ATAD2 itself, we also believe that ATAD2 acts as a generalist
facilitator via protein recruitment at acetylated chromatin
regions or via multimerization by its ATPase functions.
Furthermore, the analysis of the KIFC1, SGO1, GINS1, and
TPX2 genes revealed that these genes are mostly related
to aberrant ATAD2 expression, which may explain the
interactions between them, although further experiments
are needed. By integrating multiple datasets, TTK, a
dual-specificity protein kinase, was identified and may
interact with ATAD2 based on the PPI network analysis.
TTK is a component of the spindle assembly checkpoint,
a surveillance mechanism that ensures the fidelity of chro-
mosome segregation [36]. Previous studies have shown
that TTK is often overexpressed in many cancers and that
the upregulation of TTK is correlated with poor survival
[37, 38]. The inhibition of TTK kinase activity has been
previously found to lead to chromosome segregation
errors, resulting in cancer [39, 40]. King et al. [41] found
that high TTK expression levels accelerated the TGF-β sig-
nalling pathways to induce the epithelial-to-mesenchymal
transition (EMT) in triple-negative breast cancer. The rela-
tionships between ATAD2 and TTK should be further
tested. Thus, it was observed that ATAD2 is involved in
controlling the key components of DNA repair, cell prolif-
eration, and metastasis pathways, eventually resulting in
more aggressive tumors. However, with the continuous
progress of drug research, some small molecule inhibitors
of ATAD2’s BRD have been identified as novel drugs.

Although quite dissimilar to other druggable BRDs,
ATAD2 has been considered “difficult to drug” because of
its unique BRD structure [42]. Thus, it appears that more
work is needed before the ATAD2 protein can become a
promising target for the treatment of cancers in the future.

5. Conclusions

In the present study, we used integrated bioinformatics
datasets with data from our institution to find that ATAD2
was overexpressed in HCC. High ATAD2 expression levels
were positively related to aggressive phenotypes and poor
survival in HCC. ATAD2 showed significant diagnostic value
in patients with HCC. Functional GO and KEGG analyses
suggested that ATAD2 overexpression participates in cell
cycle regulation. ATAD2 might interact with TTK to acceler-
ate HCC carcinogenesis.

Data Availability

The data that support the findings of this study are openly
available.

16 BioMed Research International



Conflicts of Interest

The authors declare that there is no conflict of interest
regarding the publication of this paper.

Acknowledgments

This work was supported by the Chinese Society of Clinical
Oncology(CSCO) Clinical Oncology Research Fund Plan
(Y-Q2017-015) and Technological Special Project of Liaoning
Province of China (2019020176-JH1/103).

Supplementary Materials

Table S1: univariate and multivariate analyses of individual
parameters for correlations with overall survival rate: Cox
proportional hazards model. Table S2: comparison of diag-
nostic efficacy among ATAD2, GPC3 and AFP in the diagno-
sis of HCC in Asian race from TCGA data. Figure S1: flow
chart of the researching content in the present study. Figure
S2: ATAD2 expression pattern based on Gene Expression
Profiling Interactive Analysis (GEPIA) and genetic alteration
from cBioPortal. Figure S3: ATAD2 protein in normal liver
and HCC tissues from our institution. Figure S4: Kaplan-
Meier survival curves from subgroup analysis of the rela-
tionships between ATAD2 expression and prognosis
showing overall survival among TCGA (mRNA level) and
CMUD (protein level) cases. A-H, CMUD; I-O, TCGA.
(Supplementary Materials)

References

[1] F. Bray, J. Ferlay, I. Soerjomataram, R. L. Siegel, L. A. Torre,
and A. Jemal, “Global cancer statistics 2018: GLOBOCAN esti-
mates of incidence and mortality worldwide for 36 cancers in
185 countries,” CA: a Cancer Journal for Clinicians, vol. 68,
no. 6, pp. 394–424, 2018.

[2] H. Y. Woo and J. Heo, “New perspectives on the management
of hepatocellular carcinoma with portal vein thrombosis,”
Clinical and Molecular Hepatology, vol. 21, no. 2, pp. 115–
121, 2015.

[3] R. L. Siegel, K. D. Miller, and A. Jemal, “Cancer statistics,
2018,” CA: a Cancer Journal for Clinicians, vol. 68, no. 1,
pp. 7–30, 2018.

[4] Z. M. Zhang, E. C. Lai, C. Zhang et al., “The strategies for treat-
ing primary hepatocellular carcinoma with portal vein tumor
thrombus,” International Journal of Surgery, vol. 20, pp. 8–
16, 2015.

[5] J. X. Zou, A. S. Revenko, L. B. Li, A. T. Gemo, and H. W. Chen,
“ANCCA, an estrogen-regulated AAA+ ATPase coactivator
for ERalpha, is required for coregulator occupancy and chro-
matin modification,” Proceedings of the National Academy of
Sciences of the United States of America, vol. 104, no. 46,
pp. 18067–18072, 2007.

[6] C. Krakstad, I. L. Tangen, E. A. Hoivik et al., “ATAD2
overexpression links to enrichment of B-MYB-translational
signatures and development of aggressive endometrial carci-
noma,” Oncotarget, vol. 6, no. 29, pp. 28440–28452, 2015.

[7] M. Hou, R. Huang, Y. Song, D. Feng, Y. Jiang, and M. Liu,
“ATAD2 overexpression is associated with progression and

prognosis in colorectal cancer,” Japanese Journal of Clinical
Oncology, vol. 46, no. 3, pp. 222–227, 2016.

[8] P. Shang, F. Meng, Y. Liu, and X. Chen, “Overexpression of
ANCCA/ATAD2 in endometrial carcinoma and its correla-
tion with tumor progression and poor prognosis,” Tumour
Biology, vol. 36, no. 6, pp. 4479–4485, 2015.

[9] M. Zhang, C. Zhang, W. Du, X. Yang, and Z. Chen, “ATAD2 is
overexpressed in gastric cancer and serves as an independent
poor prognostic biomarker,” Clinical & Translational Oncol-
ogy, vol. 18, no. 8, pp. 776–781, 2016.

[10] M. B. Raeder, E. Birkeland, J. Trovik et al., “Integrated genomic
analysis of the 8q24 amplification in endometrial cancers iden-
tifies ATAD2 as essential to MYC-dependent cancers,” PLoS
One, vol. 8, no. 2, article e54873, 2013.

[11] J. X. Zou, L. Guo, A. S. Revenko et al., “Androgen-induced
coactivator ANCCA mediates specific androgen receptor sig-
naling in prostate cancer,” Cancer Research, vol. 69, no. 8,
pp. 3339–3346, 2009.

[12] M. Ciro, E. Prosperini, M. Quarto et al., “ATAD2 is a novel
cofactor for MYC, overexpressed and amplified in aggressive
tumors,” Cancer Research, vol. 69, no. 21, pp. 8491–8498, 2009.

[13] G. Wu, H. Liu, H. He et al., “miR-372 down-regulates the
oncogene ATAD2 to influence hepatocellular carcinoma pro-
liferation and metastasis,” BMC Cancer, vol. 14, no. 1, article
4366, 2014.

[14] G. Wu, X. Lu, Y. Wang et al., “Epigenetic high regulation of
ATAD2 regulates the Hh pathway in human hepatocellular
carcinoma,” International Journal of Oncology, vol. 45, no. 1,
pp. 351–361, 2014.

[15] H. C. Hsu,W. Cheng, and P. L. Lai, “Cloning and expression of
a developmentally regulated transcript MXR7 in hepatocellu-
lar carcinoma: biological significance and temporospatial dis-
tribution,” Cancer Research, vol. 57, no. 22, pp. 5179–5184,
1997.

[16] D. W. Huang, B. T. Sherman, and R. A. Lempicki, “Systematic
and integrative analysis of large gene lists using DAVID bioin-
formatics resources,” Nature Protocols, vol. 4, no. 1, pp. 44–57,
2009.

[17] P. Rawla, T. Sunkara, P. Muralidharan, and J. P. Raj, “Update
in global trends and aetiology of hepatocellular carcinoma,”
Contemporary Oncology, vol. 22, no. 3, pp. 141–150, 2018.

[18] E. V. Kalashnikova, A. S. Revenko, A. T. Gemo et al.,
“ANCCA/ATAD2 overexpression identifies breast cancer
patients with poor prognosis, acting to drive proliferation
and survival of triple-negative cells through control of B-
Myb and EZH2,” Cancer Research, vol. 70, no. 22, pp. 9402–
9412, 2010.

[19] Z. Duan, J. X. Zou, P. Yang et al., “Developmental and andro-
genic regulation of chromatin regulators EZH2 and
ANCCA/ATAD2 in the prostate via MLL histone methylase
complex,” The Prostate, vol. 73, no. 5, pp. 455–466, 2013.

[20] A. S. Revenko, E. V. Kalashnikova, A. T. Gemo, J. X. Zou, and
H. W. Chen, “Chromatin loading of E2F-MLL complex by
cancer-associated coregulator ANCCA via reading a specific
histone mark,” Molecular and Cellular Biology, vol. 30,
no. 22, pp. 5260–5272, 2010.

[21] P. Yang, L. Guo, Z. J. Duan et al., “Histone methyltransferase
NSD2/MMSET mediates constitutive NF-κB signaling for
cancer cell proliferation, survival, and tumor growth via a
feed-forward loop,” Molecular and Cellular Biology, vol. 32,
no. 15, pp. 3121–3131, 2012.

17BioMed Research International

http://downloads.hindawi.com/journals/bmri/2020/8657468.f1.zip


[22] A. Taghavi, M. E. Akbari, M. Hashemi-Bahremani et al., “Gene
expression profiling of the 8q22-24 position in human breast
cancer: TSPYL5, MTDH, ATAD2 and CCNE2 genes are
implicated in oncogenesis, while WISP1 and EXT1 genes
may predict a risk of metastasis,” Oncology Letters, vol. 12,
no. 5, pp. 3845–3855, 2016.

[23] S. Picaud, C. Wells, I. Felletar et al., “RVX-208, an inhibitor of
BET transcriptional regulators with selectivity for the second
bromodomain,” Proceedings of the National Academy of Sci-
ences of the United States of America, vol. 110, no. 49,
pp. 19754–19759, 2013.

[24] R. Sanchez, J. Meslamani, and M. M. Zhou, “The bromodo-
main: from epigenome reader to druggable target,” Biochimica
et Biophysica Acta, vol. 1839, no. 8, pp. 676–685, 2014.

[25] Y. Luo, G. Y. Ye, S. L. Qin, M. H. Yu, Y. F. Mu, and M. Zhong,
“ATAD2 overexpression identifies colorectal cancer patients
with poor prognosis and drives proliferation of cancer cells,”
Gastroenterology Research and Practice, vol. 2015, Article ID
936564, 8 pages, 2015.

[26] L. Zheng, T. Li, Y. Zhang et al., “Oncogene ATAD2 promotes
cell proliferation, invasion and migration in cervical cancer,”
Oncology Reports, vol. 33, no. 5, pp. 2337–2344, 2015.

[27] H. W. Hwang, S. Y. Ha, H. Bang, and C.-K. Park, “ATAD2 as a
poor prognostic marker for hepatocellular carcinoma after
curative resection,” Cancer Research and Treatment, vol. 47,
no. 4, pp. 853–861, 2015.

[28] J. W. Yang, D. Y. Yang, F. G. Lu et al., “GPC3 fused to an
alpha epitope of HBsAg acts as an immune target against
hepatocellular carcinoma associated with hepatitis B virus,”
Hepatobiliary & Pancreatic Diseases International, vol. 10,
no. 2, pp. 164–170, 2011.

[29] Y. Morozumi, F. Boussouar, M. Tan et al., “Atad2 is a general-
ist facilitator of chromatin dynamics in embryonic stem cells,”
Journal of Molecular Cell Biology, vol. 8, no. 4, pp. 349–362,
2016.

[30] F. Boussouar, M. Jamshidikia, Y. Morozumi, S. Rousseaux,
and S. Khochbin, “Malignant genome reprogramming by
ATAD2,” Biochimica et Biophysica Acta, vol. 1829, no. 10,
pp. 1010–1014, 2013.

[31] G. Wu, Y. Wang, X. Lu et al., “Low mir-372 expression corre-
lates with poor prognosis and tumor metastasis in hepatocellu-
lar carcinoma,” BMC Cancer, vol. 15, no. 1, article 1214, 2015.

[32] D. M. Altintas, M. S. Shukla, D. Goutte-Gattat et al., “Direct
cooperation between androgen receptor and E2F1 reveals a
common regulation mechanism for androgen-responsive
genes in prostate cells,” Molecular Endocrinology, vol. 26,
no. 9, pp. 1531–1541, 2012.

[33] E. Y. Hsia, E. V. Kalashnikova, A. S. Revenko, J. X. Zou, A. D.
Borowsky, and H. W. Chen, “Deregulated E2F and the AAA+
coregulator ANCCA drive proto-oncogene ACTR/AIB1 over-
expression in breast cancer,” Molecular Cancer Research,
vol. 8, no. 2, pp. 183–193, 2010.

[34] J. R. Pollack, T. Sorlie, C. M. Perou et al., “Microarray analysis
reveals a major direct role of DNA copy number alteration in
the transcriptional program of human breast tumors,” Pro-
ceedings of the National Academy of Sciences of the United
States of America, vol. 99, no. 20, pp. 12963–12968, 2002.

[35] R. Mjelle, S. A. Hegre, P. A. Aas et al., “Cell cycle regulation of
human DNA repair and chromatin remodeling genes,” DNA
Repair, vol. 30, pp. 53–67, 2015.

[36] X. Liu and M. Winey, “The MPS1 family of protein kinases,”
Annual Review of Biochemistry, vol. 81, no. 1, pp. 561–585,
2012.

[37] Q. Xu, Y. Xu, B. Pan et al., “TTK is a favorable prognostic bio-
marker for triple-negative breast cancer survival,” Oncotarget,
vol. 7, no. 49, pp. 81815–81829, 2016.

[38] Y. Xie, A. Wang, J. Lin et al., “Mps1/TTK: a novel target and
biomarker for cancer,” Journal of Drug Targeting, vol. 25,
no. 2, pp. 112–118, 2017.

[39] M. Jemaà, L. Galluzzi, O. Kepp et al., “Characterization of
novel MPS1 inhibitors with preclinical anticancer activity,”
Cell Death and Differentiation, vol. 20, no. 11, pp. 1532–
1545, 2013.

[40] A. R. Maia, J. de Man, U. Boon et al., “Inhibition of the spindle
assembly checkpoint kinase TTK enhances the efficacy of
docetaxel in a triple-negative breast cancer model,” Annals of
Oncology, vol. 26, no. 10, pp. 2180–2192, 2015.

[41] J. L. King, B. Zhang, Y. Li et al., “TTK promotes mesenchymal
signaling via multiple mechanisms in triple negative breast
cancer,” Oncogene, vol. 7, no. 9, p. 69, 2018.

[42] M. Hussain, Y. Zhou, Y. Song et al., “ATAD2 in cancer: a phar-
macologically challenging but tractable target,” Expert Opinion
on Therapeutic Targets, vol. 22, no. 1, pp. 85–96, 2018.

18 BioMed Research International


	Integrated Bioinformatics Analysis of the Clinical Value and Biological Function of ATAD2 in Hepatocellular Carcinoma
	1. Introduction
	2. Materials and Methods
	2.1. Patients Tissue Specimens
	2.2. Immunohistochemistry and Assessment of Immunostaining
	2.3. TCGA Dataset
	2.4. Oncomine and GEO Datasets
	2.5. Bioinformatics Analysis
	2.6. Liver Cancer Cell Line Cell Cultures and Construction of RNAi Lentivirus Vector
	2.7. Cell Cycle Analysis
	2.8. Western Blotting
	2.9. Statistical Analysis

	3. Results
	3.1. ATAD2 Expression and Its Relationships with Clinicopathological Features in HCC Based on the CMUD and TCGA LIHC Datasets
	3.2. ATAD2 Expression Is Associated with the Prognosis of HCC
	3.3. ATAD2 mRNA Expression in the GEO and Oncomine Databases
	3.4. Analysis of the Diagnostic Value of High ATAD2 Expression Based on TCGA, GEO, and Oncomine Databases
	3.5. Identification of Aberrant ATAD2 Expression Related to Pathways by Bioinformatic Algorithms
	3.6. Downregulation of ATAD2 Resulted in G1 Phase Arrest in HCC Cell Lines

	4. Discussion
	5. Conclusions
	Data Availability
	Conflicts of Interest
	Acknowledgments
	Supplementary Materials

