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ABSTRACT
To study the mechanisms of gastric tumorigenesis, we have established CSN cell
line from human normal gastric mucosa, and CS12, a tumorigenic and invasive gastric
cancer cell line from CSN passages. Many stem cell markers were expressed in both
CSN and CS12 cells, but LGR5 and NANOG were expressed only in CS12 cells. Increased
expression of homeobox A13 (HoxA13) and its downstream cascades was significant
for the tumorigenic activity of CS12 cells, and was associated with recruitment of
E2F-1 to HoxA13 promoter accompanied with increased trimethylation of histone H3
lysine 4 (H3K4me3) at the hypomethylated E2F motifs. Knockdown of HoxA13 caused
the downregulation of long non-coding RNA HOTTIP and insulin growth factor-binding
protein 3 (IGFBP-3) genes, indicating that both were targets of HoxA13. Concurrent
regulation of HoxA13-HOTTIP was mediated by the mixed lineage leukemia-WD repeat
domain 5 complex, which caused the trimethylation of H3K4 and then stimulated cell
proliferation. HoxA13 transactivated the IGFBP-3 promoter through the HOX-binding

www.impactjournals.com/oncotarget

36049

Oncotarget

site. Activation of IGFBP-3 stimulated the oncogenic potential and invasion activity.
Increased expression of HoxA13 (63.2%) and IGFBP-3 (28.6%) was detected in
human gastric cancer tissues and was found in the gastric cancer data of The Cancer
Genome Atlas. Taken together, the HoxA13–HOTTIP–IGFBP-3 cascade is critical for
the carcinogenic characteristics of CS12 cells.

INTRODUCTION

the expression of multiple 5′-HoxA genes [19]. Recent
reports have shown that HOTTIP is associated with
cancer metastasis and is a negative prognostic factor in
patients with liver and tongue cancer [20, 21]. In addition,
HOTTIP expression promotes cancer progression and drug
resistance by regulating HoxA13 in pancreatic cancer [22].
Another study shows that HOTTIP increases pancreatic
cancer cell proliferation, survival, and migration through
HoxA family genes other than HoxA13 [23].
The insulin-like growth factor-binding protein-3
(IGFBP-3) influences several molecular mechanisms or
signaling pathways that determine cell death or survival,
particularly in the context of cancer. Whereas the biological
activity of IGFBP-3 is attributed in part to its ability to bind
and neutralize insulin-like growth factors (IGF), thereby
inhibiting IGF receptor (IGFR) activation, there is other
evidence that IGFBP-3 also has intrinsic IGF- or IGF1Rindependent effects that influence cell fate. IGFBP-3
inhibits cell growth and apoptosis in some circumstances
but stimulates cell growth and survival in others
[24–26]. IGFBP-3 is known to bind nuclear receptors
of retinoic acid, vitamin D, peroxisome proliferatoractivated receptor γ, nuclear hormone receptor 77, and
epidermal growth factor receptors as well as the protein
kinase catalytic subunits of DNA repair enzymes [25].
IGFBP-3 is known as a transcriptional target of the tumor
suppressor protein p53, which modulates IGFBP-3 [26, 27].
However, the relationship between HoxA13 and IGFBP-3
remains elusive.
The progression of gastric cancer is recognized as a
multistep process that involves the activation of oncogenes
and inactivation of tumor suppressor genes [28, 29]. We
have previously established a nonmalignant gastric cell
line, CSN, from the stomach mucosa of a patient with
mild gastritis, which exhibits features of stem/progenitor
cells [30]. After a prolong expansion of CSN cells, a
tumorigenic subline CS12 was generated, which exhibited
anchorage-independent growth, xenograft tumor formation
in nude mice, duplication of the short arm of chromosome
7 (7p15.1–15.3 and 7p22.1–22.3) on chromosome 12,
and increased expression of HoxA cluster genes when
compared with the nontumorigenic CSN cells [31]. Thus,
the increased expression of HoxA genes may contribute
to gastric tumorigenesis. Here, we examined the role of
HoxA13 in contributing to the cancerous characteristics of
CS12 cells and identified the HoxA13-HOTTIP-IGFBP-3
axis as the underlying mechanism.

Homeobox genes are known as the transcriptional
regulators of mammalian embryogenic development and
are deregulated in tumorigenesis. There are few known
direct targets of Hox proteins, and their mechanism of
regulation is incompletely understood. The homeobox A13
(HoxA13) gene is the most posterior of the HOX clusters
in 7p15.2. This gene is expressed in the genital tubercle
during embryogenesis [1, 2] and plays an essential role
in skeletogenesis, interdigital programmed cell death, and
cell sorting of autopod formation. The loss of HoxA13
function in mice causes missing phalanx elements and
affects the carpal and tarsal regions [3]. In humans,
mutations in HoxA13 are associated with dominantly
inherited hand–foot–genital syndrome (HFGS; OMIM
#140000) [4, 5] and Guttmacher syndrome (GS; OMIM
#176305), which include limb and genitourinary
abnormalities [6, 7]. Similar malformations have also been
observed in the spontaneous mouse mutants, hypodactyly
[8], and in engineered HoxA13 -null mouse models
[9, 10]. HoxA13 is essential for placental vascular
patterning and labyrinth endothelial specification through
direct regulation of tyrosine kinase with immunoglobulinlike and epidermal growth factor-like domain 1 and
forkhead box F1 [11].
The role of HoxA13 in cancer progression has been
reported in hepatocarcinogenesis [12], especially in the
liver stem-like cell lines [13], and in prostatic neoplasia
[14], leukemogenesis [15], and esophageal squamous cell
carcinoma [16]. HoxA13 is a prognostic marker of the
aggressive phenotype of gastric cancer [17]. However,
the mechanism underlying HoxA13-mediated gastric
carcinogenesis and progression of gastric cancer is unclear.
Long noncoding RNAs (lncRNAs) that do not
encode proteins are defined as transcripts containing > 200
nucleotides. lncRNAs account for more than 90% of
the transcriptome and are typically transcribed by RNA
polymerase II. They play an essential role in the control
of gene expression involved in various physiological
processes, including development, differentiation, and
metabolism [18]. HOTTIP lncRNA is located at the 5′-end
of the HoxA cluster and is associated with the polycomb
repressive complex 2 (PRC2) and WD repeat domain 5
(WDR5) [19]. The interaction between HOTTIP and
the WDR5–mixed lineage leukemia (MLL) complex
increases histone H3 lysine 4 trimethylation and activates
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RESULTS

We next examined the pluripotency of CS12 cells by
inducing teratoma formation. CS12 differentiated into cells
including osteoblasts, muscle cells, and megakaryocytes
that were derived from two germ layers (Supplementary
Figure 2E). Neither CSN nor CS12 cells stained positively
for alkaline phosphatase (data not shown), suggesting that
CSN and CS12 cells were not pluripotent stem cells.

CS12 cells exhibited more aggressive cancerous
features than CSN cells
To characterize the cancerous features of CS12
cells in vitro, cell growth, colony formation, cell motility,
and chemoresistance between CSN and CS12 cells, were
compared. A trypan blue dye exclusion assay showed
that CS12 cells proliferated more rapidly than CSN cells
(Figure 1A). A colony-formation assay showed that CS12
(5 × 104 cells) generated about 200 colonies, but CSN
cells did not produced any colonies (Figure 1B). Cellcycle analysis showed that 27%–32% of CS12 cells were
in S-phase, whereas only 18%–22% of CSN cells were
in S-phase (Figure 1C). All data were consistent with
the more proliferative nature of CS12 cells. A Transwell
invasion assay demonstrated that both the invasion and
the migration efficiencies were 1.4-fold higher in CS12
cells than in CSN cells (Figure 1D), which showed
that CS12 exhibited increased migration and invasion
activities. These findings were supported by the elevated
expression of matrix metalloproteinase (MMP) and
epithelial to mesenchymal transition (EMT) genes, such
as Snail and Zeb 1 in CS12, but not the expression of
Twist (Supplementary Figure 1A). Their sensitivity
to 5-fluorouracil, a common anticancer drug used for
treatment of gastric cancer [32], was examined. The results
showed that CS12 were more resistant to 5-fluorouracil
than CSN cells (Figure 1E). Their in vivo tumorigenicity
was examined using a xenograft transplantation test
and only CS12 cells generated tumors in SCID mice
(Figure 1F) consistent with previous findings [30, 31]. The
tumor showed 10% malignant cells that contained little
cytoplasm (Supplementary Figure 1B). Taken together,
these data indicate that CS12 cells exhibit more cancerous
characteristics than CSN cells.

Upregulation of HoxA13 was critical for the
tumorigenic properties of CS12 cells
We previously reported that CS12 cells exhibited
duplicated chromosome 7 short arm where HoxA genes
reside [4]. Both the qPCR and western blot data showed
that HoxA13 was 4.7- to 15-fold upregulated in CS12 than
in CSN cells (Figure 2A and 2B). These results suggested
that HoxA13 was upregulated through mechanisms other
than simply duplicated gene dosage.
Because of the oncogenic role of HoxA13, we
suspect that high expression of HoxA13 may contribute
to gastric tumorigenesis of CS12 from CSN cells. To test
this hypothesis, HoxA13 expression was knocked down in
CS12 cells and then the cell growth, cell mobility, colony
formation, and tumor formation in SCID mice were
examined. Knockdown by HoxA13 siRNA significantly
reduced HoxA13 expression at protein (Figure 3A) and
mRNA (Figure 3B) levels, but the scrambled siRNA and
off-target C-Jun siRNA did not affect the expression of
HoxA13. After knockdown of HoxA13 expression in
CS12 cells, the cell proliferation activity (Figure 3C)
and colony formation ability (Figure 3D) were reduced
by about 50%. The migration and invasion activities of
HoxA13-knockdown CS12 cells were decreased to around
30% of controls (Figure 3E and 3F). Knockdown of
HoxA13 expression induced by shHoxA13 lentivirus also
significantly impaired tumor formation ability of CS12
cells in SCID mice (Figure 3G and 3H). Hematoxylin and
eosin staining of tumor sections demonstrated that tumor
regions shrank by knockdown of HOXA13 (Figure 3H).
These results indicate that elevated HoxA13 expression is
critical for the cancerous features of CS12 cells.

Differential expression of stemness genes and
pluripotency in CSN and CS12 cells
Acquired chemoresistance and EMT are wellknown as hallmarks of cancer stem cell-like cells
[32, 33]. Both CS12 and CSN cells express OCT4
stemness genes [30, 31]. Here, we further characterized
whether CS12 possessed typical stem cell features.
Immunofluorescence analysis showed the expression of
stemness markers including OCT4, SOX2, KLF4, SSEA3, SSEA-4, TRA-1-60, and TRA-1-81 in both CSN and
CS12 cells, but LGR5 and NANOG were only detected
in CS12 cells (Supplementary Figure 2A, 2B and 2C).
Semiquantitative reverse transcription-polymerase chain
reaction (RT-PCR) analysis showed that the transcript
levels of SOX2, NANOG, hTERT, and REX1 were
significantly higher in CS12 compared with CSN cells
(Supplementary Figure 2D). These data suggest that CS12
cells exhibit more stem-like cell characteristics.
www.impactjournals.com/oncotarget

Hypomethylation of the HoxA13 promoter at the
p53/E2F-binding site in CS 12 cells
To investigate the mechanism underlying HoxA13
overexpression in CS12 cells, we first examined the DNA
methylation of HoxA13 promoter by sodium bisulfite
conversion followed by pyrosequencing analysis. The
results showed a decreased DNA methylation (ratio; 0.1
vs 0.32) at the CpG position 191 of HoxA13 promoter
in CS12 when compared with CSN cells (Figure 4A).
Notably, the CpG position 191 is a composite p53/E2Fbinding site (27,200,830; designated as the E1 site)
(Figure 4B). To examine the differential binding of
p53 and E2F1 at this position in CS12 and CSN cells,
chromatin immunoprecipitation (ChIP) assays were
36051
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Figure 1: Comparative features of CSN and CS12 cells. (A) Cell proliferation of CSN and CS12 cells. The mean number of cells

(trypan blue dye-exclusion test) was determined for five independent plates. CSN and CS12 cells were starved in MEMα containing 0.1%
FCS for 24 h and then replated in MEMα containing 10% FCS and cultured for 5 days. (B) Colony formation of CSN and CS12 cells.
Cells were plated in gelatin-coated dishes and colonies with a diameter > 2 mm were counted 2 weeks later. (C) Serum-starved cells were
cultured in DMEM containing 10% FCS for 18 h, stained with PI, and subjected to flow cytometric analysis to determine the percentage of
cells in each cell cycle. (D) The percentage of invasion and migration was calculated based on the ratio of the number of invading cells vs
the total number of CSN and CS12 cells used in inoculation. (E) The drug resistance capacity of CS12 cells was measured as the survival
rate of cells when exposed to drug such as 5FU. (F) Tumor sizes with time in SCID mice subcutaneously injected with CS12 cells and CSN
normal cells. CS12 cells, not CSN cells, form tumors. Data in A–E were derived from five independent experiments and are presented as
mean ± SEM (two-tailed Student t test; * p < 0.05; ** p < 0.01).
www.impactjournals.com/oncotarget
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conducted. The results showed that recruitment of p53 to
the E1 site of HoxA13 promoter was decreased in CS12
cells, whereas the interaction between E2F1 and E1 site
was increased (Figure 4C). The recruitment of RB1 was
similar in CSN and CS12 cells and the nonspecific (NS)
site in the HOXA13 promoter did not recruit p53 or E2F1.
Thus, the recruitment of E2F-1 to the E1 site is critical
for the activation of HoxA13 promoter in CS12 cells.
In attempt to confirm this observation further, we
performed the forced expression of E2F-1 to observe the
enhanced expression of HoxA13 promoter. We generated
the HoxA13 promoter-luciferase constructs of wild type(WT-) and its E1 mutant (mE1)-promoter luciferase
and examined the effects of E2F-1. The expression of
WT- HoxA13 promoter was more greatly increased by
overexpression of E2F-1 than that of mE1 mutant promoter
in CS12 cells (Figure 4D) and CSN cells (Supplementary
Figure 3A). Thus, a decrease of p53 binding at the E1
site by ChIP assay was consistent with the reduction of
p53 and p21 expression in CS12 cells (Supplementary
Figure 4A and 4B). By contrast, further addition of p53
significantly repressed the expression of WT- HoxA13
promoter in CSN cells (Supplementary Figure 3B) and

the transactivation activity of p53 and the p53-regulated
p21Cip1 promoter activity were also decreased in CS12
when compared with those in CSN cells (Supplementary
Figure 4C and 4D). These results suggest that expression
of E2F-1 was increased and expression of p53 was
decreased in CS12 cells as compared with CSN cells.
These results were consistent with the increase of S phase
in CS12 compared with CSN cells (Figure 1C).

Differential recruitment of DNA/histone
methyltransferases and altered histone
modification at the E1 site of HoxA13 promoter
Because the hypomethylation at the E1 site of
HoxA13 promoter was found in CS12 cells, we next
conducted ChIP assays to compare the recruitment of DNA
methyltransferases to the E1 site in CS12 and CSN cells.
The results showed that the recruitment of DNMT1 and
DNMT3b to the E1 site was one-half to one-third lower in
CS12 than in CSN cells (Figure 4E), supporting the observed
hypomethylation of HoxA13 promoter even though the
expression of DNMT1 and DNMT3b was 1.8-fold higher
in CS12 cells than in CSN cells (Supplementary Figure 5).

Figure 2: Comparative expression of HOXA family in CSN and CS12 cells. (A) Comparative mRNA expression of HOXA

family genes in CSN and CS12 cells was examined by semiquantitative RT-PCR as shown in the Materials and Methods. The data
were derived from five independent experiments, and are presented as mean ± SEM (two-tailed Student’s t test; **p < 0.01). Relative
expression was calculated by normalization of the HoxA4 mRNA in CSN cells as 1.0. (B) Comparative expression of HoxA7, HoxA9 and
HoxA13 proteins was examined by western blot in CSN and CS12 cells. The intensity of bands in western blotting was quantitated using
GeneTools (Syngene USA, Frederick, MD, USA) and Image Lab software (Bio-Rad). The relative intensity of each band was calculated by
normalization of the corresponding band image of CSN as 1.0.
www.impactjournals.com/oncotarget

36053

Oncotarget

Figure 3: Effect of HoxA13 knockdown in tumorigenicity of CS12 cells. (A) Expression of HoxA13 was examined by western

blot in CS12 cells treated with siRNA against HoxA13, c-Jun, IGFBP-3, or scrambled control as described in the Materials and Methods.
(B) Expression of mRNA levels of the HOX family was examined by qPCR as described in the Materials and Methods. The level of HoxA1
mRNA in scramble siRNA treated CS12 cells was considered to be 1.0. (C) The effects of siRNA-HoxA13 on cell growth in CS12 cells were
assessed as described in the Materials and Methods. (D) The effects of siRNA-HoxA13 on colony formation in CS12 cells was assessed as
described in Figure 1B. The effects of siRNA-HoxA13 on migration (E) and invasion (F) activities were assessed as described in Figure 1D.
(G) The effects of the siRNA-HoxA13 on tumor formation. The siRNA-HoxA13 and scramble RNA were introduced into CS12 cells (5 × 106 ),
and then the cells were injected subcutaneously into male SCID mice as described in the Materials and Methods, and the tumor size was
measured. (H) Representative image of the tumor. All data in B–G were derived from six independent experiments and are presented as
mean ± SEM (two-tailed Student t test; *p < 0.05, **p < 0.01).
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Figure 4: DNA methylation of E1 site in CpG islands of HoxA13 promoter. (A) DNA methylation analysis of HoxA13

promoter. The relative extent of DNA methylation is indicated as intensity; complete methylation with a value of 1.0 is shown as green
and hypomethylation is indicated by yellow dots. The red circle shows significant difference in DNA methylation at CpG 11 (1,431–13
segment) of the HoxA13 promoter. N: CSN cells; 12; CS12 cells. NA indicates not added. (B) Schematic representation of the promoter
region of HoxA13 gene. The differential methylated CpG 11 site was found to be the p53/E2F-1 binding site (E1 site; -823 to -803 bp).
A nonspecific site (NS; gray square) for ChIP-qPCR was assigned at −1,124 to −1,102 (bp). +1 indicates the transcriptional start site.
(C) ChIP–qPCR analysis of p53, E2F-1, RB-1, and IgG (negative control) was performed in CSN and CS12 cells as described in the
Materials and Methods. Input DNA (1/20-fold) was also analyzed. (D) Luciferase-linked wild type (WT) or mE1 mutant-promoter, control
pGL4, and various amounts (0, 50, 100, 200, and 300 ng) of pCMV-SPORT6-E2F-1 were transfected into CS12 cells, and luciferase activity
was measured as described in the Materials and Methods. (E) ChIP–qPCR analysis using antibodies against DNA methyltransferase family
members, methylated histones, and the WDR5–MLL complex were performed in CSN and CS12 cells. Input DNA (1/20-fold) was also
analyzed. The data C-E are presented as mean ± SEM (two-tailed Student t test; *p < 0.05, **p < 0.01).
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expression significantly activated IGFBP-3 promoter
activity (Figure 6C). However, this transactivation was
impaired by mutation of two putative HOX-binding sites
on the IGFBP-3 promoter. These results confirmed that
IGFBP-3 was a HOXA13 target gene. We also examined
the effect of HoxA13 on the expression of IGFBP-3 in
HoxA13 siRNA transfected CS12 cells and found that
HoxA13 siRNA reduced the expression of IGFBP-3 by
80 to 85%, but scramble and off-target siRNA did not
show the significant reduction (Figure 6D). To search for
IGFBP-3 mediated cancer related activity, we constructed
IGFBP-3 siRNA. The expression of IGFBP-3 in IGFBP-3
siRNA-transfected CS12 cells was significantly reduced,
but the scrambled and off-target siRNA did not change
the expression of IGFBP-3 (Figure 6E). Importantly,
siRNA against IGFBP-3 reduced cell growth of CS12 cells
significantly, but scrambled siRNA did not reduce cell
growth (Figure 6F). Knockdown of IGFBP-3 also reduced
migration (Figure 6G) and invasion (Figure 6H) activities
of CS12 cells. These results suggest that IGFBP-3 is
critical for the cancerous features of CS12 cells.

Next, we examined the recruitment of MLL1 and
WDR5 and the methylation of histone H3 at the E1 site in
CS12 and CSN cells because the previous study showed
that MLL1/WDR5 complex mediates trimethylation of
histone H3 lysine 4 (H3K4me3) at the 5′- HoxA cluster
and activates HOXA gene expression. The results showed
that MLL1 and WDR5 densely occupied at the E1 site but
not at the NS site, which was coincident with increased
H3K4me3 and HoxA13 expression in CS12 but not in
CSN cells (Figures 2 and 4E).

The recruitment of lncRNA HOTTIP was
involved in the upregulation of HoxA13 in
CS12 cells
The recruitment of the WDR5–MLL complex to the
5′-end HOXA cluster is mediated by the lncRNA HOTTIP
[19, 20]. The q-PCR results showed that the expression
level of HOTTIP was 17.8–25.1-fold higher in CS12 cells
than in CSN cells (Figure 5A). However, the expression
level of HOTARMI, the lncRNA resides on the 3′-end
HoxA cluster, was similar between both cells. Interestingly,
another lncRNA H19 was also highly expressed in CS12
cells.
To confirm the involvement of HOTTIP in the
upregulation of HoxA13 in CS12 cells, siRNA against
HOTTIP was introduced to reduce the HOTTIP, but not the
H19 RNA levels (Figure 5B). Upon HOTTIP knockdown,
the expression of 5′-end HOXA genes including HoxA13
were reduced in CS12 cells when compared with the effect
of control siRNA (Figure 5C). ChIP analyses showed that
both the recruitment of WDR5 and MLL1 and the level
of H3K4me3 at the E1 site, but not at the NS site, were
decreased in CS12 cells after HOTTI knockdown (Figure
5D). In addition, the recruitment of DNMT3b, but not
DNMT1, was restored by HOTTIP knockdown at the E1
site. Thus, HOTTIP might affect the recruitment of DNA
methyltransferase DNMT3b but not DNMT1. These
results demonstrated that HOTTIP was involved in the
upregulation of HoxA13 in CS12 cells.

Increased expression of HoxA13 and IGFBP-3 in
human gastric cancer
The expression of HoxA13 was examined by
immunohistochemistry (IHC) in gastric cancer obtained
from 57 patients. HoxA13 was detected in 73.7% (42/57)
of these samples (Figure 7A and 7B). The expression of
IGFBP-3 was stained for 28 specimens and the positive
rate was 50.0% (14/28). By scoring expression levels
(0 to 7) by positivity and intensity of IHC staining, HoxA13
and IGFBP-3 were highly expressed (score ≥ 4) in 63.2%
(36/57) and 28.6% (8/28), respectively, of these gastric
cancer specimens (Supplementary Table 1). We also
analyzed HoxA13 and IGFBP-3 expression using the gastric
cancer data of The Cancer Genome Atlas and found that
both genes were overexpressed (Supplementary Figure 6).

DISCUSSION

IGFBP-3 was a HoxA13 downstream target
and was important for the cancerous features of
CS12 cells

We found DNA hypomethylation at the p53–E2F-1
responsive element (E1 site) of the HoxA13 promoter in
CS12 cells when compared with CSN cells, together with
increased recruitment of E2F, but exclusion of p53 binding
at the E1 site, which were consistent with increased
HoxA13 expression in CS12 cells. Forced expression of
E2F-1 activated, but p53 inhibited HoxA13 promoter in
CS12 and CSN cells (Figure 4D, Supplementary Figure 3).
The identification of differential DNA methylation at
the E1 site of the HoxA13 promoter in CSN and CS12
cells is a new finding, which provides a mechanism to
explain the upregulation of HoxA13 expression during
the development of gastric cancer (Figure 2). Moreover,
expression of HoxA13 was observed in gastric cancer
specimen (Figure 7A, Supplementary Figure 6, and

To investigate the mechanism underlying HoxA13
downstream genes including those for Annexin A2
(ANXA2) [34, 35] and IGFBP-3. siRNA against HoxA13
decreased the expression of HOTTIP, H19, IGFBP-3,
and ANXA2 in CS12 cells (Figure 6A). The endogenous
expression of IGFBP-3 was about two- to threefold higher
in CS12 than in CSN cells (Figure 6B). To verify the effect
of HoxA13 on IGFBP-3 expression, IGFBP-3 promoter
was cloned to a luciferase reporter, and then cotransfected
with a HoxA13 expressing construct or vector control
into CSN cells. The results showed that ectopic HoxA13
www.impactjournals.com/oncotarget
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Figure 5: The epigenetic role of HOTTIP in the E1 site of HoxA13 promoter. (A) Relative expression of long noncoding

RNA (lncRNA) in CSN and CS12 cells. The expression of lncRNA in CSN cells was taken as 1.0. (B) Effect of siRNA to HOTTIP on
the expression of lncRNAs in CSN and CS12 cells. (C) Effect of siRNAs to HOTTIP on the expression of the HOXA gene family. Each
expression of siRNA-GFP treated CS12 cells was taken as 1.0. (D) Effect of siRNA-HOTTIP on recruitment of DNA methyltransferases,
WDR5, MML1, and methylation of histones at the E1 and NS sites of the HoxA13 promoter. Each expression of siRNA-GFP treated cells
was taken as 1.0. All data are presented as mean ± SEM (two-tailed Student t test; **p < 0.01).
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Figure 6: IGFBP-3 and HOTTIP are downstream gene to HoxA13 in CS 12 cells. (A) Effect of siRNA-HoxA13 on mRNA

expression of IGFBP family and lncRNAs was examined by qPCR in CS12 cells. Each expression level of scramble-siRNA treated CS12
cells was considered to be 1.0. (B) Expression of IGFBP-3 protein was examined by western blot in CSN and CS12 cells. (C) The luciferase
constructs of WT-IGFBP-3 promoter and its mutant-IGFBP-3 promoter with various amounts of pcDNA3-HoxA13 (25 ng, 50 ng, 100 ng,
250 ng, and 500 ng) were transfected into CS12 cells. Two days after transfection, cells were harvested and luciferase activity was measured
as described in the Materials and Methods. The luciferase activity of m-IGFBP-2 promoter-luciferase in the presence of 25 ng of pcDNA3HoxA13 was considered to be 1.0. (D) Expression of IGFBP-3 in CS12 cells treated with siRNA-HoXA13 or scramble or off target siRNA
was assessed as described in Materials and Methods. (E) Expression of IGFBP-3 in CS12 cells treated with siRNA-IBGBP-3 or scrambled
siRNA was examined by western blot. (F) The effect of siRNA-IGFBP-3 on cell growth in CS12 cells was assessed as described in the
Materials and Methods. (G), (H) The effect of siRNA to IGFBP-3 on migration (G) and invasion (H) activities was assessed in described
in the Materials and Methods. The value of CS12 was considered to be 1.0. Data were derived from five independent experiments and
presented as mean ± SEM (two-tailed Student t test; *p < 0.05, **p < 0.01).
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Figure 7: Expression of HoxA13 and IGFBP-3 in specimens of gastric cancer patients. (A, B) Representative

immunohistochemical staining shows strong (score > 4), weak (score < 2) and non (isotype control) expression of HoxA13 (A) and IGFBP-3 (B).
(C) Schematic representation of the HoxA13–HOTTIP–IGFBP-3 axis during the development of gastric cancer. EMT: epithelial
mesenchymal transition.
www.impactjournals.com/oncotarget
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Supplementary Table 1). One previous study reported that
increased HoxA13 expression was a poor prognostic factor
in gastric cancer [17], this study further demonstrated that
HoxA13 enhanced the migration and invasion ability of
gastric cancer cells.
The hypomethylation at the E1 site of the HoxA13
promoter in CS12 cells was concurrent with decreased
recruitments of the DNA methyltransferases DNMT1 and
DNMT3b (Figure 4E). In addition, increased binding of
WDR5 and MLL complex together with elevated levels
of H3K4me3 were observed at the E1 site, which were
dependent on increased HOTTIP expression in CS12 cells
(Figure 5D). These result showed that HOTTIP activated
HoxA13 expression through epigenetic mechanism
including DNA methylation and histone modification.
Interestingly, knockdown of HoxA13 led to a decrease of
HOTTIP expression (Figure 6), demonstrating a positive
feedback control of HoxA13 and HOTTIP expression.
More than 230 sequence-specific and specially
expressed lncRNAs have been reported to be associated
with the HOX gene family [39]. In liver, pancreas, and
tongue squamous cell cancers, HOTTIP is positively
associated with HoxA13 expression [20, 22, 23].
Up-regulation of HOTTIP is a negative prognostic
factor for hepatocellular carcinoma patients [20].
Overexpression of HOTTIP in human pancreatic cancers
increases cell proliferation, invasion, and EMT activity
[23]. These studies support the oncogenic role of HOTTIP,
which induces expression of another oncogene HoxA13 in
gastric cancer.
We identified both IGFBP-3 and HOTTIP are
the target genes of HoxA13 in gastric cancer. HoxA13
transactivated IGFBP-3 gene expression via Hox-binding
elements in the GFBP-3 promoter (Figure 6C). Despite
extensive investigation showing the involvement of
IGFBP-3 in cancers, it is not a currently used cancer
biomarker because it is debatable whether IGFBP-3 is upor down-regulated in cancers. In gastric cancer, IGFBP-3
has been reported to be a suppressor of migration,
invasion, and the EMT through suppression of invasive
factors including MMP14 and urokinase-type plasminogen
activator [40]. We here found contradictory results in
CS12 cells, where both the expression of IGFBP-3 and
cell migration were increased significantly. Besides,
knockdown of IGFBP-3 inhibited cell proliferation, colony
formation, migration, and invasion (Figure 6E–6G).
IGFBP-3 may potentiate gastric cancer cell division and
invasion that contradicts previous findings of its role as
a tumor suppressor [26]. There may be multiple factors
that can influence IGFBP-3 expression, and its expression
may have both positive and negative effects on tumor
development as reported previously [24, 25, 41].
OCT4 was expressed in CSN and CS12 cells,
indicating that both cell lines may have the stemness
characteristics [36]. However, only CS12 expressed
NANOG and LGR5 (Supplementary Figures 1A, 1B,
www.impactjournals.com/oncotarget

and 2C) and expressed higher levels of SOX2, NANOG,
REX1, and hTERT than CSN cells (Supplementary
Figure 2D). Only CS12 cells showed differentiation of
two germ layers and exhibited strong tumor formation
of xenografts in SCID mice (Supplementary Figure 2E).
Thus, we conclude that CS12 cells bear the cancer stem
cell-like characteristics including characteristic patterns
of cell proliferation, cell cycle progression, invasion and
migration, and drug resistance. However, CS12 cells are
not stem cells because the staining of alkaline phosphatase
is negative.
In conclusion, the previously established gastric
cancer CS12 cell line showed the characteristics of
stemness gene expression but was not fully pluripotent
because only two germ layers were differentiated. We
also identified the IGFBP-3 as the target of HoxA13 and
a positive regulator of gastric cancers. Both HoxA13 and
IGFBP-3 were overexpressed significantly in human gastric
cancer specimens of Taiwan (Supplementary Table 1)
and The Cancer Genome Atlas (Supplementary Figure 6).
Thus, the HoxA13–HOTTIP–IGFBP-3 axis might be an
oncogenic pathway in the gastric cancer and a potential
new oncotarget for gastric cancer therapy.

MATERIALS AND METHODS
Cell lines, reagents, and animals
Human gastric normal cells CSN and cancer cells
CS12 cells were cultured as described elsewhere [30]
with a slight modification to include Keratinocyte-SFM
(Gibco-Invitrogen Co., Carlsbad, CA, USA). 293T cells
were obtained from the RIKEN Cell Bank (Tsukuba,
Ibaraki, Japan) and were cultured in Dulbecco’s
modified Eagle’s minimal essential medium (DMEM)
(Gibco) supplemented with 10% charcoal-stripped
FBS (Gibco) with or without 1% penicillin and
streptomycin (Gibco). The animal welfare guidelines for
the care and use of laboratory animals were approved by
the Animal Care Committee of the RIKEN BioResource
Center in Japan, the National Laboratory of Animal Center
and the Kaohsiung Medical University in Taiwan.

Patient samples
This study enrolled patients with gastric cancers
from the Kaohsiung Medical University Hospital (KMUH)
from June 2010 to August 2013. The study of human
subjects was approved by the Institutional Review Board
of the KMUH (KMUHIRB-960343, Kaohsiung, Taiwan).
All patients gave their informed consent, and the ethics
and scientific committees of the participating institutions
approved the study. Tumor types were determined
according to the World Health Organization classification.
At the time of surgery, all tissue samples were immediately
flash-frozen in liquid nitrogen and stored at –80°C until
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use. Patient samples were stained with antibodies against
HoxA13 and IGFBP-3 as described elsewhere [30, 31].

assay was performed as described elsewhere [43]. Briefly,
cells were plated in duplicate at 5 × 102 or 5 × 103 cells
per gelatin-coated dish. Two weeks later, colonies with a
diameter > 2 mm were counted after staining with Giemsa
staining solution (Wako Chemical Co., Tokyo, Japan). For
analysis of the cell cycle [46], serum-starved cells were
cultured in DMEM containing 15% FBS and collected
at the indicated times. Harvested cells were stained
with propidium iodide (PI; 1 µg/mL), and subjected to a
fluorescence-activated analysis of DNA content in a flow
cytometer (EPICS XL-MCL; Beckman Coulter, Miami,
FL, USA).

Plasmids, small interference RNA (siRNA) and
short hairpin RNA (shRNA) lentivirus
The expression plasmids of human HoxA13 cDNA
and HoxA13 promoter were obtained from the RIKEN
DNA Bank (IRAK168L10; Tsukuba, Ibaraki, Japan) and
Active motif (NM000522.4; Carlsbad, CA, USA), and
inserted into the pcDNA3 (Invitrogen-Thermo Fisher
Scientific, Waltham, MA, USA) and pGL4 luciferase
vectors (Promega Corp., Madison, WI, USA), respectively,
to generate pcDNA–Flag–HoxA13 and HoxA13 promoterluciferase. The mutant of E1 of HoxA13 promoter was
generated by polymerase chain reaction (PCR) using the
primer of 5′-ATGAACAACCACCCTAACACAAC-3′.
Human IGFBP-3 promoter [–2,282 nucleotide (nt) to
+56 nt]-luciferase and its series of mutants were gifts by
Dr. T. Hanafusa (Okayama, Univresity) [27]. All constructs
were confirmed by DNA sequencing. The HoxA13
shRNA lentivirus, the GFP shRNA or scrambled shRNA
lentivirus were generated in 293T cells that had been
cotransfected with pCAG-HIVgp pCMV-VSV-G-RSVRev, and TRCN0000004881 (Academia Sinica, Taipei,
Taiwan) or PLKO.1-GFP (#30323; Addgene, Cambridge,
MA, USA) or scrambled control shRNA (Sigma-Aldrich,
St. Louis, MO, USA). Virus supernatants were collected
72 h after transfection, and particles were purified as
described [42]. The CS12 cells (1 × 106 ) were infected
with shRNA HoxA13 lentiviruses or scrambled shRNA at
a multiplicity of infection of 4. After cultivation for 3 days,
cells were injected into SCID mice (5 × 106 cells/spot). For
siRNA-mediated gene knockdown, cells were transfected
with negative control siRNA (Thermo Fisher Scientific,
D-001810-10-05) or the following specific siRNA-like
IGFBP-3-targeting siRNA (Ambion-Thermo Fischer,
s7227, s7228, s7229), HoxA13-targeting siRNA (AmbionThermo Fisher; s106130, s6785, 6886, 6787), HOTTIPtargeting siRNA (Sigma-Aldrich, LQ-011052-00-0002) or
c-JUN-targeting siRNA (Ambion-Thermo Fischer: s7658)
using Lipofectamine RNA/MAX reagents (Thermo Fisher)
[43–45]. All sequences were run on BLAST, to exclude
sequences that would suppress undesired genes and to
ensure specificity. The cells were harvested after 48 h of
incubation, and the effects of the compound alone on gene
expression were assessed.

Migration, invasion, and chmoresistance assays
Cells (1 × 104 cells) cultured in DMEM without
FBS were seeded in the upper Transwell plate coated
with or without matrix gel (Corning, Inc., NY, USA; 1
mg/mL). The lower plate contained DMEM plus 10%
FBS. Three days later, the cells on the lower plate of the
Transwell were fixed with 4% formaldehyde, stained with
1% crystal violet, and the cells were counted under a
microscope. Regarding chemoresistance assay, cells were
seeded in 96-well plates and incubated for 24 h, to allow
cell attachment. DMEM containing a serial dilution of
5-fuluorouracil (20 μg/mL) was added, and the cells were
incubated for an additional 48 h in 5% CO. Cell viability
was examined using the MTT assay.

Teratoma formation assay, alkaline phosphatase
and immunohistochemistry
Induced pluripotent stem cells (iPS-like cells)
(200 cells; one colony/spot) were injected
subcutaneously into the dorsal flank of severe combined
immunodeficiency (SCID) mice, as described elsewhere
[47]. The teratomas that formed after the injection were
fixed in 4% paraformaldehyde overnight and embedded
in paraffin. Sections were stained with hematoxylin and
eosin. Measurement of alkaline phosphatase activity
and immunocytochemistry were performed as described
elsewhere [47]. The antibodies used in this work were
listed in Supplementary Table 2.

Immunoprecipitation and western blotting
Immunoprecipitation and western blotting were
performed as described elsewhere [48, 49].

Cell proliferation, colony assay and cell cycle
analyses

Reverse transcriptase PCR (RT-PCR) and
quantitative polymerase chain reaction (qPCR)

The living cells were counted using the trypan
blue dye-exclusion method, and were analyzed by flow
cytometry to identify the sub-G population of cells [43].
MTT assay was assayed as followed to the manufacturers’
instructions as described elsewhere [44, 45]. A colony
www.impactjournals.com/oncotarget

Total RNA was extracted from cells using the TRIzol
reagent (Thermo Fisher scientific). RNA was reverse
transcribed to cDNA using a reverse transcription kit
(Promega). PCR was performed using the GoTaq® green
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master mix (Promega). qPCR was performed using the
Quantifast SYBR green PCR kit (Qiagen, Gaithersburg,
MD, USA) as described elsewhere [43–46]. Amplification
curves and gene expression were normalized to those of
β-actin or GAPDH which was used as an internal control.
The primers used for qPCR are listed in the Supplementary
Tables 3–6.

chloroform, precipitated in ethanol, and analyzed by
real-time PCR using the Power SYBR Green Master Mix
(Invitrogen). The PCR conditions consisted of 1 cycle of
2 min at 50°C and 1 cycle of 10 min at 95°C followed
by 40 cycles of 95°C for 15 sec, and 55–60°C for 60 sec.
The primers used in these experiments are shown in the
Supplementary Table 7.

Transient transfection and luciferase assay

Statistical analysis

Transient transfection and luciferase assay were
performed as described [43–46]. Cells were plated into
each well of a 12-well plate and cultured for 24 h. The
cells were then cotransfected with the indicated amount
of constructs carrying the IGFBP3-promoter, HoxA13promoter-luciferase reporters and with or without
increasing dose of HoxA13, using Lipofectamine 2000
(Invitrogen). The total amount of transfected DNA was kept
constant at 1 μg/well by the addition of pBluescript. After
48 h or the indicated period of incubation, the cells were
harvested and the activities of luciferase were measured in
an illuminometer (Berthold Technologies GmbH and Co.
KG, Bad Wildbad, Germany) using the Dual-Luciferase
Reporter Assay System (Promega). Luciferase activity
values were normalized to transfection efficiency.

The data are presented as the mean ± SEM from
triplicate experiments and additional replicates as
indicated. Significance was assessed using two-way
ANOVA (P < 0.0001) followed by two-tailed student’s
t- tests. Survival analysis was performed using the
Kaplan–Meier method, and the curves were compared
using the log-rank test. A P value < 0.05 was considered
statistically significance.

ACKNOWLEDGMENTS
We thank Y.-L. Lee, H.C. Huang and H.Y. Tseng
of Welgene Biotech for RNA sequencing work and
Drs. M. Noguchi, K. Kato, and K. Nagata for confirming
the data and discussion.

Quantitative DNA methylation analysis by mass
ARRAY epityping

FUNDING
This work was supported by the grants from the
Ministry of Science and Technology (MOST-104-2320-B037-033-My2; MOST-104-2314-B-037-002; MOST-1042314-B-037-043); the National Health Research Institutes
(NHRI-Ex104-10416SI); and a Kaohsiung Medical
University grant (KMU-TP103A04, KMU-TP104G00,
KMU-TP104G01, KMU-TP104G04, KMU-TP104E23,
KMU-DT104001, KMU-DT104001).

High molecular weight DNA was isolated from CSN
and CS12 cells using the PureGene kit from Qiagen (Hilden,
Germany). Bisulfite conversion was performed by using the
EZ DNA Methylation-Gold kit (Zymo Research Co., Irvine,
CA, USA, Cat. no. D5005) [49]. The promoter region of
the HoxA13 gene was PCR-amplified from bisulfite-treated
human genomic DNA using primers that incorporated the
T7 promoter sequence. The DNA methylation analysis
was performed on Mass ARRAY (Sequenon) through
MALDI-TOF mass spectrometer for data acquisition [50].
Comparative sequence analysis was done by using
EpiTYPER software for the percentage of specific site
methylation [47]. MassAray primers were designated to
cover the promoter regions of the indicated genes.

CONFLICTS OF INTEREST
The authors have no conflicts of interest to declare.

REFERENCES

Chromatin immunoprecipitation assay (ChIP)
The ChIP assay was performed as described
elsewhere [46]. The immunoprecipitated protein–DNA
complexes were washed twice with binding buffer (10
mM HEPES, pH 7.9, 10 mM Tris-HCl, pH 7.9, 12.5%
glycerol, 0.25% NP-40, 0.5% Triton X-100, 0.24 M
NaCl, 0.75 mM MgCl2 , 1.1 mM EDTA, and protease
inhibitor mixture) and then washed twice with Tris-EDTA
buffer (10 mM Tris-HCl, pH 7.9, and 1 mM EDTA). The
protein–DNA complexes were disrupted with proteinase
K (Sigma-Aldrich) DNA was extracted with phenol and
www.impactjournals.com/oncotarget

1.

Dolle P, Izpisua-Belmonte JC, Brown JM, Tickle C,
Duboule D. HOX-4 genes and the morphogenesis of
mammalian genitalia. Genes Dev. 1991; 5:1767–1767.

2.

Yokouchi Y, Sakiyama J, Kuroiwa A. Coordinated
expression of Abd-B subfamily genes of the HoxA cluster
in the developing digestive tract of chick embryo. Dev Biol.
1995; 169:76–89.

3. Perez WD, Weller CR, Shou S, Stadler HS. Survival of
Hoxa13 homozygous mutants reveals a novel role in digit
patterning and appendicular skeletal development. Dev
Dyn. 2010; 239:446–457.

36062

Oncotarget

4. Goodman FR, Bacchelli C, Brady AF, Brueton LA, Fryns JP,
Mortlock DP, Innis JW, Holmes LB, Donnenfeld AE,
Feingold M, Beemer FA, Hennekam RC, Scambler PJ.
Novel HOXA13 mutations and the phenotypic spectrum
of hand-foot-genital syndrome. Am J Hum Genet. 2000;
67:197–202.

18. Flynn RA, Chang HY. Long noncoding RNAs in cell-fate
programming and reprogramming. Cell Stem Cell. 2014;
14:752–761.
19. Wang KC, Yang YW, Liu B, Sanyal A, Corces-Zimmerman R,
Chen Y, Lajoie BR, Protacio A, Flynn RA, Gupta RA,
Wysocka J, Lei M, Dekker J, et al. A long noncoding RNA
maintains active chromatin to coordinate homeotic gene
expression. Nature. 2011; 472:120–124.

5. Mortlock DP, Innis JW. Mutation of HOXA13 in hand-footgenital syndrome. Nat Genet. 1997; 15:179–180.
6. Guttmacher AE. Autosomal dominant preaxial deficiency,
postaxial polydactyly, and hypospadias. Am J Med Genet.
1993; 46:219–222.

20. Quagliata L, Matter MS, Piscuoglio S, Arabi L, Ruiz C,
Procino A, Kovac M, Moretti F, Makowska Z, Boldanova T,
Andersen JB, Hammerle M, Tornillo L, et al. Long noncoding
RNA HOTTIP/HOXA13 expression is associated with
disease progression and predicts outcome in hepatocellular
carcinoma patients. Hepatology. 2014; 59:911–923.

7. Innis JW, Mortlock D, Chen Z, Ludwig M, Williams ME,
Williams TM, Doyle CD, Shao Z, Glynn M, Mikulic D,
Lehmann K, Mundlos S, Utsch B. Polyalanine expansion
in HOXA13: three new affected families and the molecular
consequences in a mouse model. Hum Mol Genet. 2004;
13:2841–2851.

21. Zhang H, Zhao L, Wang YX, Xi M, Liu SL, Luo LL. Long
non-coding RNA HOTTIP is correlated with progression
and prognosis in tongue squamous cell carcinoma. Tumour
Biol. 2015; 36:8805–8809.

8. Mortlock DP, Post LC, Innis JW. The molecular basis of
hypodactyly (Hd): a deletion in Hoxa 13 leads to arrest of
digital arch formation. Nat Genet. 1996; 13:284–289.

22. Li Z, Zhao X, Zhou Y, Liu Y, Zhou Q, Ye H, Wang Y, Zeng J,
Song Y, Gao W, Zheng S, Zhuang B, Chen H, et al. The
long non-coding RNA HOTTIP promotes progression and
gemcitabine resistance by regulating HOXA13 in pancreatic
cancer. J Transl Med. 2015; 13:84.

9. Fromental-Ramain C, Warot X, Messadecq N, LeMeur M,
Dolle P, Chambon P. Hoxa-13 and Hoxd-13 play a crucial
role in the patterning of the limb autopod. Development.
1996; 122:2997–3011.

23. Cheng Y, Jutooru I, Chadalapaka G, Corton JC, Safe S. The
long non-coding RNA HOTTIP enhances pancreatic cancer
cell proliferation, survival and migration. Oncotarget. 2015;
6:10840–10852. doi: 10.18632/oncotarget.3450.

10. Stadler HS, Higgins KM, Capecchi MR. Loss of Ephreceptor expression correlates with loss of cell adhesion
and chondrogenic capacity in Hoxa13 mutant limbs.
Development. 2001; 128:4177–4188.

24. Johnson MA, Firth SM. IGFBP-3: a cell fate pivot in cancer
and disease. Horm IGF Res. 2014; 24:164–173.

11. Shaut CA, Keene DR, Sorensen LK, Li DY, Stadler HS.
HOXA13 Is essential for placental vascular patterning and
labyrinth endothelial specification. PLoS Genet. 2008;
4:e1000073.

25. Baxter RC. Nuclear actions of insulin-like growth factor
binding protein-3. Gene. 2015; 569:7–13.
26. Buckbinder L, Talbott R, Velasco-Miguel S, Takenaka I,
Faha B, Seizinger BR, Kley N. Induction of the growth
inhibitor IGF-binding protein 3 by p53. Nature. 1995;
377:646–649.

12. Cillo C, Schiavo G, Cantile M, Bihl MP, Sorrentino P, Carafa V,
M DA, Roncalli M, Sansano S, Vecchione R, Tornillo L,
Mori L, De Libero G, et al. The HOX gene network in
hepatocellular carcinoma. Int J Cancer. 2011; 129:2577–2587.

27. Hanafusa T, Shinji T, Shiraha H, Nouso K, Iwasaki Y,
Yumoto E, Ono T, Koide N. Functional promoter upstream
p53 regulatory sequence of IGFBP3 that is silenced by
tumor specific methylation. BMC Cancer. 2005; 5:9.

13. Huang T, Chesnokov V, Yokoyama KK, Carr BI, Itakura K.
Expression of the Hoxa-13 gene correlates to hepatitis
B and C virus associated HCC. Biochem Biophys Res
Commun. 2001; 281:1041–1044.

28. Jemal A, Siegel R, Ward E, Murray T, Xu J, Smigal C,
Thun MJ. Cancer statistics, 2006. CA. 2006; 56:106–130.

14. Kasper S. Exploring the origins of the normal prostate and
prostate cancer stem cell. Stem Cell Rev. 2008; 4:193–201.

29. Marrelli D, Polom K, de Manzoni G, Morgagni P,
Baiocchi GL, Roviello F. Multimodal treatment of
gastric cancer in the west: Where are we going? World J
Gastroenterol. 2015; 21:7954–7969.

15. Shah N, Sukumar S. The Hox genes and their roles in
oncogenesis. Nat Rev Cancer. 2010; 10:361–371.
16. Gu ZD, Shen LY, Wang H, Chen XM, Li Y, Ning T, Chen KN.
HOXA13 promotes cancer cell growth and predicts
poor survival of patients with esophageal squamous cell
carcinoma. Cancer Res. 2009; 69:4969–4973.

30. Yang YC, Wang SW, Hung HY, Chang CC, Wu IC, Huang YL,
Lin TM, Tsai JL, Chen A, Kuo FC, Wang WM, Wu DC.
Isolation and characterization of human gastric cell lines
with stem cell phenotypes. J Gastroenterol Hepatol. 2007;
22:1460–1468.

17. Han Y, Tu WW, Wen YG, Li DP, Qiu GQ, Tang HM,
Peng ZH, Zhou CZ. Identification and validation that
up-expression of HOXA13 is a novel independent
prognostic marker of a worse outcome in gastric cancer
based on immunohistochemistry. Med Oncol. 2013; 30:564.

www.impactjournals.com/oncotarget

31. Yang YC, Wang SW, Wu IC, Chang CC, Huang YL, Lee OK,
Chang JG, Chen A, Kuo FC, Wang WM, Wu DC. A
tumorigenic homeobox (HOX) gene expressing human

36063

Oncotarget

gastric cell line derived from putative gastric stem cell. Eur
J Gastroenterol Hepatol. 2009; 21:1016–1023.

44. Kawasaki H, Song J, Eckner R, Ugai H, Chiu R, Taira K,
Shi Y, Jones N, Yokoyama KK. p300 and ATF-2 are
components of the DRF complex, which regulates retinoic
acid- and E1A-mediated transcription of the c-jun gene in
F9 cells. Genes Dev. 1998; 12:233–245.

32. Xu ZY, Tang JN, Xie HX, Du YA, Huang L, Yu PF, Cheng
XD. 5-Fluorouracil chemotherapy of gastric cancer generates
residual cells with properties of cancer stem cells. Int J Biol
Sci. 2015; 11:284–294.

45. Kawasaki H, Eckner R, Yao TP, Taira K, Chiu R,
Livingston DM, Yokoyama KK. Distinct roles of the
co-activators p300 and CBP in retinoic-acid-induced F9-cell
differentiation. Nature. 1998; 393:284–289.

33. Clark AG, Vignjevic DM. Modes of cancer cell invasion
and the role of the microenvironment. Curr Opin Cell Biol.
2015; 36:13–22.

46. Tanigawa S, Lee CH, Lin CS, Ku CC, Hasegawa H, Qin S,
Kawahara A, Korenori Y, Miyamori K, Noguchi M,
Lee LH, Lin YC, Steve Lin CL, et al. Jun dimerization
protein 2 is a critical component of the Nrf2/MafK complex
regulating the response to ROS homeostasis. Cell Death
Dis. 2013; 4:e921.

34. Ma RL, Shen LY, Chen KN. Coexpression of ANXA2,
SOD2 and HOXA13 predicts poor prognosis of esophageal
squamous cell carcinoma. Oncol Rep. 2014; 31:2157–2164.
35. Shen LY, Chen KN. Exploration of target genes of HOXA13
in esophageal squamous cell carcinoma cell line. Cancer
Lett. 2011; 312:18–23.

47. Stanssens P, Zabeau M, Meersseman G, Remes G,
Gansemans Y, Storm N, Hartmer R, Honisch C, Rodi CP,
Bocker S, van den Boom D. High-throughput MALDI-TOF
discovery of genomic sequence polymorphisms. Genome
Res. 2004; 14:126–133.

36. Jerabek S, Merino F, Scholer HR, Cojocaru V. OCT4:
dynamic DNA binding pioneers stem cell pluripotency.
Biochim Biophys Acta. 2014; 1839:138–154.
37. Sherr CJ. Cancer cell cycles. Science. 1996; 274:1672–1677.
38. Hanahan D, Weinberg RA. The hallmarks of cancer. Cell.
2000; 100:57–70.

48. Wang SW, Wang SS, Wu DC, Lin YC, Ku CC, Wu CC,
Chai CY, Lee JN, Tsai EM, Lin CL, Yang RC, Ko YC, Yu HS,
et al. Androgen receptor-mediated apoptosis in bovine
testicular induced pluripotent stem cells in response to
phthalate esters. Death Dis. 2013; 4:e907.

39. Rinn JL, Kertesz M, Wang JK, Squazzo SL, Xu X,
Brugmann SA, Goodnough LH, Helms JA, Farnham PJ,
Segal E, Chang HY. Functional demarcation of active and
silent chromatin domains in human HOX loci by noncoding
RNAs. Cell. 2007; 129:1311–1323.

49. Paulin R, Grigg GW, Davey MW, Piper AA. Urea
improves efficiency of bisulphite-mediated sequencing of
5′-methylcytosine in genomic DNA. Nucleic Acids Res.
1998; 26:5009–5010.

40. Roy R, Yang J, Moses MA. Matrix metalloproteinases as
novel biomarkers and potential therapeutic targets in human
cancer. J Clin Oncol. 2009; 27:5287–5297.

50. Ehrich M, Nelson MR, Stanssens P, Zabeau M, Liloglou T,
Xinarianos G, Cantor CR, Field JK, van den Boom D.
Quantitative high-throughput analysis of DNA methylation
patterns by base-specific cleavage and mass spectrometry.
Proc Natl Acad Sci U S A. 2005; 102:15785–15790.

41. Zielinska HA, Bahl A, Holly JM, Perks CM. Epithelial-tomesenchymal transition in breast cancer: a role for insulinlike growth factor I and insulin-like growth factor-binding
protein 3? Breast Cancer (Dove Med Press). 2015; 7:9–19.
42. Miyoshi H, Takahashi M, Gage FH, Verma IM. Stable
and efficient gene transfer into the retina using an HIVbased lentiviral vector. Proc Natl Acad Sci USA. 1997;
94:10319–10323.
43. Pan J, Nakade K, Huang YC, Zhu ZW, Masuzaki S,
Hasegawa H, Murata T, Yoshiki A, Yamaguchi N, Lee CH,
Yang WC, Tsai EM, Obata Y, et al. Suppression of cellcycle progression by Jun dimerization protein-2 (JDP2)
involves downregulation of cyclin-A2. Oncogene. 2010;
29:6245–6256.

www.impactjournals.com/oncotarget

36064

Oncotarget

