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ABSTRACT

Mechanism for the malignant phenotype of nasopharyngeal carcinoma (NPC) 
remains poorly understood. Epstein-Barr virus (EBV) consistently appears in nearly 
all malignant NPC patient samples, suggesting the strong etiological link between the 
malignant phenotype and EBV infection. Here we found that the EBV-encoded latent 
membrane protein (LMP1) enhanced cell growth, motility, invasion and xenograft 
tumor growth of NPC. RNA-seq profiling analysis of LMP1-positive NPC patient tissues 
indicated that widespread gene repression contributed to malignant phenotype of NPC. 
The transcription factor binding site (TFBS) enrichment analysis indicated a subset of 
transcription factors including ATOH8, a novel transcript factor which belongs to the basic 
helix-loop-helix (bHLH) gene family inversely enriched in promoters of up-regulated 
genes and down-regulated genes. Importantly, the expression of ATOH8 was suppressed 
in both immortalized normal nasopharyngeal epithelial cells (NPEC) and NPC cells 
with LMP1 overexpression. The Real-Time PCR and Western Blot assays indicated that 
ATOH8 decreased expression in NPC cell lines and patient samples. Moreover, by gain- 
or loss-of-function assays, we demonstrated that ATOH8 inhibition promoted malignant 
phenotype, whereas ATOH8 restoration reversed malignant phenotype of NPC. Finally, 
we demonstrated that LMP1 inhibited ATOH8 expression by epigenetically impairing the 
occupancy of activating H3K4me3 and enhancing the occupancy of repressive H3K27me3 
on ATOH8 promoter. Collectively, our study uncovered the occurrence of malignant 
phenotype of NPC induced by EBV infection and characterized a novel bHLH transcription 
factor ATOH8 as a new downstream target of LMP1.

INTRODUCTION

Epstein-Barr virus (EBV) is a ubiquitous human 
herpesvirus. EBV infection is commonly associated 
with multiple human malignancies including nasophary-
ngeal carcinoma (NPC), Burkitt’s lymphoma, Hodgkin’s 
lymphoma, post-transplant lymphoproliferative disease, 
some NK/T-cell lymphomas, and a proportion of gastric 
carcinomas [1, 2]. It has been reported that EBV is 

detected consistently in nearly all NPC patient tissues 
[3]. EBV-associated NPC is distinctive among human 
solid tumors in its highly metastatic character to cervical 
lymph nodes and poor prognosis [4, 5]. As a key effector 
in EBV-driven B cell transformation and an established 
“transforming” gene, latent membrane protein (LMP1) 
displays oncogenic properties in rodent fibroblasts and 
induces profound morphological and phenotypic effects 
in epithelial cells [6]. Previous studies have indicated that 
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NPC with high levels of LMP1 tend to be more malignant 
[7–11]. At present, the molecular mechanism of LMP1 in 
NPC tumorigenesis is largely unknown.

Atonal homolog 8 (ATOH8) is a novel transcript 
factor belonging to the bHLH gene family. ATOH8 is 
involved in the regulation of multiple developmental 
processes, including nervous system development, 
kidney development, pancreas development, and muscle 
development [12, 13]. In cancer studies, ATOH8 was first 
proposed as an oncogene in glioblastoma multiform only 
because of the copy number amplifications [14]. However, 
the following study demonstrated that the expression of 
ATOH8 was significantly increased 3 fold after retinoic 
acid (RA) administration in GBM-derived stem-like 
tumor-initiating cells, suggesting the different function 
[15]. Recently, ATOH8 was identified as a downstream 
effector of IL6-STAT3 signaling that compromised long-
term surviving in breast cancer [16]. However, another 
study released alongside showed that depletion of ATOH8 
reprogramed non-cancer stem cells into cancer stem cells 
by directly releasing AFP, CD133, OCT4 and NANOG 
[17, 18].

Here we found that EBV-encoded LMP1 enhanced 
cell growth, motility, invasion and xenograft tumor growth 
of NPC. Most importantly, by in silico analysis and gain- 
or loss-of function assays, we identified ATOH8 as a new 
downstream target of LMP1. We found ATOH8 inhibition 
correlated with mesenchymal status and contributes to the 
malignant phenotype of nasopharyngeal carcinoma.

RESULTS

LMP1 induces malignant phenotype of NPC cells

To explore whether LMP1 enhance malignant 
phenotype of NPC cells, we stably expressed LMP1 
in LMP1-negative epithelial-like CNE1 and HNE2 
cells and then evaluated malignant phenotype of these 
cells. As shown in Figure 1A, CNE1 morphologically 
changed from an epithelial to a fibroblast-like, spindle-
shape morphology, which indicated the phenotype 
transformation from epithelial status to mesenchymal 
status. Consistent with these morphological changes, 
E-cadherin was significantly suppressed, and β-catenin 
and vimentin were significantly activated (Figure 1B). 
In addition, the expression of well-differentiation 
markers Involucrin and CK8 were decreased, whereas 
the expression of poor-differentiation marker CK13 was 
increased (Figure 1B). Colony formation assays showed 
that expression of LMP1 significantly increased cell 
proliferation in both CNE1 and HNE2 cells (Figure 1C). 
Furthermore, the migration and invasion ability of both 
CNE1 and HNE2 cells were significantly increased along 
with LMP1 expression (Figure 1D, 1E & 1F). Given the 
phenotypic and functional changes observed in vitro, we 
next tested the function of LMP1 in vivo using a xenograft 

tumor model. As shown in Figure 1G, the size of tumor 
mass derived from LMP1 overexpressed cells were 
significantly larger than that derived from control cells. 
Taken together, these results suggest that LMP1 promotes 
tumorigenicity of NPC cells.

Widespread gene repression in LMP1 positive 
tumor tissues contributes to malignant 
phenotype

Previous studies have shown that LMP1 activate a 
subset of signaling pathways such as NF-κB, JNK/SAPK, 
PI3K/Akt, ERK-MAPK, PLC/PKC and JAK/STAT, 
which activate the expression of numerous downstream 
effectors that enhance a variety of cellular processes such 
as proliferation, survival, motility and invasion [6]. To 
identify the genes essential for malignant phenotype of 
NPC cells, we sequenced six RNA libraries from three 
pairs of NPC tumor (2T, 3T, 23T) and adjacent non-tumor 
(2N, 3N, 23N) tissues as previous report [19]. LMP1 
was detectable in all the tumor tissues, whereas it could 
not be detected in all the adjacent non-tumor tissues 
(Figure 2A, upper panel). All genes showing a twofold 
or greater up-regulation or down-regulation in the tumor 
tissues were chosen for further analysis. On average, 6287 
genes decreased expression and only 375 genes increased 
expression (Figure 2A, lower panel), suggesting the 
correlation between the widespread gene repression and 
LMP1 expression. The Gene Ontology (GO) Enrichment 
Analysis indicated that these dys-regulated genes match 
to the functions of development and differentiation, 
immune response, stress response, signal transduction and 
metabolic process (Figure 2B).

To explore the core factor(s) of transcription-
regulatory network modulating these dysregulated genes, 
we performed transcription factor binding site (TFBS) 
enrichment analysis. A subset of transcription factors was 
inversely enriched in promoters of up-regulated genes 
and down-regulated genes (Figure 2C). To characterize 
the candidate transcription factors regulated by LMP1, 
we transiently expressed LMP1 in four EBV negative 
immortalized NPEC or NPC cell lines NPEC1, NPEC2, 
CNE1 and HNE2. The expressions of all these transcription 
factors were detected by Real-Time PCR assay. The results 
showed that IKZF1 mRNA level was consistently up-
regulated, whereas ATOH8 mRNA level was consistently 
down-regulated in all the four cell lines (Figure 2D).

ATOH8 is suppressed by LMP1 and correlates 
with mesenchymal status of NPC

The suppressive effect of LMP1 on ATOH8 was 
further confirmed by Western Blot assays via stably 
expressed LMP1 in CNE1 and HNE2 cells (Figure 3A). 
To further confirm that the expression level of ATOH8 was 
correlated with the EMT status of NPC, we determined 
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Figure 1: LMP1 induces malignant phenotype of NPC cells. A. morphologic changes after induced expression of LMP1 with 
doxycycline in CNE1 and HNE2 cells harboring LMP1 (LMP1) or empty vector (Ctrl), respectively. Scale bars, 50 um. B. western blot 
analysis showed expression of epithelial markers E-cadherin, Involucrin, CK8, and mesenchymal markers β-catenin, vimentin and CK13 
after induced expression of LMP1 with doxycycline in CNE1 and HNE2 cells harboring LMP1 or empty vector, respectively. C. colony 
formation assays showed that induced expression of LMP1 enhanced the cell growth of CNE1 and HNE2 cells. D. & E. & F. the wounding 
healing assays, transwell migration and invasion assays showed that induced expression of LMP1 enhanced the migration and invasion 
ability of CNE1 and HNE2 cells. G. mouse xenograft assay indicated that induced expression of LMP1 enhanced cell growth in vivo. 
**p < 0.01, ***p < 0.001, two-tailed Student’s t-test.
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Figure 2: Widespread gene repression in LMP1-positive NPC contributes to tumorigenicity. A. six RNA libraries from 
three paired primary NPC tumors (2T, 3T, 23T) as well as adjacent non-tumor (2N, 3N, 23N) tissues were analysed by unbiased RNA-
seq assays. 6287 genes were down-regulated and 375 genes were up-regulated in all three NPC patient samples compared with paired 
adjacent nontumor tissues. B. DAVID Gene Ontology (GO) analysis of the dysregulated genes match to the functions of development and 
differentiation, immune responses, stress responses, signal transduction and metabolic process. C. transcription factor binding site (TFBS) 
enrichment analysis found a subset of TFBSs inversely enriched in up-regulated genes and down-regulated genes. D. the expression of the 
enriched transcription factors were examined in EBV negative NPEC or NPC cell lines NPEC1, NPEC2, CNE1 and HNE2 with or without 
overexpressed LMP1. *p < 0.05, **p < 0.01, ***p < 0.001, two-tailed Student’s t-test.
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the expression of LMP1, ATOH8, and EMT markers 
E-cadherin, vimentin, β-catenin, Twist1, Snail, Slug and 
ZEB1 using Real-Time PCR in 41 NPC clinical samples 
collecting from Sun Yat-sen University Cancer Center. 
Among them, 4 samples are LMP1 negative. Thus we 

analyzed the correlations of the expression of these 
genes in the remaining 37 LMP1 positive samples. The 
expression of LMP1, ATOH8, E-cadherin, vimentin, 
β-catenin, Twist1, Snail, Slug and ZEB1 were normalized 
to GAPDH as 2ΔCt. Pearson's correlation was employed 

Figure 3: ATOH8 decreased expression in NPC. A. western blot assays indicated that ATOH8 was down-regulated by stably 
overexpressed LMP1 in CNE1 and HNE2 cells. B. the expression of ATOH8 was increased in a dose-dependent manner in CNE2 and 
HONE1 cells by treating with increasing doses of RA for 48 h. C. the expression of ATOH8 in NPEC and NPC cell lines. NPEC1, 
NPEC2 and NP69 are immortalized normal human nasopharyngeal epithelial cell line. D. the expression of the ATOH8 in non-tumor 
nasopharyngeal epithelial tissues and tumor nasopharyngeal epithelial tissues. A191 and A113 are non-tumor nasopharyngeal epithelial 
tissues, A201, A186, A149, A197 and A173 are tumor nasopharyngeal epithelial tissues. E. the expression of ATOH8 in nasopharyngeal 
carcinoma primary tumor tissues and non-cancerous nasopharyngeal tissues according to GEO Profile (GSE53819). A_23_P142878 and 
A_32_P38093 are probes to detect ATOH8. FC, fold change.
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using SPSS 16.0 software. As shown in Supplementary 
Table S1, negative correlations were observed between 
the expression of ATOH8 and LMP1 (Pearson = -0.425, 
p < 0.01), ATOH8 and vimentin (Pearson = -0.334, p 
< 0.05), ATOH8 and β-catenin (Pearson = -0.370, p < 
0.05), ATOH8 and Slug (Pearson = -0.458, p < 0.01), 
respectively. A positive correlation was observed between 
the expression of ATOH8 and E-cadherin (Pearson = 
0.456, p < 0.01). We further induced differentiation of 
two poor-differentiated cell lines CNE2 and HONE1 by 
using RA as previously shown [19]. The result showed 
that the expression of ATOH8 was increased in a dose-
dependent manner in CNE2 and HNOE1 cells by treating 
with increasing doses of RA for 48 h (Figure 3B).

We further detected the expression of ATOH8 
mRNA level and protein level in NPEC cell lines, NPC 
cell lines, non-tumor nasopharyngeal epithelial tissues 
and tumor nasopharyngeal epithelial tissues. As shown in 
Figure 3C&3D, the results of Real-Time PCR assays and 
Western Blot assays indicated that ATOH8 significantly 
decreased expression in NPC cells or patient tissues as 
compared with the non-tumor cells or tissues. Moreover, 
to strengthen the result, we analyzed ATOH8 expression in 
GEO database accessing number GSE53819. The dataset 
presents gene expression profiles of 18 nasopharyngeal 
carcinoma primary tumor tissues and 18 non-cancerous 
nasopharyngeal tissues. Two probes named A_23_
P142878 and A_32_P38093 were used to detect ATOH8 
expression. As shown in Figure 3E, both probes indicated 
that ATOH8 significantly decreased expression in NPC 
patient tissues. Collectively, these data demonstrated that 
ATOH8 decreased expression in NPC and suggested that 
suppression of ATOH8 was related to the mesenchymal 
status of NPC cells.

ATOH8 inhibition enhances malignant 
phenotype of NPC

To examine whether ATOH8 inhibition directly 
enhance malignant phenotype of NPC cells, we first 
silenced ATOH8 expression in the epithelial-like CNE1 
cells. Knock down efficiency was analyzed by Western 
blot assays (Figure 4A). ATOH8 inhibition decreased the 
expression of epithelial marker E-cadherin and increased 
the expression of mesenchymal markers β-catenin and 
vimentin (Figure 4A). In addition, the expression of well-
differentiation markers Involucrin and CK8 were decreased, 
whereas the expression of poor-differentiation marker 
CK13 was increased (Figure 4A). 3-(4,5-dimethylthiazol-
2-yl)-2,5-diphenyltetrazolium bromide (MTT) proliferation 
assays and colony formation assays indicated that ATOH8 
inhibition accelerated cell proliferation and colony 
formation in CNE1 cells (Figure 4B & 4C). Transwell 
migration assays and matrigel invasion assays demonstrated 
that ATOH8 inhibition significantly enhanced migration and 
invasion ability of CNE1 cells (Figure 3D, 3E & 3F). The 

xenograft tumor model assays indicated the size of tumor 
mass derived from ATOH8 depletion cells were obviously 
larger than that derived from control cells. Taken together, 
these results demonstrated that ATOH8 inhibition enhanced 
malignant phenotype of NPC cells.

ATOH8 restoration reverses malignant 
phenotype of NPC

To explore whether restoration of ATOH8 
expression reverse malignant phenotype of NPC cells, we 
stably introduced wild-type ATOH8 into mesenchymal-
like EBV-negative CNE2 cells and transiently introduced 
wild-type ATOH8 into mesenchymal-like EBV-positive 
C666 cells. As shown in Figure 5A, ATOH8 restoration 
increased the expression of epithelial markers E-cadherin, 
decreased the expression of mesenchymal markers 
β-catenin and vimentin in both cells. In addition, the 
expression of well-differentiation markers Involucrin and 
CK8 were increased, whereas the expression of poor-
differentiation marker CK13 was decreased in both cells. 
Functional studies demonstrated that ATOH8 restoration 
significantly inhibited cell proliferation, colony formation, 
migration and invasion of CNE2 cells (Figure 5B & 5C & 
5E & 5F). The xenograft tumor model assays indicated 
that ATOH8 restoration in CNE2 cells significantly 
inhibited the growth of the tumor mass (Figure 5G). 
Taken together, these results demonstrated that ATOH8 
restoration reverses malignant phenotype of NPC.

ATOH8 is epigenetically silenced in NPC cells 
induced by LMP1

To characterize the mechanism that is responsible for 
ATOH8 suppression in NPC, we examined mRNA level of 
ATOH8 in both immortalized NP cells NPEC1, NPEC2 and 
NPC cells CNE1 and HNE2 with LMP1 overexpression. 
As shown in Figure 2D, LMP1 significantly decreased 
ATOH8 mRNA levels in all these cells, suggesting that 
LMP1 suppressed ATOH8 expression at transcriptional 
level. Thus we analyzed the promoter region of ATOH8 
through UCSC genome browser with the ENCODE 
annotation data [20]. The DNA Methylation by Reduced 
Representation Bisulfite Seq (RRBS-seq) track, Methyl-
sensitive restriction enzyme digest and sequencing (MRE-
seq) track and Methylated DNA immunoprecipitation and 
sequencing (MeDIP-seq) track showed that the methylation 
status of ATOH8 promoter was variable in different cells 
(Figure 6A). However, methylation specific PCR (MSP) 
assay showed that there was no significant difference in 
methylation status of selected promoter regions MSP-1 
and MSP-2 in LMP1 introduction cells and control cells 
(Figure 6B).

The Layered H3K4me3 track, and H3K4me3/ 
H3K27me3 on H1-hESC tracks indicated the variable 
modification of histone H3, suggesting the role of histone 
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Figure 4: ATOH8 inhibition enhances malignant phenotype of NPC. A. western blot analysis with indicated antibodies in 
CNE1 cells harboring ATOH8 interfering RNA (shATOH8-1, shATOH8-2, shATOH8-3), or negative control RNA (shCtrl) after induced 
with doxycycline. B. MTT assays showed that ATOH8 inhibition enhanced cell proliferation of CNE1 cells. C. Colony formation assays 
showed that ATOH8 inhibition enhanced the cell growth of CNE1 cells. D. & E. & F. the wounding healing assays, transwell migration 
and invasion assays showed that ATOH8 inhibition enhanced the migration and invasion ability of CNE1 cells. G. mouse xenograft assays 
indicated that ATOH8 inhibition enhanced CNE1 cell growth in vivo. **p < 0.01, ***p < 0.001, two-tailed Student’s t-test.



Oncotarget26772www.impactjournals.com/oncotarget

modification in regulation of ATOH8 promoter activity 
(Figure 6A). Thus we evaluated the occupancy of activating 
H3K4me3 and repressive H3K27me3 on ATOH8 promoter in 
LMP1 introduction cells and control cells. As shown in Figure 
6C & 6D, LMP1 significantly impairing the occupancy 

of activating H3K4me3 and enhancing the occupancy of 
repressive H3K27me3 on ATOH8 promoter. Collectively, 
these data demonstrated that LMP1 epigenetically silen-
ced ATOH8 expression by modulating the methylation 
modification of H3K4 and H3K27 in NPC cells.

Figure 5: ATOH8 restoration reverses malignant phenotype of NPC. A. western blot analysis with indicated antibodies in CNE2 
and C666 cells with or without ATOH8 overexpression. ATOH8 was stably overexpressed in CNE2 cells and transiently overexpressed in 
C666 cells. B. MTT assays showed that ATOH8 restoration inhibited proliferation of CNE2 cells. C. colony formation assays showed that 
ATOH8 restoration inhibited cell growth of CNE2 cells. D. & E. & F. the wounding healing assays, transwell migration and invasion assays 
showed that ATOH8 restoration inhibited the migration and invasion ability of CNE2 cells. G. mouse xenograft assay indicated that ATOH8 
restoration inhibited CNE2 cell growth in vivo.**p < 0.01, ***p < 0.001, two-tailed Student’s t-test.
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Figure 6: ATOH8 is epigenetically silenced in NPC cells induced by LMP1. A. the promoter characteristics of ATOH8 
according to UCSC genome browser. RRBS, MER-seq CpG and MeDIP CpG tracks present the methylation status of ATOH8 
promoter in different cells. Layered H3K4me3, H3K4me3 and H3K27me3 tracks display chromatin states of ATOH8 promoter. MSP-1 
and MSP-2 indicated methylation specific PCR (MSP) detection regions. ChIP-ctrl, ChIP-1, ChIP-2, ChIP-3 and ChIP-4 indicated 
ChIP Real-Time PCR detection regions. B. products of MSP with indicated regions in ATOH8 promoter in CNE1 cells were analysis 
with agarose gel electrophoresis. M, methylated template. U, unmethylated template. C. & D. products of ChIP using H3K4me3 or 
H3K27me3 antibody in CNE1 cells were subjected to PCR and Real-Time PCR analysis. The relative levels of ATOH8 promoter 
occupancy were examined by Real-Time PCR and calculated using ΔΔCt value. g-DNA indicated the primers work well when using 
genome DNA as template. *p < 0.05, **p < 0.01, ***p < 0.001, two-tailed Student’s t-test.
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DISCUSSION

Growing evidence for the oncogenic property of 
LMP1 has been obtained from studies investigating the 
lymphomagenesis [21]. By activating several important 
cellular signaling pathways like NF-kB, JNK, JAK/
STAT and PI3K pathway, LMP1 activates anti-apoptotic 
gene products, such as BCL2, AP-1, CD40, CD54 and 
also cytokines IL6 and IL8 to exhibit its oncogenic 
characteristics [22]. In NPC carcinogenesis, the function 
and mechanism of LMP1 remains speculative. Here we 
found that LMP1 inhibited transcription factor ATOH8 
expression to endow the malignant phenotype of 
nasopharyngeal carcinoma.

Our study showed that LMP1 inhibited ATOH8 
expression by epigenetically impairing the occupancy 
of activating H3K4me3 and enhancing the occupancy of 
repressive H3K27me3 on ATOH8 promoter. However, 
the precise mechanism between LMP1 and epigenetic 
machinery is still uncharted. KDM5A and EZH2 are 
epigenetic factors regulated histone H3K4 demethylation 
and H3K27 methylation [23, 24]. Our assay indicated that 
LMP1 did activate their expression in part of cell lines, but 
not consistently and significantly in all cell lines (Figure 
2D). Hence, in our current study, we can’t well explain 
how LMP1 changed the histone modification.

bHLH transcription factors control numerous 
aspects of vertebrate organ development and function [25]. 
Within the atonal superfamily of bHLH factors, ATOH8 
is the sole mammalian member of the Net family [26]. 
Previous studies of ATOH8 in the mouse, zebrafish, and 
cultured cells have associated this transcription factor 
with a very broad variety of biological roles of embryonic 
development and vertebrate tissue-specific differentiation 
in the central nervous system, liver, pancreas, kidney, 
skeletal muscle, and eye [27–31]. Whether ATOH8 
performs lineage determination function in nasopharynx 
development warrants further study.

In cancer studies, ATOH8 was an emerging star with 
ambiguity functions: it was proposed both as oncogene or 
tumor suppressor gene in glioblastoma, breast cancer and 
HCC [14–18]. By exploring Oncomine data base [32], we 
found that ATOH8 decreased expression in bladder cancer, 
breast cancer, lung cancer, ovarian cancer and prostate 
cancer, whereas it increased expression in brain and CNS 
cancer and esophageal cancer, suggesting the divergent 
function of ATOH8 in human cancers.

Previous studies demonstrated that the expression 
of ATOH8 was activated by a shear-stress-responsive in 
endothelial differentiation and phenotypic modulation, 
or IL6-STAT3 signaling in breast cancer, or inhibited by 
promoter methylation in part of HCC cell lines [13, 16, 17]. 
Comparative genomic analyses of the regulatory elements 
revealed a replacement of the ancestral TATA box by CpG-
islands in the eutherian mammals and an evolutionary 
tendency for TATA box reduction in vertebrates in general 

[12]. The transition from a TATA box-type promoter to 
a CpG island-type promoter suggests the important of 
epigenetic regulation in ATOH8 expression and the fine-
tuning of gene expression responding to minor changes 
in cellular environment. In our study, we tried to connect 
downregulation of ATOH8 with IL6-STAT3 pathway, or 
the DNMT1-CpG island methylation pathway, but the 
attempts were failed.

Epithelial-mesenchymal transition has recently 
been proposed as a major initiation process of metastasis 
in several types of invasive human malignancies. The 
genesis of EMT and its oncogenic role in carcinomas are 
beginning to be clarified [33–36]. Our study presented a 
correlation between EMT markers and ATOH8, suggesting 
the novel emerging transcription factor ATOH8 appears 
to be a bona fide EMT regulator that is specifically 
suppressed by exogenous LMP1 to promote NPC tumor 
metastasis.

Collectively, in the present study, we demonstrated 
that EBV-encoded LMP1 induced malignant phenotype 
of NPC cells through widespread gene repression 
and identified a novel transcript factor ATOH8 as an 
intracellular downstream target. We demonstrated that 
LMP1 inhibited ATOH8 expression by epigenetically 
impairing the occupancy of activating H3K4me3 and 
enhancing the occupancy of repressive H3K27me3 on 
ATOH8 promoter. These new data strengthens our view 
that EBV infection contributes to the malignant phenotype 
of NPC. These findings also raise the possibility that 
ATOH8 as the pivotal regulator in NPC tumorigenesis.

MATERIALS AND METHODS

Cell lines and cell culture

The EBV negative NPC cell lines CNE1, CNE2, 
HNE2, HONE1, S18 and S26 were obtained from Dr. 
Chaonan Qian (Sun Yat-sen University, Guangzhou, 
China). The EBV positive NPC cell line C666 and the EBV 
negative immortalized normal human nasopharyngeal 
epithelial cell lines NP69, NPEC1 and NPEC2 were 
obtained from professor Musheng Zeng (Sun Yat-sen 
University, Guangzhou, China) [37]. CNE1, CNE2, 
HNE2, HONE1, S18 and S26 were HPV-18 positive, 
while C666 was HPV-18 negative (Supplementary Table 
S2). The STR profiling of CNE1, HNE2 and C666 were 
analyzed by using the GoldeneyeTM 20A kit (Peoplespot, 
Beijing, China). The results were compared with the 
published results from independent laboratories including 
The University of Hong Kong (HKU), The Chinese 
University of Hong Kong (K-W Lo's lab) and Johns 
Hopkins Singapore (JHS) [38, 39]. The STR profiling of 
CNE1, HNE2 and C666 from different laboratories were 
very similar and just demonstrated little allelic variations, 
which should due to microsatellite instability and long-
term culture (Supplementary Table S3). CNE1, CNE2, 



Oncotarget26775www.impactjournals.com/oncotarget

HNE2, HONE1, S18 and S26 were maintained in RPMI 
1640 (Invitrogen) supplemented with 10% fetal bovine 
serum (FBS, Gibco). C666 was maintained in RPMI 1640 
(Invitrogen) supplemented with 20% FBS (Gibco). NP69, 
NPEC1 and NPEC2 were maintained in keratinocyte/
serum-free medium (Invitrogen). All these cells were 
incubated at 37 °C in a humidified chamber containing 
5% CO2.

Tissue samples

All clinical specimens used for Real-Time PCR and 
Western Blot analysis were collected from NPC patients 
at Sun Yat-sen University Cancer Center. Patients’ consent 
and approval from Sun Yatsen University Cancer Center 
Institute Research Ethics Committee were obtained for the 
use of these clinical materials. For each sample, genomic 
DNA, total RNA, and total protein were simultaneously 
purified from the same tissue by using AllPrep DNA/RNA/
Protein Mini Kit (Qiagen, Cat number 80004) according to 
the manufactures’ instructions.

Plasmid constructs

LMP1 expression vector pLVX-TRE3G-LMP1-
IRES-EGFP was constructed by insert LMP1 and 
EGFP into pLVX-TRE3G-IRES control vector. ATOH8 
overexpression vector was constructed by cloning 
ATOH8 ORF into pLVX-DsRed-Monomer-N1 Vector. 
The primer pairs used are shown in Supplementary Table 
S4. The sequence and orientation of all inserts were 
confirmed by sequencing. To construct shRNA vectors 
for knocking down endogenous ATOH8, hairpin encoding 
oligonucleotides (shATOH8-1, shATOH8-2, shATOH8-3, 
Supplementary Table S4) were annealed and ligated into 
the pLKO-tet-on shRNA expression vector (Addgene). 
The following targeting sequence was used, shATOH8-1: 
AGT TCC TAC TCG TCA ATT T; shATOH8-2: TGT 
GCT CAA CCA TCT GCT T;and shATOH8-3: GGT GCC 
GTG CTA CTC ATA T. The sequence and orientation of 
all inserts were confirmed by sequencing.

Transient plasmid transfection

CNE1, CEN2 and HNE2 cells were transiently 
transfected with indicated vectors by Lipofectamine 2000 
transfection reagent (Invitrogen) in accordance with the 
manufacturer’s instructions. C666 cells were transiently 
transfected with indicated vectors by FuGENE HD 
transfection reagent (Promega) in accordance with the 
manufacturer’s instructions.

Lentiviral production and transduction

The lentiviral packaging plasmid psPAX2 and 
envelope plasmid pMD2.G were purchased from 
Addgene. Production of lentiviral particles containing 

ATOH8 overexpression fragment or shRNA fragments and 
infection NPC cell lines followed a previous report [40].

Western blot analysis and antibodies

Cells were lysed on ice in RIPA lysis buffer 
(Thermo) with protease inhibitor mixture (Sigma) and 
phosphatase inhibitor (Pierce). Protein concentration 
was determined by using the Bradford dye method. 
Equal amounts of cell extracts were subjected to 
electrophoresis in 8-12% gradient sodium dodecyl 
sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) 
gels and then transferred to polyvinylidene difluoride 
(PVDF) membranes (Millipore) for antibody blotting. The 
following antibodies were used: LMP1 (1:500 dilution), 
ATOH8 (1:1,000, Abcam, ab106377), involucrin (1:1,000 
dilution, Abcam, ab14505), CK8 (1:10,000 dilution, 
Epitomics,2032-1), CK13 (1:5,000 dilution, Epitomics, 
2713-1), GAPDH (1:5,000 dilution, Proteintech, 60004-
1-Ig), E-cadherin (1:1,000 dilution, Cell Signaling 
Technology 3195), vimentin (1:2,000 dilution, Epitomics, 
2707-1,). Horseradish peroxidase-conjugated goat anti-
mouse or goat anti-rabbit IgG (1:5,000 dilution, Pierce, 
31430 and 31460) was used as a secondary antibody. 
Proteins were visualized with a Super Signal West Pico 
chemiluminescence kit (Pierce).

Total RNA extraction, cDNA synthesis, 
and Real-Time PCR

For RNA extraction, the total RNA was extracted 
by using TRIzol (Invitrogen), in accordance with the 
manufacturer’s instructions. For cDNA synthesis, 3 μg of 
total RNA was reverse-transcribed by the SuperScriptTM 
III First-Strand synthesis system (Invitrogen) after DNase 
I treatment (Invitrogen). Quantitative Real-Time PCR was 
subsequently performed in triplicate with a 1:10 dilution 
of the resultant cDNA by using the Light-Cycler Roche 
480 (Roche Molecular Systems) with the Light-Cycler 
Roche 480 master kit. The primer pairs used for PCR 
analysis are shown in Supplementary Table S4. All mRNA 
quantification data were normalized to GAPDH. The Ct 
value for each sample was calculated by the ΔΔCt method 
as described previously [41].

RNA-seq and TFBS enrichment analysis

We sequenced six RNA libraries from three pairs of 
NPC tumor (2T, 3T, 23T) and adjacent non-tumor (2N, 3N, 
23N) tissues as previous report [19]. We have deposited 
RNA-Seq data in the National Center for Biotechnology 
Information Sequence Read Archive under accession 
no. SRA064011. All genes showing a twofold or greater 
upregulation or downregulation in the tumor tissues were 
chosen for further Gene Ontology (GO) enrichment analysis 
and Transcription Factor Binding Site (TFBS) enrichment 
analysis. GO enrichment analysis was performed using 
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DAVID online tools [42]. TFBS enrichment analysis 
was performed as following: 1. Obtaining TFBSs of 
transcription factors from ENCODE web site and JASPAR 
web site. 2. Counting TFBS in up-regulated and down-
regulated genes, respectively. 3. Statistical analyzing 
differential transcription factor using hypergeometric test 
as the following formula. N, the number of TFBS binding 
genes in genome. n, the number of TFBS binding genes in 
dys-regulated genes. M, the number of single transcription 
factor binding genes in genome. m, the number of single 
transcription factor binding genes dys-regulated genes.

Bisulfite treatment and promoter methylation 
analysis

Genomic DNA was extracted from NPC cell lines 
by phenol-chloroform method followed by bisulfite 
modification according to the manufacturer’s instructions 
(Active Motif). Primer MSP-1-M and MSP-2-M were 
used for methylated reaction, while primer MSP-1-U and 
MSP-2-U were used for unmethylated reaction. MSP-1-M 
and MSP-1-U were used to detect MSP-1 region (-539/-
206), while MSP-2-M and MSP-2-U were used to detect 
MSP-2 region (+878/+1178). Primer sequences were 
shown in Supplementary Table S4.

MTT analysis of cell proliferation

Cells were seeded at a density of 1000 cells per well 
onto a 96-well plate with the complete medium (100 μl/well) 
and then were incubated at 37 °C in a humidified environment 
with 5%CO2. At days 1-6, supernatants were removed, and 
the cells were incubated with 20μl of 5 mg/ml MTT reagent 
(Sigma) at 37 °C for 4 h. At the end of incubation, MTT 
reagent was removed from each well and replaced by 100 μl 
of Dimethyl sulfoxide (DMSO, Invitrogen). The plate was 
gently agitated for 10 min, and the absorbance (A) at 490 nm 
was determined by an ELISA reader (Bio-Rad).

Colony formation analyses

For the colony formation assay, Approximately 500-
1,000 cells were seeded into six-well plate. After culture 
for 7 days, surviving colonies (>50 cells per colony) were 
counted and stained using crystal violet (Sigma-Aldrich). 
Triplicate independent experiments were performed.

Wounding healing assay

Cell migration was assessed by measuring the movement 
of cells into a scraped; a cellular area created by a 200 μl pipette 
tube, and the spread of wound closure was observed after 48 
and 60 hours and photographed under a microscope.

Transwell migration assay and Matrigel invasion 
assay

For transwell migration assays, 1 × 105 cells were 
added to the top non-coated chamber (24-well insert; 
pore size, 8 μm; BD Biosciences). For Matrigel invasion 
assays, 2  ×  105 cells were plated in the top chamber with 
Matrigel-coated membrane (24-well insert; pore size, 
8 μm; BD Biosciences). In both assays, cells were plated 
in RPM1640 medium without serum or growth factors, 
and RPM1640 medium supplemented with 10% FBS was 
used as a chemoattractant in the lower chamber. The cells 
were incubated for 18h and cells that did not migrate 
or invade through the pores were removed by a cotton 
swab. Cells on the lower surface of the membrane were 
fixed and stained with crystal violet (Sigma-Aldrich). 
The number of cells was counted in ten fields under a 
×20 objective lens and imaged using SPOT imaging 
software (Nikon, Japan).

Chromatin immunoprecipitation (ChIP)

ChIP assays carried out by using EZ-Magna ChIP 
kit (Millipore), in accordance with the manufacturer’s 
instructions. Immunoprecipitations were performed 
overnight with H3K4me3 (Abcam, ab8580, ChIP Grade, 
5μg), H3K27me3 (Millipore, 07-449, ChIP Grade, 5μg) 
or IgG (provided in kit, 1μg) antibodies. Semi-quantitative 
RT PCR and Real-Time PCR were performed by using the 
Light-Cycler Roche 480 (Roche Molecular Systems) with the 
Light-Cycler Roche 480 master kit. The primer pairs used 
for PCR analysis named ChIP-ctrl (-3673/-3574), ChIP-1 
(-1073/-947), ChIP-2 (+905/+1125), ChIP-3 (+1408/+1540) 
and ChIP-4 (+1932/+2000) are shown in Supplementary 
Table S4. All data were normalized to input [43].

Tumor xenografts in nude mice

We subcutaneously injected approximately 1 × 106 to 
2 × 107 of cells into the right or left dorsal flank of 4 week 
old BALB/c athymic nude mice (nu/nu, male and female) 
with each experimental group consisting of 6 mice. Care of 
experimental animals was approved by Institutional Animal 
Care and Use Committee of Sun Yat-Sen University and 
in accordance with national guidelines for the care and 
maintenance of laboratory animals.

Statistical analysis

The Microsoft Excel (Excel in Microsoft Office 
2010 for Windows) was used for data analysis. Data were 
shown as means ±SD. Each experiment was performed 
in triplicate and repeated at least three times. Statistical 
analyses for detection of significant differences between 
the control and the experimental groups were carried out 
by using an unpaired two-tailed Student’s t test (*, p ≤ 
0.05; **, p ≤ 0.01; ***, p ≤ 0.001).



Oncotarget26777www.impactjournals.com/oncotarget

ACKNOWLEDGMENTS

We thank other members of Quentin Liu lab for their 
critical comments and technical support.

CONFLICTS OF INTEREST

All authors claimed no conflicts of interest.

GRANT SUPPORT

This research work was supported by the National 
Natural Science Foundation of China (81301734 to 
Z.W., 81130040 and 81573025 to Q.L.), National 
Basic Research Program of China (973 Program, No. 
2012CB967000 to Q.L.), Innovative Research Team 
in University of Ministry of Education of China (No.
IRT13049 to Q.L.), Sister Institution Network Fund 
(SINF, 2012 to Q.L.), and Basic Scientific Research 
Fund of Sun Yat-sen University (14ykpy41 to Z.W., 
12ykpy52 to J.W.).

Abbreviations

nasopharyngeal carcinoma, NPC; Epstein-Barr 
virus, EBV; latent membrane protein, LMP1; epithelial–
mesenchymal transition, EMT; transcription factor 
binding site, TFBS; basic helix-oop-helix, bHLH; Atonal 
homolog 8, ATOH8; Gene Ontology, GO; retinoic acid, 
RA; 3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyltetrazolium 
bromide, MTT; Reduced Representation Bisulfite 
Sequencing, RRBS-seq; Methyl-sensitive restriction 
enzyme digest and sequencing, MRE-seq; Methylated 
DNA immunoprecipitation and sequencing, MeDIP-
seq; 5-aza-2′-deoxycytidine, 5’Aza; fetal bovine serum, 
FBS; short-hairpin RNA, shRNA; sodium dodecyl 
sulfate-polyacrylamide gel electrophoresis, SDS-PAGE; 
polyvinylidene difluoride, PVDF; Dimethyl sulfoxide, 
DMSO; Chromatin Immunoprecipitation, ChIP; hepato-
cellular carcinoma, HCC.

REFERENCES

1. Young LS, Murray PG. Epstein-Barr virus and onco-
genesis: from latent genes to tumours. Oncogene. 2003; 
22:5108-5121.

2. Pagano JS. Epstein-Barr virus: the first human tumor virus 
and its role in cancer. Proc Assoc Am Physicians. 1999; 
111:573-580.

3. Young LS, Dawson CW, Clark D, Rupani H, Busson P, 
Tursz T, Johnson A, Rickinson AB. Epstein-Barr virus 
gene expression in nasopharyngeal carcinoma. J Gen Virol. 
1988; 69:1051-1065.

4. Wei WI, Sham JS. Nasopharyngeal carcinoma. Lancet. 
2005; 365:2041-2054.

5. Reddy SP, Raslan WF, Gooneratne S, Kathuria S, Marks JE. 
Prognostic significance of keratinization in nasopharyngeal 
carcinoma. Am J Otolaryngol. 1995; 16:103-108.

6. Dawson CW, Port RJ, Young LS. The role of the EBV-
encoded latent membrane proteins LMP1 and LMP2 in the 
pathogenesis of nasopharyngeal carcinoma (NPC). Semin 
Cancer Biol. 2012; 22:144-153.

7. Kondo S, Yoshizaki T, Wakisaka N, Horikawa T, Murono 
S, Jang KL, Joab I, Furukawa M, Pagano JS. MUC1 
induced by Epstein-Barr virus latent membrane protein 
1 causes dissociation of the cell-matrix interaction and 
cellular invasiveness via STAT signaling. J Virol. 2007; 
81:1554-1562.

8. Wakisaka N, Kondo S, Yoshizaki T, Murono S, Furukawa 
M, Pagano JS. Epstein-Barr virus latent membrane protein 1 
induces synthesis of hypoxia-inducible factor 1 alpha. Mol 
Cell Biol. 2004; 24:5223-5234.

9. Horikawa T, Yoshizaki T, Sheen TS, Lee SY, Furukawa 
M. Association of latent membrane protein 1 and matrix 
metalloproteinase 9 with metastasis in nasopharyngeal 
carcinoma. Cancer. 2000; 89:715-723.

10. Horikawa T, Yang J, Kondo S, Yoshizaki T, Joab I, 
Furukawa M, Pagano JS. Twist and epithelial-mesenchymal 
transition are induced by the EBV oncoprotein latent 
membrane protein 1 and are associated with metastatic 
nasopharyngeal carcinoma. Cancer Res. 2007; 67:1970-1978.

11. Li XP, Li G, Peng Y, Kung HF, Lin MC. Suppression of 
Epstein-Barr virus-encoded latent membrane protein-1 
by RNA interference inhibits the metastatic potential of 
nasopharyngeal carcinoma cells. Biochem Biophys Res 
Commun. 2004; 315:212-218.

12. Chen J, Dai F, Balakrishnan-Renuka A, Leese F, Schempp 
W, Schaller F, Hoffmann MM, Morosan-Puopolo G, 
Yusuf F, Bisschoff IJ, Chankiewitz V, Xue J, Ying K, 
Brand-Saberi B. Diversification and molecular evolution 
of ATOH8, a gene encoding a bHLH transcription factor. 
PLoS One. 2011; 6:e23005.

13. Fang F, Wasserman SM, Torres-Vazquez J, Weinstein B, 
Cao F, Li Z, Wilson KD, Yue W, Wu JC, Xie X, Pei X. The 
role of Hath6, a newly identified shear-stress-responsive 
transcription factor, in endothelial cell differentiation and 
function. J Cell Sci. 2014; 127:1428-1440.

14. Freire P, Vilela M, Deus H, Kim YW, Koul D, Colman H, 
Aldape KD, Bogler O, Yung WK, Coombes K, Mills GB, 
Vasconcelos AT, Almeida JS. Exploratory analysis of the 
copy number alterations in glioblastoma multiforme. PLoS 
One. 2008; 3:e4076.

15. Ying M, Wang S, Sang Y, Sun P, Lal B, Goodwin CR, 
Guerrero-Cazares H, Quinones-Hinojosa A, Laterra J, 
Xia S. Regulation of glioblastoma stem cells by retinoic 
acid: role for Notch pathway inhibition. Oncogene. 2011; 
30:3454-3467.

16. Antao Chang YC, Wenzhi Shen, Ruifang Gao, Wei 
Zhou, Yunping Luo, Na Luo, Dwayne Stupack, Rong 
Xiang. Abstract 1956: The basic helix-loop-helix (bHLH) 



Oncotarget26778www.impactjournals.com/oncotarget

transcriptional factor ATOH8 promotes the stemness of 
breast cancer cells via Oct4 and Nanog. Cancer Res. 2014; 
74; 1956.

17. Song Y and Guan X-Y. Abstract 3865: ATOH8 depletion 
can reprogram noncancer stem cells into cancer 
stem cells. Cancer Res. 2014; 74; 3865.

18. Song Y, Pan G, Chen L, Ma S, Zeng T, Man Chan TH, 
Li L, Lian Q, Chow R, Cai X, Li Y, Liu M, Zhu Y, Wong 
N, Yuan YF, Pei D, et al. Loss of ATOH8 Increases 
Stem Cell Features of Hepatocellular Carcinoma Cells. 
Gastroenterology. 2015; 149:1068-81.e5.

19. Yan M, Zhang Y, He B, Xiang J, Wang ZF, Zheng FM, Xu 
J, Chen MY, Zhu YL, Wen HJ, Wan XB, Yue CF, Yang N, 
Zhang W, Zhang JL, Wang J, et al. IKKalpha restoration 
via EZH2 suppression induces nasopharyngeal carcinoma 
differentiation. Nat Commun. 2014; 5:3661.

20. Rosenbloom KR, Sloan CA, Malladi VS, Dreszer TR, Learned 
K, Kirkup VM, Wong MC, Maddren M, Fang R, Heitner SG, 
Lee BT, Barber GP, Harte RA, Diekhans M, Long JC, Wilder 
SP, et al. ENCODE data in the UCSC Genome Browser: year 
5 update. Nucleic Acids Res. 2013; 41:D56-63.

21. Yoshizaki T, Kondo S, Wakisaka N, Murono S, Endo K, 
Sugimoto H, Nakanishi S, Tsuji A, Ito M. Pathogenic role 
of Epstein-Barr virus latent membrane protein-1 in the 
development of nasopharyngeal carcinoma. Cancer Lett. 
2013; 337:1-7.

22. Stunz LL, Bishop GA. Latent membrane protein 1 and the 
B lymphocyte-a complex relationship. Crit Rev Immunol. 
2014; 34:177-198.

23. Christensen J, Agger K, Cloos PAC, Pasini D, Rose S, 
Sennels L, Rappsilber J, Hansen KH, Salcini AE, Helin 
K. RBP2 belongs to a family of demethylases, specific 
for tri- and dimethylated lysine 4 on histone 3. Cell. 2007; 
128:1063-1076.

24. Cao R, Zhang Y. The functions of E(Z)/EZH2-mediated 
methylation of lysine 27 in histone H3. Curr Opin Genet 
Dev. 2004; 14:155-164.

25. Massari ME, Murre C. Helix-loop-helix proteins: regulators 
of transcription in eucaryotic organisms. Mol Cell Biol. 
2000; 20:429-440.

26. Rawnsley DR, Xiao J, Lee JS, Liu X, Mericko-Ishizuka 
P, Kumar V, He J, Basu A, Lu M, Lynn FC, Pack M, 
Gasa R, Kahn ML. The transcription factor Atonal 
homolog 8 regulates Gata4 and Friend of Gata-2 
during vertebrate development. J Biol Chem. 2013; 
288:24429-24440.

27. Inoue C, Bae SK, Takatsuka K, Inoue T, Bessho Y, 
Kageyama R. Math6, a bHLH gene expressed in the 
developing nervous system, regulates neuronal versus glial 
differentiation. Genes Cells. 2001; 6:977-986.

28. Ross MD, Martinka S, Mukherjee A, Sedor JR, Vinson 
C, Bruggeman LA. Math6 expression during kidney 

development and altered expression in a mouse model of 
glomerulosclerosis. Dev Dyn. 2006; 235:3102-3109.

29. Lynn FC, Sanchez L, Gomis R, German MS, Gasa R. 
Identification of the bHLH factor Math6 as a novel 
component of the embryonic pancreas transcriptional 
network. PLoS One. 2008; 3:e2430.

30. Yao J, Zhou J, Liu Q, Lu D, Wang L, Qiao X, Jia W. Atoh8, 
a bHLH transcription factor, is required for the development 
of retina and skeletal muscle in zebrafish. PLoS One. 2010; 
5:e10945.

31. Kautz L, Meynard D, Monnier A, Darnaud V, Bouvet R, 
Wang RH, Deng C, Vaulont S, Mosser J, Coppin H, Roth 
MP. Iron regulates phosphorylation of Smad1/5/8 and gene 
expression of Bmp6, Smad7, Id1, and Atoh8 in the mouse 
liver. Blood. 2008; 112:1503-1509.

32. Rhodes DR, Yu J, Shanker K, Deshpande N, Varambally 
R, Ghosh D, Barrette T, Pandey A, Chinnaiyan AM. 
ONCOMINE: a cancer microarray database and integrated 
data-mining platform. Neoplasia. 2004; 6:1-6.

33. Wesseling J, van der Valk SW, Hilkens J. A mechanism 
for inhibition of E-cadherin-mediated cell-cell adhesion by 
the membrane-associated mucin episialin/MUC1. Mol Biol 
Cell. 1996; 7:565-577.

34. Savagner P. The epithelial-mesenchymal transition (EMT) 
phenomenon. Ann Oncol. 2010; 21 Suppl 7:vii89-92.

35. Vuoriluoto K, Haugen H, Kiviluoto S, Mpindi JP, Nevo 
J, Gjerdrum C, Tiron C, Lorens JB, Ivaska J. Vimentin 
regulates EMT induction by Slug and oncogenic H-Ras and 
migration by governing Axl expression in breast cancer. 
Oncogene. 2011; 30:1436-1448.

36. Pankov R, Yamada KM. Fibronectin at a glance. Journal of 
Cell Science. 2002; 115:3861-3863.

37. Song LB, Zeng MS, Liao WT, Zhang L, Mo HY, Liu WL, 
Shao JY, Wu QL, Li MZ, Xia YF, Fu LW, Huang WL, 
Dimri GP, Band V, Zeng YX. Bmi-1 is a novel molecular 
marker of nasopharyngeal carcinoma progression and 
immortalizes primary human nasopharyngeal epithelial 
cells. Cancer Research. 2006; 66:6225-6232.

38. Chan SY, Choy KW, Tsao SW, Tao Q, Tang T, Chung GT, 
Lo KW. Authentication of nasopharyngeal carcinoma tumor 
lines. Int J Cancer. 2008; 122:2169-2171.

39. Strong MJ, Baddoo M, Nanbo A, Xu M, Puetter A, Lin 
Z. Comprehensive high-throughput RNA sequencing 
analysis reveals contamination of multiple nasopharyngeal 
carcinoma cell lines with HeLa cell genomes. J Virol. 2014; 
88:10696-10704.

40. Yang K, Tang Y, Habermehl GK, Iczkowski KA. Stable 
alterations of CD44 isoform expression in prostate cancer 
cells decrease invasion and growth and alter ligand binding 
and chemosensitivity. BMC Cancer. 2010; 10:16.

41. Wang ZF, Lin S, Li JLJ, Xu ZH, Yao H, Zhu X, Xie D, 
Shen Z, Sze J, Li K, Lu G, Chan DTM, Poon WS, Kung 



Oncotarget26779www.impactjournals.com/oncotarget

HF, Lin MCM. MYC Protein Inhibits Transcription of 
the MicroRNA Cluster MC-let-7a-1 similar to let-7d via 
Noncanonical E-box. Journal of Biological Chemistry. 
2011; 286:39703-39714.

42. Huang DW, Sherman BT, Lempicki RA. Systematic 
and integrative analysis of large gene lists using DAVID 
bioinformatics resources. Nat Protoc. 2009; 4:44-57.

43. Chakrabarti SK, James JC, Mirmira RG. Quantitative 
assessment of gene targeting in vitro and in vivo by the 
pancreatic transcription factor, Pdx1. Importance of 
chromatin structure in directing promoter binding. J Biol 
Chem. 2002; 277:13286-13293.


