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Accumulating evidences indicated that plasmacytoma variant translocation 1 (PVT1) plays vital roles in several cancers. However,
the expression, functions, and clinical values of PVT1 in melanoma are still unknown. In this study we measured the expression
of PVT1 in clinical tissues and serum samples and explored the diagnostic value of PVT1 for melanoma and the effects of PVT1
on melanoma cell proliferation, cell cycle, and migration. Our results, combined with publicly available PVT1 expression data,
revealed that PVT1 is upregulated inmelanoma tissues compared with nonneoplastic nevi tissues. Serum PVT1 level is significantly
increased in melanoma patients compared with age and gender-matched nonmelanoma controls with melanocytic nevus. Receiver
operating characteristic curve analyses revealed that serum PVT1 level could sensitively discriminate melanoma patients from
controls. Furthermore, serum PVT1 level indicted melanoma dynamics. Functional experiments showed that overexpression of
PVT1 promotes melanoma cells proliferation, cell cycle progression, and migration, while depletion of PVT1 significantly inhibits
melanoma cells proliferation, cell cycle progression, and migration. Collectively, our results indicate that PVT1 functions as an
oncogene in melanoma and could be a potential diagnostic biomarker and therapeutic target for melanoma.

1. Introduction

The incidence of melanoma is increasing quickly worldwide
for the past 30 years andwill continue to increase in the future
[1]. It is predicted that melanoma will be an enormous public
healthy and economic burden for human [2]. Currently,
there are 160,000 estimated new cases of melanoma and
48,000 estimated deaths from melanoma in the world every
year [3]. Although early stage melanoma could be cured by
surgery section, the treatment for later stage melanoma is
still difficult and less efficient [4]. Therefore, it is critical to
diagnose melanoma at early stage and develop more effi-
cient molecular targeted therapies for melanoma [5]. To be
disappointed, there are still no broadly used serum biomark-
ers for melanoma early diagnosis.

Long noncoding RNA (lncRNA) is a novel class of RNA
transcripts longer than 200 nucleotides and with limited
protein-coding potential [6, 7]. Many reports have shown

that lncRNAs have critically important roles in various bio-
logical processes and are dysregulated in many diseases,
particularly in cancers [8–11]. Furthermore, multiple reports
have revealed that several lncRNAs are detectable in serum
and function as sensitive biomarkers for early diagnosis of
cancers, such as H19 for gastric cancer [12] and XIST and
HIF1A-AS1 for nonsmall cell lung cancer [13]. The lncRNA
plasmacytoma variant translocation 1 (PVT1) is well known
for its critical roles in carcinogenesis and progression of
many cancers, including hepatocellular carcinoma [14], lung
cancer [15], and breast cancer [16]. Moreover, increasing
evidences indicate that PVT1 functions in a cell-type and
tissues-specific manner [17]. However, the roles and clinical
values of PVT1 in melanoma are still unknown.

In this study, we focused on the expression, functions,
and diagnostic values of PVT1 in melanoma. We detected
PVT1 expression inmelanoma tissues in both public database
and our own cohort. We also measured PVT1 expression in
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the serum of melanoma patients and analyzed its diagnostic
values for melanoma. Furthermore, we explored the func-
tions of PVT1 in melanoma cell proliferation, cell cycle, and
migration.

2. Materials and Methods

2.1. Patients and Samples. A total of 51 melanoma patients
and 47 age and gender-matched nonmelanoma controls with
melanocytic nevus were enrolled into this study at the 253rd
Hospital of PLA (Hohhot, Inner Mongolia, China). All the
participants were confirmed by histological diagnosis. Venus
bloodwas collected from fasting participants and centrifuged
at 3000 rpm for 15min at 4∘C. The supernatant was immedi-
ately collected and stored at−80∘Cuntil use.Thirtymalignant
melanoma tissues and twenty skin tissues with melanocytic
nevus were obtained from these participants undergoing
surgery section at the 253rd Hospital of PLA. All tissue
samples were immediately frozen in liquid nitrogen and
stored at −80∘C until use after surgery. The Review Board of
the 253rd Hospital of PLA approved this study, and all the
participants signed written informed consent in accordance
with the Declaration of Helsinki.

2.2. Cell Cultures. The human melanoma cell line A375 was
purchased fromCell Resource Center, Shanghai Institutes for
Biological Sciences (Shanghai, China). A375 cells were cul-
tured inDMEMmedium supplementedwith 10% fetal bovine
serum (Gibco, CA, USA) in 5% CO

2
atmosphere at 37∘C.

2.3. RNA Extraction and Quantitative PCR (qPCR). Total
RNA was isolated from serum, tissues, or cells using Triz-
ol Reagent (Invitrogen, CA, USA) following the manufac-
turer’s manual. Reverse transcription was carried out using
PrimeScript� II 1st Strand cDNA Synthesis Kit (Takara,
Dalian, China) following the manufacturer’s manual. qPCR
was subsequently carried out using SYBR� Premix Ex Taq�
II (Takara) on ABI StepOne Plus system (Applied Bios-
ystems, CA, USA) following the manufacturer’s manual.
The gene expression was calculated using 2−ΔΔCt method.
GAPDH was used as endogenous control. The primers
sequences are as follows: PVT1 (NR 003367), 5-ATAGAT-
CCTGCCCTGTTTGC-3 (forward) and 5-CATTTCCTG-
CTGCCGTTTTC-3 (reverse); PVT1-1, 5-GAATGTGAA-
CAATGGGAACC-3 (forward) and 5-GCAGCAACAGGA-
GAAGCAA-3 (reverse); PVT1-2, 5-ACAGAGAAGATG-
AAGAGATG-3 (forward) and 5-GAAAGTTAGAAA-
ACAGTGGG-3 (reverse); PVT1-3, 5-GACTACAGCTG-
GAAGACAG-3 (forward) and 5-GGCTCAGAAAAT-
ACTTGAAC-3 (reverse); PVT1-5, 5-CGAGTAGCTGGG-
ACTACA-3 (forward) and 5-GCTGACAATCCTTGA-
AAAG-3 (reverse); GAPDH, 5-GGAGCGAGATCCCTC-
CAAAAT-3 (forward) and 5-GGCTGTTGTCATACT-
TCTCATGG-3 (reverse).

2.4. Vectors Construction and Transfection. The full-length
PVT1 (NR 003367) transcript was PCR amplified from
cDNA derived from A375 cell with the Ex Taq� Hot Start
Version DNA Polymerase (Takara) and subcloned into the

Kpn I and BamH I sites of pcDNA3.1(+) plasmid (Invi-
trogen). The primers sequences are as follows: 5-GGGGTA-
CCCTCCGGGCAGAGCGCGTGTG-3 (forward) and 5-
CGGGATCCTAGACACGAGGCCGGCCACGC-3
(reverse). To inhibit PVT1 expression, two oligonucleotides
for shRNAs were synthesized and inserted into the shRNA
expression vector pGPH1/Neo (GenePharma, Shanghai,
China). The shRNAs sequences are as follows: shRNA #1,
5-GCTTCAACCCATTACGATTTC-3; shRNA #2, 5-
GGACTTGAGAACTGTCCTTAC-3. A scrambled shRNA
was used as negative control. Vectors were transfected into
melanoma cells using Lipofectamine 3000 (Invitrogen) fol-
lowing the manufacturer’s manual.

2.5. Generation of Melanoma Cells Stably Overexpressing or
Depleting PVT1. To obtain PVT1 stably overexpressed mel-
anoma cells, A375 cells were transfected with pcDNA3.1-
PVT1 vectors and selected with neomycin for four weeks.
To obtain PVT1 stably depleted melanoma cells, A375 cells
were transfected with PVT1 shRNAs expression plasmids and
selected with neomycin for four weeks.

2.6. Cell Proliferation Assays. Cell counting kit-8 (CCK-8)
assays and ethynyl deoxyuridine (EdU) incorporation assays
were performed to assess cells proliferation. For CCK-8
assays, a total of approximately 5.0 × 103 cells/well was plated
in 96-well plate. After culture for 24, 48, and 72 hours, cell
viability was measured by the cell counting kit-8 (Dojindo
Laboratories, Kumamoto, Japan) and a microplate reader fol-
lowing the manufacturer’s manual. EdU incorporation assays
were performed using an EdU Kit (Roche, Mannheim, Ger-
many) following the manufacturer’s manual. Representative
images were acquired by Zeiss Axiophot Photomicroscope
(Carl Zeiss, Oberkochen, Germany) and the results were
quantified by Image-Pro plus 6.0 software.

2.7. Cell Cycle Analyses. Cell cycle distribution was measured
using the Cell Cycle Analysis Kit (Biyuntian, Jiangsu, China)
on a flow cytometer following the manufacturer’s manual.
The percentages of cells in different phases were quantified.

2.8. Transwell Assays. A total of 5 × 104 cells in serum-
free medium with 1 𝜇g/mL Mitomycin C were seeded into
the upper well of a poly-carbonate transwell chamber (BD
Biosciences, USA) plated in a 24-well plate. After incubation
for 24 hours, cells on the upper surface of the well were
scraped off with a cotton swab, and cells on the lower surface
were fixed, stained, and counted.

2.9. Western Blotting. Proteins were retrieved from cells and
equal quantities of proteins were separated by 12% sodium
dodecyl sulfate-polyacrylamide gel electrophoresis, trans-
ferred to nitrocellulose membrane (Millipore, Bedford, MA,
USA), and blocked with 5% bovine serum albumin.Then the
membrane was incubated with MYC (Abcam, Hong Kong,
China) or 𝛽-actin (Abcam) specific primary antibodies. After
being washed by TBST for three times, the membrane was
incubated with goat anti-rabbit or anti-mouse secondary
antibody (Abcam) and visualized with enhanced chemilumi-
nescence.
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Figure 1: PVT1 expression levels in melanoma. (a) PVT1 expression levels in melanoma tissues and nonneoplastic nevi tissues using
Oncomine expression analysis (Haqq et al., 2005). 𝑃 < 0.001 by Mann–Whitney 𝑈 test. (b) PVT1 expression levels in normal skin, benign
and atypical nevi, melanoma in suit, and melanoma tissues using Oncomine expression analysis (Smith et al., 2005; GSE4587). (c) PVT1
expression levels in 30 malignant melanoma tissues and 20 age and gender-matched skin tissues were measured by qPCR. ∗∗∗𝑃 < 0.001 by
Mann–Whitney 𝑈 test. (d) PVT1 expression levels in 30 melanoma tissues with different clinical stages were measured by qPCR. ∗𝑃 < 0.05
by Mann–Whitney 𝑈 test.

2.10. Statistical Analyses. Mann–Whitney𝑈 test orWilcoxon
signed-rank test was used to compare serum and tissues
PVT1 expression levels between different groups as indicated.
Receiver operating characteristic (ROC) curve analyses were
used to calculate the diagnostic sensitivity and specificity of
serum PVT1 for melanoma. Pearson correlation analysis was
used to calculate the correlation between tissues and serum
PVT1 expression levels. Other comparisons were assessed
using Student’s 𝑡-test. All statistical analyses were performed
using the GraphPad Prism Software. 𝑃 value of <0.05 was
defined as statistically significant.

3. Results

3.1. PVT1 Is Upregulated in Melanoma Tissues. We investi-
gated PVT1 expression in the publicly available melanoma
data from Oncomine database. Analysis of PVT1 expres-
sion in 24 melanoma tissues and 9 nonneoplastic nevi
tissues [18] revealed that PVT1 is significantly upregulated in
melanoma tissues compared with nonneoplastic nevi tissues
(Figure 1(a)). In another cohort representing melanomagen-
esis, including 2 normal skins, 2 benign nevi, 2 atypical nevi,
2 melanoma in suit, and 8melanoma (GSE4587) [19], PVT1 is
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Figure 2: Serum PVT1 expression levels in melanoma patients and its diagnostic values for melanoma. (a) Serum PVT1 expression levels in
51 melanoma patients and 47 nonmelanoma controls with melanocytic nevus were measured by qPCR. ∗∗∗𝑃 < 0.001 by Mann–Whitney 𝑈
test. (b) Serum PVT1 expression levels in 51 melanoma patients with different clinical stages were measured by qPCR. ∗∗𝑃 < 0.01 by Mann–
Whitney 𝑈 test. (c) ROC curve analysis of serum PVT1 levels for discrimination between melanoma patients and nonmelanoma controls
with melanocytic nevus (AUC: 0.9387 (95% CI: 0.8899–0.9874), sensitivity: 94.12%, specificity: 85.11%). (d) ROC curve analysis of serum
PVT1 levels for discrimination between stage I melanoma patients and nonmelanoma controls with melanocytic nevus (AUC: 0.8684 (95%
CI: 0.7611–0.9756), sensitivity: 87.50%, and specificity: 85.11%).

gradually increased from skins and nevi, through melanoma
in suit, to melanoma (Figure 1(b)).

Because there are many alternative transcription variants
of PVT1, we first detected the expression of these different
PVT1 variants in melanoma tissues and A375 cells. As shown
in Supplemental Figure 1 (in Supplementary Material avail-
able online at https://doi.org/10.1155/2017/7038579), PVT1
(NR 003367) is the main transcription variant in melanoma
tissues and cells. We next focused our study on PVT1
(NR 003367).

To further confirm the expression pattern of PVT1 in
melanoma, we collected 30 malignant melanoma tissues and
20 age and gender-matched skin tissues with melanocytic
nevus and measured PVT1 expression by qPCR. As shown
in Figure 1(c), PVT1 expression is significantly upregulated
in melanoma tissues compared with that in control skin
tissues. The 30 melanoma patients are grouped according to
TNM stages, and PVT1 expression is significantly higher in
later stages melanoma tissues compared with that in early
stages melanoma tissues (Figure 1(d)). Collectively, publicly

https://doi.org/10.1155/2017/7038579
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Figure 3: Serum PVT1 expression levels indicate melanoma dynamics. (a) Serum PVT1 expression levels in 17 pairs of preoperational and
postoperational melanoma patients were measured by qPCR. ∗∗∗𝑃 < 0.001 by Wilcoxon signed-rank test. (b) Serum PVT1 expression levels
were significantly positively correlated withmelanoma tissues PVT1 expression levels. 𝑟 = 0.7106, 𝑃 < 0.0001 by Pearson correlation analysis.

available PVT1 expression data and our own data all revealed
the upregulated expression of PVT1 in melanoma.

3.2. PVT1 Is Upregulated in the Serum of Melanoma Patients
and Could Be Used as a Novel Diagnostic Biomarker for
Melanoma. Recently, several reports have shown that some
cancer tissues highly expressed lncRNAs are detectable in
serum and could be used as noninvasive biomarkers for
early diagnosis of cancers [20, 21]. To investigate whether
melanoma tissues highly expressed PVT1 could be used as
a noninvasive biomarker for melanoma, we collected serum
from 51 melanoma patients before surgery and 47 age and
gender-matched nonmelanoma controls with melanocytic
nevus. PVT1 expression in the serum of these patients was
quantified by qPCR. As shown in Figure 2(a), serum PVT1
expression is significantly upregulated in melanoma patients
compared with that in nonmelanoma controls. Moreover,
serum PVT1 expression is significantly higher in later stages
melanoma patients compared with that in early stages
melanoma patients (Figure 2(b)).

To investigate whether serum PVT1 could be used as a
biomarker formelanoma early diagnosis, ROCcurve analyses
were carried out. ROC curve shows accurate discrimination
between melanoma patients and controls, with an area under
the ROC curve (AUC) of 0.9387 (95% CI: 0.8899–0.9874), a
sensitivity of 94.12%, and a specificity of 85.11% (Figure 2(c)).
Furthermore, ROC curve showed good diagnostic sensitivity
and specificity for stage I melanoma patients (AUC: 0.8684;
95%CI: 0.7611–0.9756; sensitivity: 87.50%; specificity: 85.11%)
(Figure 2(d)). Collectively, these results showed that serum
PVT1 could be used as a novel biomarker for melanoma early
diagnosis.

3.3. Serum PVT1 Expression Could Be Used for Monitoring
MelanomaDynamics. To confirm the clinical values of serum

PVT1 in monitoring melanoma dynamics, we measured
serum PVT1 expression in 17 melanoma patients from both
preoperational and postoperational blood. All the 17 patients
received radical resection. The results showed that serum
PVT1 expression is significantly reduced in postoperational
melanoma patients (Figure 3(a)). To further verify whether
serum PVT1 is derived frommelanoma tissues, we calculated
the association between PVT1 expression in melanoma tis-
sues andmelanoma patients’ serum. As shown in Figure 3(b),
a significant positive correlation was observed between tis-
sues PVT1 expression and serum PVT1 expression. Collec-
tively, these data showed that serum PVT1 is derived from
melanoma tissues and may indicate melanoma dynamics.

3.4. PVT1 Enhances Melanoma Cells Proliferation, Cell Cycle
Progression, and Migration. To explore the biological func-
tions of PVT1 in melanoma, we stably overexpressed PVT1
in A375 cells by transfecting PVT1 expression plasmid
(Figure 4(a)). Cell proliferation was evaluated using CCK-
8 and EdU incorporation assays. As shown in Figures 4(b)
and 4(c), both assays showed that overexpression of PVT1
significantly enhances A375 cell proliferation. Flow cytomet-
ric analyses showed that overexpression of PVT1 decreased
G1/G0 phase proportion and increased S phase and G2/M
phase proportion in A375 cells, suggesting its roles in the
promotion of cell cycle progression (Figure 4(d)). Transwell
assays showed that overexpression of PVT1 significantly
promotes A375 cell migration (Figure 4(e)). PVT1 is reported
to stabilize and upregulateMYCprotein in breast cancer cells.
MYC is a well-known oncogene in many cancers. Therefore,
we detected MYC protein in PVT1 stably overexpressed and
control A375 cells. As shown in Figure 4(f), overexpression of
PVT1 significantly upregulates MYC protein, supporting the
oncogenetic roles of PVT1 in melanoma.
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Figure 4: Overexpression of PVT1 enhancesmelanoma cells proliferation, cell cycle progression, andmigration. (a) PVT1 expression levels in
PVT1 stably overexpressed and control A375 cells were measured by qPCR. (b)The effect of PVT1 overexpression on A375 cells proliferation
was measured by CCK-8 assays. (c)The effect of PVT1 overexpression on A375 cells proliferation was measured by EdU incorporation assays.
Scale bars, 100 𝜇m. (d) The effect of PVT1 overexpression on A375 cell cycle distribution was measured by flow cytometry. (e) The effect of
PVT1 overexpression on A375 cells migration was measured by transwell assays. Scale bars, 100𝜇m. (f) Western blot analysis of MYC protein
in PVT1 stably overexpressed and control A375 cells. Data are presented as mean ± SD. 𝑛 = 3, ∗𝑃 < 0.05, ∗∗𝑃 < 0.01 by Student’s 𝑡-test.

3.5. Depletion of PVT1 Significantly Inhibits Melanoma Cells
Proliferation, Cell Cycle Progression, and Migration. To ex-
plore the therapeutic significance of targeting PVT1 in
melanoma, we stably knocked down PVT1 in A375 cells
using two independent PVT1 specific shRNAs (Figure 5(a)).

CCK-8 and EdU incorporation assays showed that deple-
tion of PVT1 by both shRNAs significantly inhibits A375
cell proliferation (Figures 5(b) and 5(c)). Flow cytometric
analyses showed that depletion of PVT1 by both shRNAs
significantly increases G1/G0 phase proportion and reduces
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Figure 5: Depletion of PVT1 inhibits melanoma cells proliferation, cell cycle progression, and migration. (a) PVT1 expression levels in PVT1
stably depleted and control A375 cells weremeasured by qPCR. (b)The effects of PVT1 depletion onA375 cells proliferationweremeasured by
CCK-8 assays. (c) The effects of PVT1 depletion on A375 cells proliferation were measured by EdU incorporation assays. Scale bars, 100 𝜇m.
(d)The effects of PVT1 depletion on A375 cell cycle distribution were measured by flow cytometry. (e)The effects of PVT1 depletion on A375
cells migration were measured by transwell assays. Scale bars, 100 𝜇m. (f) Western blot analysis of MYC protein in PVT1 stably depleted and
control A375 cells. Data are presented as mean ± SD. 𝑛 = 3, ∗𝑃 < 0.05, ∗∗𝑃 < 0.01, and ∗∗∗𝑃 < 0.001 by Student’s 𝑡-test.
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S phase and G2/M phase proportion in A375 cells, suggesting
the roles of PVT1 depletion in the inducing of cell cycle
arrest (Figure 5(d)). Transwell assays showed that depletion
of PVT1 by both shRNAs significantly inhibits A375 cell
migration (Figure 5(e)). Western blot analysis showed that
depletion of PVT1 by both shRNAs significantly decreases
MYC protein in A375 cells (Figure 5(f)). Collectively, these
data suggested that depletion of PVT1 significantly inhibits
melanoma cell proliferation, cell cycle progression, and
migration, implying that PVT1 could be a potential therapeu-
tic target for melanoma.

4. Discussion

Thestrikingly increased occurrence rates ofmelanoma aswell
as increased prevalence of risk factors imply that melanoma
will be a huge burden on society [3], which is further worsen
by the refractoriness of later stage melanoma to treatment
[22, 23]. Therefore, it is urgent to further understand the
molecularmechanisms underlyingmelanoma carcinogenesis
and progression and develop effective diagnostic biomarkers
and therapeutic targets for melanoma.

Accumulating evidences revealed that lncRNAs exert
important effects on many pathophysiological processes,
such as cell cycle, cell apoptosis, cell proliferation, cell migra-
tion, drug resistance, and stem cell-like property [24–26].
Moreover, several lncRNAs have been revealed to be non-
invasive serum biomarkers for various cancers [27–29].
As a highly conserved lncRNA, PVT1 has attracted great
attention due to its critical and various functions in many
cancers, including cervical cancer [17, 30], ovarian cancer
[16], hepatocellular carcinoma [14, 31], pancreatic cancer [32],
gastric cancer [33, 34], lung cancer [35, 36], and breast cancer
[16]. However, the cell-type specific functions and clinical
significance of PVT1 in melanoma are still unknown.

In this study, we detected PVT1 expression in publicly
available melanoma data and our own cohort. All the results
revealed that PVT1 is upregulated in melanoma tissues in
comparation with nonneoplastic nevi tissues. Furthermore,
we found that serum PVT1 level is significantly increased in
melanoma patients in comparation with nonmelanoma con-
trols with melanocytic nevus. ROC curve analyses revealed
that serum PVT1 level could not only accurately discriminate
melanoma patients from controls but also discriminate early
stage melanoma patients from controls. Moreover, serum
PVT1 level is reduced after melanoma section, and a sig-
nificant positive correlation was observed between tissues
PVT1 expression and serum PVT1 level. These data suggest
that serum PVT1 may be a potential novel noninvasive
diagnostic biomarker for melanoma and could monitor
melanoma dynamics. Further studies are needed to include
more samples from multiple center cohorts and from other
cancers to elucidate whether serum PVT1 is specific to the
diagnosis of melanoma.

PVT1 has been reported to inhibit apoptosis and enhance
tumorigenicity in colorectal cancer [37], promote cell pro-
liferation and stem cell-like property in hepatocellular car-
cinoma [14, 31], promote tumorigenesis in lung cancer [35],
promote cell proliferation andmultidrug resistance in gastric

cancer [33, 38], and promote cisplatin resistance in ovarian
cancer [39]. In this study, using gain-of- and loss-of-function
experiments we found that overexpression of PVT1 promotes
melanoma cells proliferation, cell cycle progression, and
migration, while depletion of PVT1 significantly inhibits
melanoma cells proliferation, cell cycle progression, and
migration.These data suggest that PVT1 also has oncogenetic
roles in melanoma and may be a potential therapeutic target
for melanoma. To our knowledge, this is the first study to
explore the functions of PVT1 in melanoma.

In conclusion, our results suggested that PVT1 is upreg-
ulated in melanoma tissues and in the serum of melanoma
patients. Serum PVT1 level could be used as a sensitive and
specific biomarker for melanoma early diagnosis. Functional
assays revealed that PVT1 has oncogenetic roles inmelanoma
and could be a potential therapeutic target for melanoma.

Competing Interests

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

Authors’ Contributions

Xiangjun Chen and Guozhen Gao contributed equally to this
work.

References

[1] L. A. Torre, F. Bray, R. L. Siegel, J. Ferlay, J. Lortet-Tieulent, and
A. Jemal, “Global cancer statistics, 2012,” CA Cancer Journal for
Clinicians, vol. 65, no. 2, pp. 87–108, 2015.

[2] J.M. Zaretsky, A. Garcia-Diaz, D. S. Shin et al., “Mutations asso-
ciated with acquired resistance to PD-1 blockade in melanoma,”
New England Journal of Medicine, vol. 375, no. 9, pp. 819–829,
2016.

[3] The Lancet, “Melanoma research gathers momentum,” The
Lancet, vol. 385, no. 9985, p. 2323, 2015.

[4] K. S. M. Smalley and V. K. Sondak, “Inhibition of BRAF and
MEK in BRAF-mutant melanoma,” The Lancet, vol. 386, no.
9992, pp. 410–412, 2015.

[5] T. K. Burki, “Defining the genetics of melanoma progression,”
The Lancet Oncology, vol. 17, no. 1, article e7, 2016.

[6] P. J. Batista and H. Y. Chang, “Long noncoding RNAs: cellular
address codes in development and disease,” Cell, vol. 152, no. 6,
pp. 1298–1307, 2013.

[7] C. P. Ponting, P. L. Oliver, andW.Reik, “Evolution and functions
of longnoncodingRNAs,”Cell, vol. 136, no. 4, pp. 629–641, 2009.

[8] J.-H. Yuan, F. Yang, F. Wang et al., “A long noncoding RNA
activated by TGF-𝛽 promotes the invasion-metastasis cascade
in hepatocellular carcinoma,”CancerCell, vol. 25, no. 5, pp. 666–
681, 2014.

[9] A. Lin, C. Li, Z. Xing et al., “The LINK-A lncRNA activates
normoxic HIF1𝛼 signalling in triple-negative breast cancer,”
Nature Cell Biology, vol. 18, no. 2, pp. 213–224, 2016.

[10] E. Leucci, R. Vendramin, M. Spinazzi et al., “Melanoma addic-
tion to the long non-coding RNA SAMMSON,”Nature, vol. 531,
no. 7595, pp. 518–522, 2016.

[11] P. Arrigo and A. Pulliero, “Effect of environmental chemi-
cal stress on nuclear noncoding RNA involved in epigenetic



BioMed Research International 9

control,” BioMed Research International, vol. 2015, Article ID
761703, 10 pages, 2015.

[12] X. Zhou, C. Yin, Y. Dang, F. Ye, and G. Zhang, “Identification of
the long non-coding RNA H19 in plasma as a novel biomarker
for diagnosis of gastric cancer,” Scientific Reports, vol. 5, Article
ID 11516, 2015.

[13] J. Tantai, D. Hu, Y. Yang, and J. Geng, “Combined identification
of long non-coding RNA XIST and HIF1A-AS1 in serum as an
effective screening for non-small cell lung cancer,” International
Journal of Clinical and Experimental Pathology, vol. 8, no. 7, pp.
7887–7895, 2015.

[14] F. Wang, J.-H. Yuan, S.-B. Wang et al., “Oncofetal long non-
coding RNA PVT1 promotes proliferation and stem cell-like
property of hepatocellular carcinoma cells by stabilizingNOP2,”
Hepatology, vol. 60, no. 4, pp. 1278–1290, 2014.

[15] L. Wan, M. Sun, G.-J. Liu et al., “Long noncoding RNA PVT1
promotes non-small cell lung cancer cell proliferation through
epigenetically regulating LATS2 expression,” Molecular Cancer
Therapeutics, vol. 15, no. 5, pp. 1082–1094, 2016.

[16] Y. Guan, W.-L. Kuo, J. L. Stilwell et al., “Amplification of PVT1
contributes to the pathophysiology of ovarian and breast can-
cer,”Clinical Cancer Research, vol. 13, no. 19, pp. 5745–5755, 2007.

[17] M. Iden, S. Fye, K. Li, T. Chowdhury, R. Ramchandran, and J.
S. Rader, “The lncRNA PVT1 contributes to the cervical cancer
phenotype and associates with poor patient prognosis,” PLoS
ONE, vol. 11, no. 5, Article ID e0156274, 2016.

[18] C. Haqq, M. Nosrati, D. Sudilovsky et al., “The gene expres-
sion signatures of melanoma progression,” Proceedings of the
National Academy of Sciences of the United States of America,
vol. 102, no. 17, pp. 6092–6097, 2005.

[19] A. P. Smith,K.Hoek, andD.Becker, “Whole-genome expression
profiling of the melanoma progression pathway reveals marked
molecular differences between nevi/melanoma in situ and
advanced-stage melanomas,” Cancer Biology and Therapy, vol.
4, no. 9, pp. 1018–1029, 2005.

[20] C. Jin,W. Shi, F.Wang et al., “Long non-coding RNAHULC as a
novel serum biomarker for diagnosis and prognosis prediction
of gastric cancer,” Oncotarget, vol. 7, no. 32, pp. 51763–51771,
2016.

[21] Y.-S. Tong, X.-W. Wang, X.-L. Zhou et al., “Identification of the
long non-coding RNA POU3F3 in plasma as a novel biomarker
for diagnosis of esophageal squamous cell carcinoma,”Molecu-
lar Cancer, vol. 14, article 3, 2015.

[22] V. Brower, “Combination immunotherapy breakthrough for
melanoma,”TheLancet Oncology, vol. 16, no. 7, article e318, 2015.

[23] S. Bowyer and P. Lorigan, “The place of PD-1 inhibitors in
melanomamanagement,”TheLancet Oncology, vol. 16, no. 8, pp.
873–874, 2015.

[24] S. Bhattacharjee, K. Renganaath, R. Mehrotra, and S. Mehrotra,
“Combinatorial control of gene expression,” BioMed Research
International, vol. 2013, Article ID 407263, 11 pages, 2013.

[25] X. Zhu, J. Yuan, T. Zhu, Y. Li, and X. Cheng, “Long noncoding
RNA glypican 3 (GPC3) antisense transcript 1 promotes hep-
atocellular carcinoma progression via epigenetically activating
GPC3,”The FEBS Journal, vol. 283, no. 20, pp. 3739–3754, 2016.

[26] W. Gao, J. Y.-W. Chan, and T.-S. Wong, “Long non-coding RNA
deregulation in tongue squamous cell carcinoma,” BioMed
Research International, vol. 2014, Article ID 405860, 10 pages,
2014.

[27] M.M. Kamel, M.Matboli, M. Sallam, I. F.Montasser, A. S. Saad,
and A. H. F. El-Tawdi, “Investigation of long noncoding RNAs

expression profile as potential serum biomarkers in patients
with hepatocellular carcinoma,”Translational Research, vol. 168,
pp. 134–145, 2016.

[28] L. Dong, P. Qi, M.-D. Xu et al., “Circulating CUDR, LSINCT-5
and PTENP1 long noncoding RNAs in sera distinguish patients
with gastric cancer from healthy controls,” International Journal
of Cancer, vol. 137, no. 5, pp. 1128–1135, 2015.
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