www.impactjournals.com/oncotarget/

Oncotarget, Vol. 6, No. 40

MiR-542-5p is a negative prognostic factor and promotes
osteosarcoma tumorigenesis by targeting HUWE1

Dong-dong Cheng'*, Tao Yu?**, Tu Hu!, Ming Yao? Cun-yi Fan!' and Qing-cheng
Yang*
! Department of Orthopedics, Shanghai Jiao Tong University Affiliated Sixth People’s Hospital, Shanghai, China

2 State Key Laboratory of Oncogenes and Related Genes, Shanghai Cancer Institute, Renji Hospital, Shanghai Jiao Tong
University School of Medicine, Shanghai, China

* Authors share co-first authorship
Correspondence to: Qing-cheng Yang, email: tiygc@163.com

Cun-yi Fan, email: fancunyi888@hotmail.com
Keywords: miR-542-5p, proliferation, proteomics, HUWET, osteosarcoma

Received: June 22, 2015 Accepted: October 14, 2015 Published: October 20, 2015

This is an open-access article distributed under the terms of the Creative Commons Attribution License, which permits unrestricted use,
distribution, and reproduction in any medium, provided the original author and source are credited.

ABSTRACT

Recent evidence has demonstrated that microRNAs (miRNAs) are involved in the
proliferation and metastasis of osteosarcoma. Using miRNA microarray and functional
screening methods to compare miRNA expression profiles in osteosarcoma cell lines
treated with Trichostatin A (TSA), overexpression of miR-542-5p was determined
to be involved in the proliferation of osteosarcoma. We used isobaric tags for
relative and absolute quantitation (iTRAQ) and nanoscale liquid chromatography-
mass spectrometry (NanoLC—MS/MS) to identify differentially expressed proteins in
MNNG/HOS and U20S osteosarcoma cell lines transfected with miR-542-5p; in both
cell lines, seven proteins were downregulated, and nine were upregulated. HUWE1
was found to be a direct target of miR-542-5p in both osteosarcoma cell lines, and
was negatively correlated with miR-542-5p levels in human osteosarcoma tissues.
Moreover, the expression of miR-542-5p was upregulated in human osteosarcoma
tissue compared with non-tumor adjacent tissue. Kaplan-Meier analysis revealed that
overexpression of miR-542-5p predicted poor prognosis for osteosarcoma patients.
Taken together, our results indicated that miR-542-5p plays a critical role in the
proliferation of osteosarcoma and targets HUWE1.

INTRODUCTION

Osteosarcoma is the most common type of malignant
bone tumor, and it frequently originates in the metaphysis
of the long bones [1]. In the past, the most common
treatment for osteosarcoma was amputation. While the
S-year survival rate for patients with osteosarcoma has
significantly improved, many patients are insensitive to
available chemotherapeutics and have poor prognoses [2].

MiRNAs are a class of small regulatory RNA
molecules, 21-23 nucleotides in length, that negatively
regulate the expression of their target genes by binding
to the 3’-untranslated regions (UTR) of the corresponding
mRNAs [3]. Previous studies have reported that miRNAs
can act as oncogenes or tumor suppressors during the
development and metastasis of osteosarcoma [4, 5]. MiR-

93 reportedly promotes the metastasis of osteosarcoma by
targeting E2F1 [6]. Zhang et al. [7] found that miR-143
expression was low in osteosarcoma specimens and in
cultured osteosarcoma cell lines, and that overexpression
of miR-143 reduced cell viability, induced apoptosis, and
inhibited tumor growth via Bcl-2 in vitro.

The histone deacetylase inhibitor trichostatin A
(TSA) reportedly exerts an anti-tumor effect by increasing
levels of histone acetylation [8]. In that regard, TSA
alters the miRNA expression profiles of breast cancer
cells [9], and inhibits cell proliferation and metastasis in
osteosarcoma [10]. The purpose of the present study was
to determine the effects of TSA on the miRNA expression
profile in osteosarcoma and to identify miRNAs that
enhance the development of this cancer. Our findings
suggest miR-542-5p enhances the growth of osteosarcoma
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cells by targeting HUWE1 and may provide a potentially
useful therapeutic target for treatment of osteosarcoma.

RESULTS

The influence of TSA on miRNA expression in
osteosarcoma cells

Microarray analysis was used to characterize the
TSA-induced miRNAs. Cell viability was quantified with
CCK-8. The half maximal inhibitory concentration (IC50)
of TSA for MNNG/HOS cells was 110 nmol/L (Figure
1A), and this concentration was used for the remainder
of the study. Microarray data revealed that after TSA
treatment, 19 miRNAs, including miR-4323 and miR-
135a-3p, were upregulated 2-fold relative to the control
group; 30 miRNAs, including miR-4261, miR374b-5p
and miR-4306, were downregulated 2-fold (Figure 1B).
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We performed GO analysis and KEGG pathway analysis
on the differentially expressed miRNAs, and the results
are shown in Supplementary Figure 1. Ultimately, fifteen
potential miRNAs associated with the proliferation of
osteosarcoma were selected for microarray validation by
quantitative real-time RT-PCR analysis, including miR-
1237, miR-550a-5p, miR-365b-5p, miR-135a-3p, miR-
933, miR-762, miR-629-3p, miR-542-5p, miR-503, miR-
301b, miR-210, miR-374a-5p, miR-199a-5p, miR-199a-3p
and miR-195-5p. Changes observed via qRT-PCR were
consistent with the microarray analysis (Figure 1C).

Functional screening by in vitro transfection of
miRNA mimics and inhibitors

MiRNA mimics for miR-1237, miR-365b-5p,
miR-550a-5p and miR-135a-3p and miRNA inhibitors
for miR-301b, miR-503, miR-542-5p and miR-210 were
chosen for further functional investigation. MNNG/HOS
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Figure 1: The influence of TSA on miRNA expression in MNNG/HOS cells. A. Cell viability was quantified with CCK-8. The
TSA concentration selected for the rest of the study was 110 nmol/L for MNNG/HOS cells, which were treated for 48 hours. B. Heat map
of miRNAs that are differentially expressed between the TSA-treated group and the DMSO-treated group. Three biological replicates were
analyzed. C. Quantitative real-time RT-PCR validation of seven upregulated and eight downregulated miRNAs.
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cells were transiently transfected with miRNA mimics or
inhibitors and a CCK-8 assay was used to detect changes
in proliferation. The results showed that inhibition of miR-
542-5p could restrain the proliferation of tumor cells,
whereas the other miRNAs had no discernible effect on
the proliferation of MNNG/HOS cells (Figure 2).

MiR-542-5p promotes
osteosarcoma cells in vitro

the proliferation of

MNNG/HOS and U20S cells were transiently
transfected with a miR-542-5p mimic or inhibitor to
increase or decrease expression of the miRNA. The
relative expression of miR-542-5p was shown in
Supplementary Figure 2. A CCK-8 assay was used to
measure cell proliferation. The results showed that
upregulation of miR-542-5p promoted osteosarcoma cell
proliferation; in contrast, knockdown of miR-542-5p had
the opposite effect (Figure 3A, 3C). Cell cycle changes
were analyzed by flow cytometry after transfection with
the miR-542-5p mimic or inhibitor. Results of cell cycle
analysis revealed that overexpression of miR-542-5p
resulted in a reduced G,/M population in MNNG/HOS and
U20S cells, whereas inhibition of miR-542-5p inhibited
cell cycle progression, with increased numbers of cells
in G/M phase (Figure 3B, 3D). Thus, miR-542-5p may
enhance cell proliferation by promoting the G/M phase
transition. MNNG/HOS cell lines stably expressing the
miR-542-5p mimic, the miR-542-5p inhibitor or the miR-
control were established. Colony formation assays showed
that overexpression of miR-542-5p promoted colony
formation and inhibition hindered colony formation
(Figure 4A, 4B). However, miR-542-5p did not influence
the migration or invasion of osteosarcoma cells in vitro, as
shown in Supplementary Figure 3.
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MiR-542-5p promotes tumor formation in vivo

MNNG/HOS cells stably expressing the miR-542-
Sp mimic, the miR-542-5p inhibitor or the miR-control
were subcutaneously injected into the left scapulas of nude
mice, and the animals were closely monitored for tumor
growth for 6 weeks. The results demonstrated that miR-
542-5p-overexpressing tumors were significantly larger in
size and volume compared with control tumors, whereas
miR-542-5p-underexpressing tumors were smaller in size
and volume compared with control tumors (Figure 4C,
4D).

HUWEIL is the direct downstream target of miR-
542-5p

iTRAQ, combined with NanoLC-MS/MS
analysis, was used to identify proteins that were
differentially expressed in MNNG/HOS and U20S cells
after transfection with the miR-542-5p mimic. Using
ProteinPilot 4.1, we identified a total of 4078 and 3989
proteins and 36543 and 35941 peptides (global FDR
< 1%) in the first and second runs, respectively. After
filtering for an unused protein score > 1.3 and the number
of peptides > 2, 3178/3210 proteins were identified and
3147/3167 proteins were quantified. In total, we identified
3938 proteins and quantified 3898 proteins in the two
replicates (Figure 5B). We identified nine upregulated
(both of the iTRAQ ratios 115:114 > 1.5 and 117:116
> 1.5) and seven downregulated proteins (both of the
iTRAQ ratios 115:114 < 0.67 and 117:115 < 0.67) after
transfection with the miR-542-5p mimic. Supplementary
Table 1 lists the proteins that are upregulated or
downregulated in both the MNNG/HOS and U20S cells.
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Figure 2: Functional screening of eight candidate miRNAs in the MNNG/HOS cell line. A CCK-8 assay was used to detect
the proliferation of MNNG/HOS cells after transfection with miRNA mimics or inhibitors. Error bars represent the SEM, ** P < 0.01.
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Figure 5C shows a heat map of the dysregulated proteins.
MiRNAs can act as oncogenes or tumor suppressors by
negatively regulating their downstream targets, and three
downregulated proteins—HUWE]1, CSE1L and PTBP1—

were verified by western blot. The data showed that
overexpression of miR-542-5p reduced levels of HUWEI,
CSEIL and PTBPI1, and inhibition increased levels of
HUWEI]1, CSEIL and PTBP1 in both cell lines (Figure
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Figure 3: Effects of miR-542-5p on the proliferation and cell cycle progression of osteosarcoma cells. A. Diagrams showing
the results of a CCK-8 assay in MNNG/HOS cells transfected with miR-542-5p/miR-NC or miR-542-5p-in/miR-NC. B. Representative
images and a table depicting the results of cell cycle assays in MNNG/HOS cells transfected with miR-542-5p/miR-NC or miR-542-5p-in/
miR-NC. C. Diagrams showing CCK-8 assay results in U20S cells transfected with miR-542-5p/miR-NC or miR-542-5p-in/miR-NC. D.
Representative images and a table depicting the results of cell cycle assays in U20S cells transfected with miR-542-5p/miR-NC or miR-
542-5p-in/miR-NC. All results are shown as the mean =+ standard error of the mean (SEM). *P < 0.05; **P < 0.01. OD, optical density.
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5D, 5E). The relative expression of HUWEI, CSEIL and
PTBPI is shown in Supplementary Figure 4. Through the
use of the bioinformatics tools, TargetScan, miRNAorg
and miRwalk, HUWEI1 was predicted to be the target
gene of miR-542-5p. To determine whether miR-542-5p
reduced HUWEI expression through direct binding to its
3’UTR, we constructed the 3’UTR fragment of HUWEI,
and the corresponding mutant counterpart was inserted
directly downstream of the firefly luciferase reporter gene
(Figure 5F). MiR-542-5p reduced the relative luciferase
activity of the HUWE1-3’UTR binding site, whereas
luciferase activity was not significantly changed in the
mutant binding site (Figure 5G). These results suggested
that miR-542-5p downregulated HUWE]1 expression by
directly targeting its 3’UTR.

HUWEIL is the critical mediator of miR-542-5p in
osteosarcoma cells

To verify the involvement of HUWEI in the
miR-542-5p-induced promotion of osteosarcoma cell
proliferation, we knocked down endogenous HUWEI1
expression in osteosarcoma cells using a specific siRNA.
As shown in Figure 6A and 6B, si-HUWEI significantly
reduced levels of HUWE1 mRNA and protein. The relative
expression of HUWE1 was shown in Supplementary
Figure SA. We then transfected si-HUWEI1 and miR-
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542-5p inhibitors together into MNNG/HOS and U20S
cells. HUWEI protein levels were analyzed by western
blotting (Figure 6C). The relative expression of HUWEL1
was shown in Supplementary Figure 5B. Knockdown
of HUWEI by siRNA in osteosarcoma cells transfected
with miR-542-5p inhibitors attenuated the suppressive
effects of miR-542-5p inhibitor on the proliferation of
osteosarcoma cells (Figure 6D, 6E).

MiR-542-5p is inversely correlated with HUWE1
in osteosarcoma tissues

We used quantitative real-time PCR (qRT-PCR)
to measure the expression of miR-542-5p in 40 pairs
of human tissue samples; each pair comprised an
osteosarcoma sample and a corresponding non-tumor
tissue sample. Compared with non-tumor tissue, miR-542-
Sp expression was upregulated in osteosarcoma (Figure
7A). A Kaplan-Meier analysis revealed a significant
difference in disease free survival time between the high
miR-542-5p group and low miR-542-5p group (¥2=4.193,
P=0.041) (Figure 7B). Moreover, HUWEI levels were
negatively correlated with miR-542-5p expression in
osteosarcoma tissues (Figure 7C). However, HUWEI1
levels had no significant difference between the tumor
tissues and non-tumor adjacent tissues (Figure 7D).
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Figure 4: MiR-542-5p promotes the growth of osteosarcoma tumors in vivo. A. B. Colony formation assay of MNNG/HOS
cells stably expressing the miR-542-5p mimic, miR-542-5p inhibitor or miR-control. After 2 weeks, cells in each well were fixed and
counted. C. Photographs of tumors. D. Growth curve drawn by measuring tumor volumes on the indicated days. Error bars represent the

SEM, *P < 0.05.
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DISCUSSION

Osteosarcoma is a type of malignant bone tumor
characterized by high levels of genetic instability, with
a peak incidence in the second and third decades of
life [12]. Since the invention of pre- and postoperative
chemotherapy in the 1970s, the 5-yearevent-free survival
(EFS) rate of patients with localized disease has reached
70%. However, the prognosis for patients with metastatic
osteosarcoma is poor, with 5-year EFS rates of no more

than 20% [13]. MiRNAs reportedly contribute to the
development and metastasis of osteosarcoma [14], and
may provide novel therapeutic targets for treatment of this
cancer.

In this study, microarray analysis was used to study
the effects of TSA, which had previously been reported
to inhibit osteosarcoma growth [10], on osteosarcoma
miRNA expression profiles in vitro. Fifteen promising
miRNAs were selected for validation by qRT-PCR
analysis, several of which were previously reported to
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Figure 5: HUWEI is the direct downstream target of miR-542-5p. A. Flow chart of proteomic analysis. B. Total identified
and quantified proteins. All proteins had an unused protein score >1.3 and peptides >2. C. Heat map of upregulated and downregulated
proteins in both MNNG/HOS and U20S cells after transfection with miR-542-5p. D. E. Representative western blots displaying the levels
of HUWEL, CSEI1L and PTBP1 proteins after transfection with miR-542-5p mimics or inhibitors. 3-actin was used as an internal control.
F. The sequences of the putative miR-542-5p binding sites in wild type (emphasized with shadow) and mutant (red) HUWE1-3’UTR. G.
The relative luciferase activity of luciferase reports with wild type or mutant HUWE1-3’UTR were determined in HEK 293T cells, which
were co-transfected with the miR-542-5p mimic or miR-NC. Renilla luciferase activity served as an internal control. Statistical significance
was observed between the wild type and the mutant groups transfected with miR-542-5p. The data are representative of three independent
experiments. Error bars represent SEM. * P < 0.05 by Student’s ¢ test.

www.impactjournals.com/oncotarget 42766 Oncotarget



be involved in the tumorigenesis of osteosarcoma. MiR-
195-5p and miR-374a-5p were previously shown to be
upregulated in osteosarcoma patients [15]. In addition,
serum miR-199a-5p levels are reportedly higher in
osteosarcoma patients than in controls [16], and MiRNA-
199a-3p, which regulates cell proliferation and migration
in vitro, is downregulated in osteosarcoma tissues [17].
After functional screening, we found that miR-542-

A Bl MNNGHOS B
151 U208

Relative HUWE1
mRNA expression

MNNG/HOS U208

HUWEI E E‘ 482K da 20

(P P
& & 00

Sp promoted proliferation in osteosarcoma cells. Notably,
the function of miR-542-5p appears to vary in different
tumors. In neuroblastoma, for example, it appears to act as
a tumor suppressor [18]. It also inhibits growth of human
lung cancer cells, perhaps by targeting EGFR mRNA [19]
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Error bars represent SEM. * P < (.05 by Student’s # test, miR-NC VS miR-542-5p inhibitor; miR-542-5p inhibitor VS miR-542-5p inhibitor

+ si-HUWEIT.
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and basal cell carcinomas, indicating that miR-542-5p may
act as an oncogene in those cancers [21, 22]. Upregulation
of miR-542-5p was also associated with EMT in human
carcinosarcomas [23].

Our experimental data revealed that miR-542-5p
promoted the proliferation of osteosarcoma cells, but
did not influence metastasis. Further study showed that
overexpression of miR-542-5p promoted tumorigenesis
of osteosarcoma cells in vivo. Moreover, miR-542-5p
expression was upregulated in human osteosarcoma tissue
compared with corresponding non-tumor tissues. Kaplan-
Meier analysis revealed a significant difference in disease
free survival time between the high and low miR-542-
Sp groups. These data indicate that miR-542-5p exhibits
tumor-promoting activity in osteosarcoma and predicts
poor patient prognosis.

By regulating the expression of associated genes,
MiRNAs regulate a wide range of biological functions,
including cell proliferation, migration, differentiation
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and apoptosis [24]. As reported, a single miRNA can
regulate hundreds of mRNAs, and a single mRNA
might be regulated by multiple miRNAs [25]. Konno
et al. revealed that EZH2, MCL-1 and FOS were direct
targets of miR-101 through gene microarray analysis
[26], while exogenous overexpression of miR-29a
reduces cell proliferation and invasiveness in non-
small cell lung cancer by modulating the expression of
several downstream proteins [27]. Comparing protein
coding gene expression following miRNA treatment is
a good method to identify the novel target of miRNA.
To identify the underlying mechanism by which miR-
542-5p functions, in the present study iTRAQ combined
with NanoLC-MS/MS analysis was used to identify the
proteins differentially expressed after transfecting cells
with a miR-542-5p mimic. The results showed that seven
proteins were downregulated and nine were upregulated
in both MNNG/HOS and U20S osteosarcoma cell lines.
Among the downregulated proteins were HUWE1, CSE1L
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Figure 7: MiR-542-5p expression is inversely correlated with levels of HUWEL1 in osteosarcoma. A. Real-time PCR
analysis to quantify the endogenous levels of miR-542-5p in osteosarcoma patients compared with paired noncancerous tissues. B. The
prognostic value of miR-542-5p for osteosarcoma patients assessed by Kaplan-Meier analysis. C. The expression of HUWE1 was measured
in the presence of low and high miR-542-5p expression levels. D. Real-time PCR analysis to quantify the endogenous levels of HUWEI in

osteosarcoma patients compared with paired noncancerous tissues.
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and PTBPI1. It was previously reported that HUWEI1
inhibits Wnt signaling [28] and suppresses Ras-mediated
tumorigenesis by preventing accumulation of c-Myc/Mizl
complexes, which mediate p21 and p15 downregulation
[29]. CSEILL reportedly facilitates cell death caused by a
form of stress linked to the tumor suppressor p53 [30].
PTBP1 was shown to play a role in maintaining the growth
and malignant properties of breast cancer cells [31].
Changes in protein levels were verified by western blot.
Data from the present study showed that overexpression
of miR-542-5p reduced levels of HUWE1, CSEIL and
PTBP1, while inhibition of miR-542-5p increased levels
of these proteins. Dual-luciferase reporter assays showed
HUWEI is a direct target of miR-542-5p in osteosarcoma.
Moreover, levels of miR-542-5p and HUWEI are
inversely correlated in osteosarcoma tissues. However,
there was no significant difference between HUWEI1
levels in tumor tissues and non-tumor adjacent tissues.

In conclusion, the results obtained in the present
study indicate that overexpression of miR-542-5p
promotes the proliferation of osteosarcoma in vitro and
in vivo. Further investigation revealed that HUWEIL
was a direct target of miR-542-5p, and that reduced
expression of this protein played an important role in the
tumor-promoting effect of miR-542-5p overexpression.
Importantly, these findings indicate that miR-542-5p may
be a promising new therapeutic target for suppression of
osteosarcoma proliferation.

MATERIALS AND METHODS

Cell lines and cell culture

Two osteosarcoma cell lines were used: MNNG/
HOS and U20S. The cells were maintained at 37°C in
a humidified atmosphere containing 5% CO,. Cells
were cultured in Dulbecco’s modified Eagle’s medium
(DMEM) (MNNG/HOS cells) or RPMI-1640 (U20S
cells) and supplemented with 10% fetal bovine serum
(FBS) (Biowest, South America Origin), 100 U/ml
penicillin (Sigma-Aldrich, St Louis, MO, USA) and 100
mg/ml streptomycin (Sigma-Aldrich).

Human osteosarcoma samples

Between 2011 and 2012, a total of 40 human
osteosarcoma samples and the adjacent non-tumor tissue
were collected during surgery at the Department of
Orthopedics, Shanghai Jiao Tong University Affiliated
Sixth People’s Hospital (Shanghai, China). Upon
resection, the human specimens were immediately
frozen in liquid nitrogen and stored at -80°C. Informed
consent was obtained from all patients, and the study was
approved by the Ethics Committee of the Shanghai Jiao

Tong University Affiliated Sixth People’s Hospital.

MiRNA microarray analysis

MiRNA expression profiling was carried out
according to the manufacturer’s instructions. Briefly,
the cells were treated for 48 h with either 1% DMSO
or 100 nmol/L TSA, and miRNAs were isolated using
a mirVana miRNA Isolation Kit (Ambion, Carlsbad,
CA, USA) according to the manufacturer’s instructions.
The quantity and quality of the RNA was determined by
absorbance at 260 and 280 nm, and 100 ng of total RNA
was used for microarray analysis. The RNA was labeled
and hybridized onto the Agilent One-Color Microarray-
Based miRNA Expression Analysis platform (Oe
BioTech Co.). Following hybridization, the slides were
washed, dried and scanned on an Agilent Scanner. The
microarrays were independently performed three times.
Clustering of the miRNA expression data was performed
using CLUSTER. The differentially expressed miRNAs
underwent GO (Gene Ontology) analysis and KEGG
(Kyoto Encyclopedia of Genes and Genomes) pathway
analysis. Three biological replicates were included.

Oligonucleotide transfection

The miRNA mimics and control miR that were used
for transient transfection were designed and synthesized
by RiboBio (Guangzhou, China). The miRNA inhibitors
and small interfering RNAs (siRNA) were synthesized
by Biomics Biotechnologies (Nantong, China). A total of
5x10* cells were seeded into the wells of a 6-well plate.
The next day, the cells were transfected with the miRNA
mimic or miRNA inhibitor using Lipofectamine 2000
Reagent (Invitrogen) according to the manufacturer’s
protocol. For assays of proliferation, cell cycle, migration
and invasion, and for RNA extraction and western blotting,
cells were used 48 h after transfection.

Cell proliferation assays and cell cycle analysis

Cell proliferation: Forty-eight h after transfection,
5000 cells were seeded into each well of a 96-well plate
and incubated. A 10-pL aliquot of CCK-8 (Dojindo,
Japan) was added to quintuplicate wells and incubated
for 2 h. To calculate the number of viable cells in each
well, the absorbance at 450 nm was measured. Each
measurement was performed in quintuplicate, and the
experiments were repeated twice. Cell cycle: Forty-eight
h after transfection, the cells were fixed in 70% ethanol
at -20 °C for 24 h. Then, the cells were stained with 50
pg/mL propidium iodide (PI) (Kaiji, China) and analyzed
using a FACSCalibur flow cytometer (BD Biosciences,
San Jose, CA). The results were analyzed using ModFit
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software (BD Biosciences, San Jose, CA). Assays were
independently conducted three times.

In vitro migration and invasion assays

Cell migration and invasion assays were performed
in a 24-well plate with 8-mm pore size chamber inserts
(Corning, New York, NY, USA). For the migration assays,
after transfection with either the mimic or control miR,
5x10* cells per well were placed into the upper chamber
on an uncoated membrane. For the invasion assays, after
transfection with either the mimic or control miR, 1x10°
cells per well were placed into the upper chamber on a
Matrigel-coated membrane. The cells were diluted with
serum-free culture medium. In both assays, when the cells
were seeded into the upper chamber, they were suspended
in 200 pl of DMEM without FBS. The lower chambers
contained 800 pL of medium with 10% FBS. The cells
were incubated at 37°C in 5% CO, for 12 h and 14 h for
the migration and invasion assays, respectively. Then, the
membrane inserts were removed and non-invading cells
were removed from the upper surface of the membrane.
Cells that had moved to the bottom of the chamber were
fixed with 100% methanol for 30 min and stained with
0.1% crystal violet for 30 min. The cells in at least 10
random fields were imaged and counted using a CKX41
inverted microscope (Olympus, Tokyo, Japan). Assays
were independently conducted three times.

RNA isolation and quantitative real-time PCR
assays

MiRNA was extracted from cultured cells and
human tissue samples using a mirVana miRNA Isolation
Kit (Ambion, Carlsbad, CA, USA). The expression
levels of the mature miRNAs were quantified with
specific primers and probes using TagMan miRNA assays
(Applied Biosystems, Carlsbad, CA, USA) according
to the manufacturer’s instructions, and were normalized
to the U6 small nuclear RNA. Total RNA was extracted
from transfected cells and human tissues using TRIzol
reagent (Invitrogen, Carlsbad, CA, USA) according to
the manufacturer’s protocol, and was quantified with a
NanoDrop 2000 (Thermo Fisher Scientific, Waltham,
MA, USA). First-strand cDNA was synthesized with a
PrimeScript RT Reagent Kit (TaKaRa, Shiga, Japan). RT-
PCR was performed with SYBR Green Premix Ex Taq
(TaKaRa). The primer sequences were as follows: HUWEI
(forward primer: 5’ - ACTGGTGCAACTTCCTCCTT -37;
reverse primer: 5’- TTGTCCTGGGCTGCAATCTC-3).
B-actin (forward primer:
5’-GTCATTCCAAATATGAGATGCGT-3’; reverse
primer: 5’-GCATTACATAATTTACACGAAAGCA-3)
was used as an internal control.

Stable expression of miR-542-5p using lentiviral
vectors

The miR-542-5p-mimic, miR-542-5p-inhibitor
and miR-control lentiviral vectors were purchased
from GenePharma (Shanghai, China). The sequences

are as follows: miR-542-5p-mimic lentiviral
vector (5- TCGGGGATCATCATGTCACGAGA
-3”);  miR-542-5p-inhibitor lentiviral vector (5°-

TCTCGTGACATGATGATCCCCGA -3’); miR-control
lentiviral vector (5’- TTCTCCGAACGTGTCACGT -3°).
MNNG/HOS cells were transfected with the miRNA-
mimic lentiviral vector, the miRNA-inhibitor lentiviral
vector or the miRNA-NC lentiviral vector in the presence
of 5 mg/ml Polybrene (GenePharma).

Colony formation assay

1x10° MNNG/HOS cells stably expressing the miR-
542-5p mimic, miR-542-5p inhibitor or miR-control were
seeded in 6-well plates. After two weeks, cells in each well
were fixed with 100% methanol for 30 min and stained
with 0.1% crystal violet for 30 min. Cell colonies were
then counted. Assays were independently conducted three
times.

Animal experiments

All animal experiments were approved by the
Ethics Committee of the Shanghai Jiao Tong University
Affiliated Sixth People’s Hospital. For tumor growth
assays, MNNG/HOS cells stably expressing the miR-
542-5p mimic, miR-542-5p inhibitor or miR-control were
injected subcutaneously into the left scapulas of nude mice
(6-week-old BALB/c-nu/nu, 6 per group, 2x10° cells per
mouse). The tumor volume was monitored weekly and
was calculated using the formula: V =0.5xlengthxwidth?.
After 6 weeks, the mice were killed.

Proteomic analysis

iTRAQ combined with NanoLC—MS/MS analysis
[11] was used to identify proteins that were differentially
expressed after transfection with the miR-542-5p mimic.
MNNG/HOS and U20S cells were transfected with
the miR-542-5p mimic or with miR-NC for 48 h and
harvested, and 100 pg of the MNNG/HOS cell lysates
were labeled with iTRAQ labeling reagents 115 (miR-
542-5p mimic) and 114 (miR-NC) (Applied Biosystems,
Foster City, CA). Similarly, whole-cell lysates from U20S
cells transfected with the miR-542-5p mimic or miR-NC
were labeled with iTRAQ labeling reagents 117 and 116
(Applied Biosystems, Foster City, CA), respectively. After
strong cation exchange and NanoLC—MS/MS analysis,
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protein identification and iTRAQ quantitation were
performed using ProteinPilot4.1 software (AB SCIEX,
USA). Two physical replicates were performed. Figure SA
shows the flow chart of proteomic analysis.

Western blot analysis

Lysates were extracted from cultured cells using a
mixture of T-PER Protein Extraction Reagent (Thermo
Fisher Scientific), PhosSTOP (Roche, Basel, Switzerland)
and Complete Mini (Roche). The protein samples were
separated using 6% and 8% sodium dodecyl sulfate-
polyacrylamide gel electrophoresis and were transferred
to nitrocellulose membranes (Millipore, Billerica, USA).
After blocking in phosphate-buffered saline/Tween-20
containing 5% non-fat milk, the membranes were
incubated with the following primary antibodies: HUWE1
(Bioworld Technology, 1:500), CSEIL (Bioworld
Technology, USA, 1:500), PTBP1 (Bioworld Technology,
1:500) or B-actin (Sigma-Aldrich, 1:20000). The
secondary antibody was anti-rabbit IgG (Sigma-Aldrich,
1:5000). Subsequent visualization was performed with
SuperSignal West Femto Maximum Sensitivity Substrate
(Thermo Fisher Scientific).

Dual-luciferase reporter assay

A mixture of 50 ng pluc-3’UTR, 10 ng Renilla and
5 pmol miRNA-542-5p mimic or negative control were
co-transfected into HEK-293T cells according to the
recommended instructions using Lipofectamine 2000.
After 48 h of transfection, Firefly and Renilla luciferase
activity was measured by the Dual-Luciferase Reporter
Assay System (Promega). The relative firefly luciferase
activities were detected by normalizing to Renilla
luciferase activities, which served as an internal control
for transfection efficiency.

Statistical analysis

Data were imaged with GraphPad Prism 5
software (GraphPad Software, Inc., La Jolla, CA, USA).
Quantitative variables are presented as means and standard
error of the mean and were analyzed using Student’s
t-tests (two-tailed; P < 0.05 was considered statistically
significant). The Kaplan-Meier analysis was employed for
the survival analysis between the groups. The disease free
survival time is the period from surgery to the presence
of new lesions. All analyses were performed using SPSS
software (version 19.0) (IBM Corporation, New York, NY,
USA).

CONFLICTS OF INTEREST

The authors declare that they have no conflict of
interest.

REFERENCES

1. Geller D S, Gorlick R. Osteosarcoma: a review of diagnosis,
management, and treatment strategies. Clin Adv Hematol
Oncol. 2010; 8: 705-718.

2. Bielack SS, Kempf-Bielack B, Delling G, Exner GU,
Flege S, Helmke K, Kotz R, Salzer-Kuntschik M, Werner
M, Winkelmann W, Zoubek A, Jirgens H, Winkler K.
Prognostic factors in high-grade osteosarcoma of the
extremities or trunk: an analysis of 1,702 patients treated
on neoadjuvant cooperative osteosarcoma study group
protocols. J Clin Oncol. 2002; 20: 776-790.

3. MeiQ, Li X, Guo M, Fu X, Han W. The miRNA network:
micro-regulator of cell signaling in cancer. Expert Rev
Anticancer Ther. 2014; 14: 1515-1527.

Xu L, Qi X, Duan S, Xie Y, Ren X, Chen G, Yang X, Han

L, Dong Q. MicroRNAs: potential biomarkers for disease

diagnosis. Bio-Med Mater Eng. 2014; 24: 3917-3925.

5. Zhang K, Zhang Y, Ren K, Zhao G, Yan K, Ma B.
MicroRNA-101 inhibits the metastasis of osteosarcoma
cells by downregulation of EZH2 expression. Oncol Rep.
2014; 32: 2143-2149.

6. Montanini L, Lasagna L, Barili V, Jonstrup SP, Murgia A,
Pazzaglia L, Conti A, Novello C, Kjems J, Perris R, Benassi
MS. MicroRNA cloning and sequencing in osteosarcoma
cell lines: differential role of miR-93. Cell Oncol. 2012; 35:
29-41.

7. Zhang H, Cai X, Wang Y, Tang H, Tong D, Ji F.
microRNA-143, down-regulated in osteosarcoma, promotes
apoptosis and suppresses tumorigenicity by targeting Bcl-2.
Oncol Rep. 2010; 24: 1363-1369.

8. LiYL, Yang TS, Ruan WM, Cui W, Jin Y, Zou XM. Effect
of trichostatin a on SGC-7901 gastric cancer cells. Int J Clin
Exp Med. 2014; 7: 1958-1966.

9. Rhodes LV, Nitschke AM, Segar HC, Martin EC, Driver JL,

Elliott S, Nam SY, Li M, Nephew KP, Burow ME, Collins-

Burow BM. The histone deacetylase inhibitor trichostatin A

alters microRNA expression profiles in apoptosis-resistant

breast cancer cells. Oncol Rep. 2012; 27:10-16.

Cheng DD, Yang QC, Zhang ZC, Yang CX, Liu YW.

Antitumor activity of histone deacetylase inhibitor

10.

trichostatin A in osteosarcoma cells. Asian Pac J Cancer
Prev. 2012; 13: 1395-1399.

Lin HC, Zhang FL, Geng Q, Yu T, Cui YQ, Liu XH, Li
J, Yan MX, Liu L, He XH, Li JJ, Yao M. Quantitative
proteomic analysis identifies CPNE3 as a novel metastasis-
promoting gene in NSCLC. J Proteome Res. 2013; 12:
3423-3433.

Kubota D, Mukaihara K, Yoshida A, Tsuda H, Kawai

11.

12.

www.impactjournals.com/oncotarget

42771

Oncotarget



13.

14.

15.

16.

17.

19.

20.

21.

22.

23.

24.

25.

A, Kondo T. Proteomics study of open biopsy samples
identifies peroxiredoxin 2 as a predictive biomarker of
response to induction chemotherapy in osteosarcoma. J
Proteomics. 2013; 91: 393-404.

Mialou V, Philip T, Kalifa C, Perol D, Gentet JC, Marec-
Berard P, Pacquement H, Chastagner P, Defaschelles AS,
Hartmann O. Metastatic osteosarcoma at diagnosis. Cancer.
2005; 104: 1100-1109.

Jiang L, He A, Zhang Q, Tao C. miR-126 inhibits cell
growth, invasion, and migration of osteosarcoma cells by
downregulating ADAM-9. Tumor Biol. 2014; 35:12645-54.

Lian F, Cui Y, Zhou C, Gao K, Wu L. Identification of a
plasma four-microRNA panel as potential noninvasive
biomarker for osteosarcoma. PLoS One. 2015;10:¢0121499.

Zhou G, Lu M, Chen J, Li C, Zhang J, Chen J, Shi X, Wu
S. Identification of miR-199a-5p in serum as noninvasive
biomarkers for detecting and monitoring osteosarcoma.
Tumour Biol. 2015 Jun 12. [Epub ahead of print]. PMID:
26069101.

Duan Z, Choy E, Harmon D, Liu X, Susa M, Mankin H,
Hornicek F. MicroRNA-199a-3p is downregulated in
human osteosarcoma and regulates cell proliferation and
migration. Mol Cancer Ther. 2011;10:1337-1345.

Bray I, Tivnan A, Bryan K, Foley NH, Watters KM, Tracey
L, Davidoff AM, Stallings RL. MicroRNA-542-5p as a
novel tumor suppressor in neuroblastoma. Cancer Lett.
2011; 303: 56-64.

Yamaguchi G, Takanashi M, Tanaka M, Fujita K, Ohira
T, Kuroda M, Ikeda N. Isolation of miRNAs that target
EGFR mRNA in human lung cancer. Biochem Biophys Res
Commun.. 2012; 420: 411-416.

Dettmer M, Vogetseder A, Durso MB, Moch H, Komminoth
P, Perren A, Nikiforov YE, Nikiforova MN. MicroRNA
expression array identifies novel diagnostic markers for
conventional and oncocytic follicular thyroid carcinomas.
J Clin Endocrinol Metab. 2012; 98: E1-E7.

Gaedcke J, Grade M, Camps J, Sekilde R, Kaczkowski B,
Schetter AJ, Difilippantonio MJ, Harris CC, Ghadimi BM,
Moller S, Beissbarth T, Ried T, Litman T. The rectal cancer
microRNAome-microRNA expression in rectal cancer and
matched normal mucosa[J]. Clin Cancer Res. 2012; 18:
4919-4930.

Sand M, Skrygan M, Sand D, Georgas D, Hahn SA,
Gambichler T, Altmeyer P, Bechara FG. Expression of
microRNAs in basal cell carcinoma. Br J Dermatol. 2012;
167: 847-855.

Castilla MA, Moreno-Bueno G, Romero-Pérez L, Van De
Vijver K, Biscuola M, Lopez-Garcia MA, Prat J, Matias-
Guiu X, Cano A, Oliva E, Palacios J. Micro-RNA signature
of the epithelial-mesenchymal transition in endometrial
carcinosarcoma. J Pathol. 2011; 223: 72-80.

Bartel D P. MicroRNAs: genomics, biogenesis, mechanism,
and function. Cell. 2004; 116: 281-297.

Wu S, Huang S, Ding J, Zhao Y, Liang L, Liu T, Zhan

26.

27.

28.

29.

30.

31.

R, He X. Multiple microRNAs modulate p21Cipl/Wafl
expression by directly targeting its 3’ untranslated region.
Oncogene. 2010; 29: 2302-2308.

Konno Y, Dong P, Xiong Y, Suzuki F, Lu J, Cai M,
Watari H, Mitamura T, Hosaka M, Hanley SJ, Kudo M,
Sakuragi N. MicroRNA-101 targets EZH2, MCL-1 and
FOS to suppress proliferation, invasion and stem cell-
like phenotype of aggressive endometrial cancer cells.
Oncotarget. 2014;5:6049-6062.

Muniyappa MK, Dowling P, Henry M, Meleady P, Doolan
P, Gammell P, Clynes M, Barron N. MiRNA-29a regulates
the expression of numerous proteins and reduces the
invasiveness and proliferation of human carcinoma cell
lines. Eur J Cancer. European Journal of Cancer. 2009;
45(17): 3104-3118.

de Groot RE, Ganji RS, Bernatik O, Lloyd-Lewis B,
Seipel K, Sedova K, Zdrahal Z, Dhople VM, Dale TC,
Korswagen HC, Bryja V. Huwel-mediated ubiquitylation
of dishevelled defines a negative feedback loop in the Wnt
signaling pathway. Sci Signal. 2014; 7:ra26.

Inoue S, Hao Z, Elia AJ, Cescon D, Zhou L, Silvester J,
Snow B, Harris IS, Sasaki M, Li WY, Itsumi M, Yamamoto
K, Ueda T, Dominguez-Brauer C, Gorrini C, Chio II, Haight
J, You-Ten A, McCracken S, Wakeham A, Ghazarian
D, Penn LJ, Melino G, Mak TW. Mule/Huwel/Arf-BP1
suppresses Ras-driven tumorigenesis by preventing c-Myc/
Mizl-mediated down-regulation of p21 and pl5. Genes
Dev. 2013; 27: 1101-14.

Tanaka T, Ohkubo S, Tatsuno I, Prives C. hCAS/CSEI1L
associates with chromatin and regulates expression of select
p53 target genes. Cell. 2007; 130: 638-650.

He X, Arslan AD, Ho TT, Yuan C, Stampfer MR, Beck
WT. Involvement of polypyrimidine tract-binding protein
(PTBP1) in maintaining breast cancer cell growth and
malignant properties. Oncogenesis. 2014; 3: e84.

WWW

.impactjournals.com/oncotarget

42772

Oncotarget



