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ABSTRACT
Induced osteogenesis of adipose-derived mesenchymal stem cells (AMSCs) has been used to facilitate bone
regeneration. Specifically, hydrostatic pressure (HP) has been implicated as a key regulator of AMSC
differentiation, whereas the mechanisms that underlie the effects of HP on osteogenesis of AMSCs are not fully
understood. Long noncoding RNAs (lncRNAs) are emerging regulators for osteogenic differentiation from
AMSCs. In the current study, we found that lncRNA-PAGBC was a specific lncRNA that significantly upregulated
during osteogenic differentiation of AMSCs based on published database. HP increased lncRNA-PAGBC, which is
a competitive endogenous RNA (ceRNA) that binds to the osteogenesis-inhibitory microRNA, miR-133b, to
regulate osteogenic differentiation of AMSCs. Moreover, a key osteogenesis-trigger gene, runt-related
transcription factor 2 (RUNX2), was identified as a target gene for miR-133b. Suppression of RUNX2 by miR133b caused impaired osteogenic differentiation of AMSCs. Furthermore, lncRNA-PAGBC overexpression
upregulated, whereas lncRNA-PAGBC silencing decreased the expression of RUNX2 through miR-133b.
Together, these data suggest that HP induces osteogenic differentiation of AMSCs through increasing lncRNAPAGBC.

INTRODUCTION
Cell-based tissue-engineering techniques are attractive
methods for improving tissue regeneration in patients
[1]. Mesenchymal stem cells (MSCs) are the most
commonly studied and applied cells in boosting tissue
regeneration
[2].
Specifically,
adipose-derived
mesenchymal stem cells (AMSCs) have the advantage
of being abundant, accessible and functional [3–9].
Tissue engineering strategies have been widely used to
facilitate natural bone regeneration processes to fill
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bone defects resulting from trauma, resection of tumor
and severe infection [10]. Besides osteogenic cells,
osteoconductive scaffolds and osteogenic cytokines,
mechanics are also critical factors for optimal and
constitutive tissue engineering [11]. By Wolff's law, the
geometrical remodeling of bone responds faithfully to
mechanical loads in a dynamic manner [10]. Moreover,
the mechano-transduction theories have been recently
developed to describe how physical forces are
converted into biological signals to trigger cellular
responses [12]. Hydrostatic pressure (HP) is a constant
strain on bone cells inside the body. HP constitutes a
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quarter of the systemic blood pressure for regulating the
dynamic homeostasis of bone [13]. Nevertheless, the
exact way by which HP affects osteogenic
differentiation of MSCs is not fully understood.
MicroRNAs (miRNAs) are 20~22 nucleotides long noncoding RNAs [14]. Most of miRNAs combine to 3'untranslated region (UTR) of genes by imprecise
binding, resulting in silence of the genes by alternation
of spatial structure [14]. MiRNAs play an important
role in various biological processes, such as regulation
of cell differentiation, determination of cell identity,
modulation of apoptotic cell death, cell migration and
cell cycles, et al [15–18]. Specifically, miR-133b is a
miRNA that suppresses osteogenic differentiation [19].
Moreover, a key osteogenesis-trigger gene, runt-related
transcription factor 2 (RUNX2), was found to be the
target for miR-133b during osteogenesis [19]. Similarly,
miR-133 was found to affect fracture healing through
RUNX2 in another study [20].
Long noncoding RNAs (lncRNAs) are non-protein
coding RNAs of more than 200 nucleotides in length
[21], and are emerging regulators for osteogenic
differentiation from AMSCs [22–24]. PAGBC was a
specific lncRNA that significantly upregulated during
osteogenic differentiation of AMSCs, based on
published database [25]. However, the involved
mechanisms have not been studied.
Here, we showed that HP increased lncRNA-PAGBC,
which is a competitive endogenous RNA (ceRNA) that
binds to the osteogenesis-inhibitory microRNA, miR133b, to regulate osteogenic differentiation of AMSCs.
Moreover, suppression of RUNX2 by miR-133b caused
impaired osteogenic differentiation of AMSCs.
Furthermore,
lncRNA-PAGBC
overexpression
upregulated, whereas lncRNA-PAGBC silencing
decreased the expression of RUNX2 through miR-133b.

RESULTS

PAGBC is a ceRNA for miR-133b in AMSCs
Using miRcode (http://www.mircode.org/mircode), we
found that most of the targeting genes of PAGBC were
not associated with osteogenic differentiation. However,
miR-133b was a specific PAGBC-targeting miRNA
(Figure
2A),
which
suppressed
osteogenic
differentiation through RUNX2, a key osteogenesistrigger gene [19]. Hence, we hypothesized that PAGBC
may compete with RUNX2 for miR-133b binding to
increase free RUNX2 to promote osteogenic
differentiation of AMSCs. To prove it, first we
examined whether PAGBC may be a ceRNA for miR133b in MSCs. We prepared plasmids that overexpress
PAGBC or deplete PAGBC. Plasmids carrying a
scramble sequence were used as controls. The potential
of these plasmids to alter PAGBC levels
correspondingly was validated by RT-qPCR (Figure
2B). Next, we prepared luciferase reporter for wildtype
(wt) miR-133b and miR-133b with a mutant at the
PAGBC binding site (mut). The luciferase reporter
assay was performed on AMSCs, showing that
transfection of PAGBC markedly reduced the luciferase
activity of miR-133b-wt (p<0.05), whereas the
luciferase activity of the miR-133b-mut was unaffected
(Figure 2C). Moreover, transfection of shPAGBC
markedly increased the luciferase activity of miR-133bwt (p<0.05), whereas the luciferase activity of the miR133b-mut was unaffected (Figure 2D). Together, these
data suggest that PAGBC is a ceRNA for miR-133b in
AMSCs.
HP induces osteogenic differentiation of AMSCs
through PAGBC

HP upregulates PAGBC and induces osteogenic
differentiation of AMSCs
AMSCs were isolated from healthy donor and one clone
was selected, after validation for MSC property
(positive for CD73, CD90 and CD105, negative for
CD34, CD45 and HLA-DR) by flow cytometry (Figure
1A). Next, AMSCs were cultured in osteogenic
differentiation media under normal pressure (NP) versus
HP (Figure 1B). We found that HP significantly
increased osteogenic differentiation of AMSCs by Von
kossa staining, shown by quantification (Figure 1C) and
by representative images (Figure 1D). Next, in order to
find the HP-regulated lncRNAs associated with
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osteogenesis, we obtained candidate lncRNAs that
significantly
upregulated
during
osteogenic
differentiation of AMSCs from published database [25].
In these candidates, PAGBC was found to be
significantly upregulated by HP (Figure 1E). Thus, HP
upregulates PAGBC and induces osteogenic
differentiation of AMSCs.
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Next, we assessed whether HP may induce osteogenic
differentiation of AMSCs through PAGBC. AMSCs
transfected with scr were kept in either NP or HP, while
AMSCs transfected with PAGBC were kept in NP,
AMSCs transfected with shPAGBC were kept in HP, to
compare with AMSCs in NP and AMSCs in HP,
respectively. HP induced significantly increases in
PAGBC in AMSCs, which were significantly attenuated
by shPAGBC (Figure 3A). PAGBC significantly
increased PAGBC in AMSCs at NP (Figure 3A).
Interestingly, the increases in PAGBC in these
conditions resulted in decreases in miR-133b, and vice
versa (Figure 3B). Moreover, HP-induced PAGBC

AGING

promoted osteogenic differentiation, shown by
representative images (Figure 3C) and by quantification
(Figure 3D), which was supported by upregulation of
osteogenesis-associated genes, collagen I (Col I, Figure
3E) and osteopontin (OPN, Figure 3E). PAGBC
depletion significantly attenuated the HP-induced
osteogenic differentiation, shown by representative
images (Figure 3C) and by quantification (Figure 3D),
which was supported by attenuated increases in
osteogenesis-associated genes, Col I and OPN (Figure
3E). On the other hand, overexpression of PAGBC at
NP was sufficient to induce osteogenic differentiation,
shown by representative images (Figure 3C) and by
quantification (Figure 3D), which was supported by

significant upregulation of osteogenesis-associated
genes, Col I and OPN (Figure 3E). Together, these data
suggest that HP induces osteogenic differentiation of
AMSCs through PAGBC.
MiR-133b inhibits RUNX2 in AMSCs
RUNX2 is a key inducer for osteogenesis and has been
shown to be a miR-133b-targeting gene [19]. Using
bioinformatics tools, we detected the binding site for
miR-133b on the 3’-UTR of RUNX2, which was used
for generating 3'-UTR of wildtype RUNX2 mRNA
(RUNX2 wt) and 3'-UTR of RUNX2 mRNA with a
mutant at miR-133b-binding site (RUNX2 mut)

Figure 1. HP upregulates PAGBC and induces osteogenic differentiation of AMSCs. (A) Isolated human AMSCs were validated for
MSC property (positive for CD73, CD90 and CD105, negative for CD34, CD45 and HLA-DR) by flow cytometry. (B) AMSCs in culture. (C–E)
AMSCs were cultured in osteogenic differentiation media under normal pressure (NP) culture versus HP culture. Osteogenic differentiation of
AMSCs was determined by Von kossa staining, shown by quantification (C) and by representative images (D). (E) RT-qPCR for PAGBC. N=5.
*p<0.05. Scale bars are 50µm.
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(Figure 4A). Next, we examined whether the bindings
of miR-133b to 3’-UTR of RUNX2 mRNA may affect
protein translation of RUNX2. First, we transfected
mouse AMSCs cells with plasmids carrying miR-133b
or as-miR-133b or scr as a control. RT-qPCR for miR133b was performed in transfected AMSCs to confirm
the alteration of miR-133b levels (Figure 4B). Next, the
RUNX2 wt and RUNX2 mut were respectively cloned
into luciferase reporter plasmids. AMSCs were then cotransfected with miR-133b plasmids and one plasmid
from either RUNX2 wt or RUNX2 mut, and
subsequently subjected to a dual luciferase reporter

assay. We found that overexpression of miR-133b
reduced luciferase activity of RUNX2 wt but had no
effects on RUNX2 mut (Figure 4C). In another
experiment, AMSCs were then co-transfected with asmiR-133b plasmids and one plasmid from either
RUNX2 wt or RUNX2 mut, and subsequently subjected
to a dual luciferase reporter assay. We found that
depletion of miR-133b increased luciferase activity of
RUNX2 wt but had no effects on RUNX2 mut (Figure
4D). These results suggest that miR-133b specifically
targets 3’-UTR of RUNX2 mRNA to inhibit its
translation in AMSCs.

Figure 2. PAGBC is a ceRNA for miR-133b in AMSCs. (A) MiR-133b was a specific PAGBC-targeting miRNA, analyzed by miRcode. (B)
Plasmids that overexpress PAGBC or deplete PAGBC were prepared. Plasmids carrying a scramble sequence were used as controls. These
plasmids were used to transfect AMSCs and RT-qPCR for PAGBC was assessed in these cells. (C, D) We prepared luciferase reporter for
wildtype (wt) miR-133b and miR-133b with a mutant at the PAGBC binding site (mut). The luciferase reporter assay was performed on
AMSCs, using either miR-133b wt (C) or miR-133b mut (D). N=5. *p<0.05. NS: non-significant.
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miR-133b suppresses osteogenic differentiation of
AMSCs through RUNX2
Finally, we assessed whether HP/PAGBC-altered miR133b levels may regulate osteogenic differentiation of
AMSCs through RUNX2. First, we prepared plasmids
that overexpress or deplete RUNX2, and validated them
by RT-qPCR (Figure 5A) and by ELISA (Figure 5B)
for RUNX2. Next, AMSCs were transfected with either
miR-133b or as-miR-133b, compared to null controls.
In another two groups, AMSCs were co-transfected
with miR-133b and RUNX2 or with as-miR-133b and
shRUNX2. We found that as-miR-133b induced
significantly increases in RUNX2 mRNA (Figure 5C)
and protein (Figure 5D) in AMSCs, which were
significantly attenuated by shRUNX2 (Figure 5C, 5D).

On the other hand, miR-133b induced significantly
decreases in RUNX2 mRNA (Figure 5C) and protein
(Figure 5D) in AMSCs, which were significantly
attenuated by RUNX2 (Figure 5C-D). Moreover, asmiR-133b-induced increases in RUNX2 in AMSCs
resulted in increased osteogenic differentiation, shown
by representative images (Figure 5E) and by
quantification (Figure 5F), which was supported by
significant upregulation of osteogenesis-associated
genes, Col I and OPN (Figure 5G). On the other hand,
miR-133b-induced decreases in RUNX2 in AMSCs
resulted in decreased osteogenic differentiation, shown
by representative images (Figure 5E) and by
quantification (Figure 5F), which was supported by
significant downregulation of osteogenesis-associated
genes, Col I and OPN (Figure 5G). Thus, miR-133b

Figure 3. HP induces osteogenic differentiation of AMSCs through PAGBC. AMSCs transfected with scr were kept in either NP or HP,
while AMSCs transfected with PAGBC were kept in NP, AMSCs transfected with shPAGBC were kept in HP, to compare with AMSCs in NP and
AMSCs in HP, respectively. (A, B) RT-qPCR for PAGBC (A) and miR-133b (B) in AMSCs. (C, D) Osteogenic differentiation of AMSCs was
determined by Von kossa staining, shown by quantification (C) and by representative images (D). (E) RT-qPCR for osteogenesis-associated
genes, collagen I (Col I) and osteopontin (OPN). N=5. *p<0.05. Scale bars are 50µm.
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suppresses osteogenic differentiation of AMSCs
through RUNX2. The finding in the current study was
then summarized in a schematic (Figure 6).

DISCUSSION
Effective and optimal bone regeneration can benefit
millions of patients worldwide each year. AMSCs have
the advantage of being abundant, accessible and
functional [3–5]. Valerie et al. recently showed that
AMSCs rendered collagen deposition, hyaluronic acid,
elastin levels, and the organization of elastic fibers back
to normal in a chronic vocal fold scar rabbit model [8].
It was proposed that AMSCs may produce and secrete
some trophic factors to enhance tissue regeneration, and
may release some other factors to antagonize the profibrotic factors at the site of bone regeneration.
Moreover, AMSCs may adjust inflammation at site and
inhibit fibrotic tissue formation [6–9]. After all,
differentiation of AMSCs themselves into osteocytes
contributes significantly to the bone regeneration.
Nevertheless, the cellular and molecular mechanisms
underlying HP-induced osteogenic differentiation of
AMSCs remain poorly understood.

Reports on the role of lncRNAs in the regulation of
osteogenic differentiation of AMSCs have been
accumulating in recent years [26]. Specifically, nextgeneration sequencing to MSC transcriptomes has
revealed that lncRNAs are closely associated with the
osteogenic differentiation of MSCs [27]. However, most
current studies have used bone marrow derived MSCs,
rather than AMSCs. Moreover, none of previous studies
have demonstrated the regulatory axis “PAGBC/miR133b/RUNX2” in osteogenic differentiation of MSCs.
The focus on study of PAGBC/miR-133b/RUNX2
regulatory axis stemmed from several important
findings. First, PAGBC was one of the rare lncRNAs
that were induced to significantly upregulate by HP.
Second, the interaction between PAGBC and miR-133b
has been nicely demonstrated in tumorigenesis of
gallbladder [28], but never shown in the process of
osteogenic differentiation of AMSCs. The role of miR133b in the osteogenic differentiation of AMSCs was,
however, well developed [19], including its direct
targeting of RUNX2 [19, 20]. Thus, our study was not
only based on strong previous studies, but also
conveyed significant novel information. Here, by a set

Figure 4. MiR-133b inhibits RUNX2 in AMSCs. (A) Bioinformatic prediction of the binding site for miR-133b on the 3’-UTR of RUNX2,
which was used for generating 3'-UTR of wildtype RUNX2 mRNA (RUNX2 wt) and 3'-UTR of RUNX2 mRNA with a mutant at miR-133b-binding
site (RUNX2 mut). (B) Plasmids that overexpress miR-133b or deplete it were prepared. Plasmids carrying a null sequence were used as
controls. These plasmids were used to transfect AMSCs and RT-qPCR for miR-133b was assessed in these cells. (C, D) We prepared luciferase
reporter for wildtype (wt) RUNX2 and RUNX2 with a mutant at the miR-133b binding site (mut). The luciferase reporter assay was performed
on AMSCs, using either miR-133b (C) or as-miR-133b (D). N=5. *p<0.05. NS: non-significant.
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Figure 5. miR-133b suppresses osteogenic differentiation of AMSCs through RUNX2. (A, B) Plasmids that overexpress or deplete
RUNX2 were validated by RT-qPCR (A) and by ELISA (B) for RUNX2. (C–G) AMSCs were transfected with either miR-133b or as-miR-133b,
compared to null controls. In another two groups, AMSCs were co-transfected with miR-133b and RUNX2 or with as-miR-133b and shRUNX2.
(C, D) RT-qPCR (C) and ELISA (D) for RUNX2. (E, F) Osteogenic differentiation of AMSCs was determined by Von kossa staining, shown by
representative images (E) and by quantification (F). (G) RT-qPCR for osteogenesis-associated genes, collagen I (Col I) and osteopontin (OPN).
N=5. *p<0.05. Scale bars are 50µm.

Figure 6. Schematic of the model. HP induces upregulation of PAGBC, which binds to miR-133b to prevent its suppression on translation
of RUNX2, resulting in enhanced RUNX2-mediated osteogenic differentiation of AMSCs.
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of gain-of-function and loss-of-function experiments,
we showed that HP induced upregulation of PAGBC,
which bound to miR-133b to prevent its suppression on
translation of RUNX2, resulting in enhanced RUNX2mediated osteogenic differentiation of AMSCs.
Interestingly, miR-133b seemed to reduce not only the
levels of RUNX2 protein, but also the mRNA levels of
RUNX2, suggesting that the binding of miR-133b to 3’UTR of RUNX2 mRNA may result in the mRNA
degradation. The only remaining question is how HP
increases PAGBC expression. Although a possible
explanation has been acknowledged in another report
[29], the exact mechanisms remain elusive. Epigenetic
modification by HP should play a center role [30–32],
and could be examined in future studies.
To summarize, here we provided evidence to demonstrate
a novel pathway that controls osteogenic differentiation of
AMSCs through HP/ PAGBC/miR-133b/RUNX2, which
should be informative for generating novel strategies for
facilitating bone regeneration.

MATERIALS AND METHODS
Protocol approval
All experimental procedures were performed in
accordance with the guidance for the Care and Use of
Laboratory Animals, which was proved by the research
committee of Second Military Medical University.
HP culture and osteogenic differentiation of AMSCs
Human adipose tissue was obtained from a 35-year-old
male healthy donor. After careful rinsing, the isolated
adipose tissue was cut into small pieces of 1mm in
diameter, and then incubated with 0.2 % collagenase I
(Sigma-Aldrich, St. Louis, MO, USA) in a rotator at
370C for 45 minutes for digestion. Afterwards, the
collagenase I was neutralized with Dulbecco’s modified
Eagle’s medium (DMEM; Gibco, San Diego, CA, USA)
suppled with 10 % fetal bovine serum (FBS; Gibco) to
stop digestion and then the suspension was filtered
through a 200 mm nylon mesh to discard the undigested
tissue. The obtained cells were re-suspended in DMEM
supplemented with 15 % FBS for 10 passages’ positive
selection of the attached cells. A positive clone was then
subjected to flow cytometry analysis to determine the
MSC phenotype. For osteogenic induction, cultured
AMSCs were subjected to Osteogenic Differentiation
Toolkit [American Type Culture Collection (ATCC),
Rockville, MD, USA; Catalog number: PCS-500-052].
Von kossa staining was used to detect osteocyte
differentiation after 10 days’ culture in the
differentiation media. The quantification of the positive
area was done using NIH Image J software (Bethesda,

www.aging-us.com

13484

MA, USA). For long-term cell culture under high HP,
we used an apparatus, in which cells were cultivated in
the flowing medium pumped constantly from medium
reservoir equilibrated with adequate concentrations of
CO2 and O2. The HP in the chamber was created by
setting a resistant backpressure regulator in the runoff
road of the culture medium. The normal pressure was
set as 0 psi, while HP was set as 100 psi.
Transfection of AMSCs
Transfection of AMSCs was done using several sets of
plasmids with Lipofectamine 3000 reagent (Invitrogen,
St. Louis, MO, USA). Set 1: plasmids carrying miR133b, or antisense for miR-133b (as-miR-449), or a null
sequence (null) as a control. Set 2: plasmids carrying
PAGBC or shRNA for PAGBC (shPAGBC), or a
scramble sequence (scr) as a control. Set 3: plasmids
carrying RUNX2 or shRNA for RUNX2 (shRUNX2),
or a scramble sequence (scr) as a control. Full length of
PAGBC was obtained by PCR using 5’-RACE and 3’RACE analyses with GeneRacerTM kit (Invitrogen)
according to the manufacturer's instructions. Primers are
5’-CTACTCTTTACCTCCTCCCAACCATT-3’,
5’CCCAGTTCCTTAGAATCTTCAGTTGC-3’, 5’-AGA
AAGTTGGAGCAAAGGTTTGGCC-3’ and 5’-CCT
CTTGCAGGAAGGATGGATTCTC-3’. The sequence
for shPAGBC that targeted the sequence of PAGBC at
the miR-133b binding site was 5’-CGGGTGTCT
TTTGCTCTGCAGTCA-3’. The shRUNX2 sequence
was 5’-CAGACAAGUGAAGAGGUUUU-3’. The
complete coding sequence for RUNX2 was prepared by
PCR using human osteocyte cDNA as a template. All
plasmids carried a green fluorescent protein (GFP)
reporter to allow quantification of transfection
efficiency.
Flow cytometry
For flow cytometric analysis, antibodies were FITCconjugated anti-CD73, CD90, CD105, CD34, CD45 and
HLA-DR (Becton-Dickinson Biosciences, San Jose,
CA, USA). Data were analyzed using FlowJo software
(Flowjo LLC, Ashland, OR, USA).
ELISA
Proteins were isolated from cultured cells. ELISA for
RUNX2 was performed using an anti-human RUNX2
ELISA kit (LS-F4390, LSBio, Seattle, WA, USA).
Quantitative PCR (RT-qPCR)
Total RNA was extracted from cells using miRNeasy
mini kit (Qiagen, Hilden, Germany) for cDNA
synthesis. RT-qPCR was performed in duplicates with
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QuantiTect SYBR Green PCR Kit (Qiagen). All primers
were purchased from Qiagen. Data were collected and
analyzed using 2-ΔΔCt method. Values of genes were
first normalized against GAPDH, and then compared to
experimental controls.

REFERENCES
1.

Li Q, Zhang C, Fu X. Will stem cells bring hope to
pathological skin scar treatment? Cytotherapy. 2016;
18:943–56.
https://doi.org/10.1016/j.jcyt.2016.05.008
PMID:27293205

2.

Jackson WM, Nesti LJ, Tuan RS. Mesenchymal stem cell
therapy for attenuation of scar formation during
wound healing. Stem Cell Res Ther. 2012; 3:20.
https://doi.org/10.1186/scrt111
PMID:22668751

3.

Wang Y, Chu Y, Yue B, Ma X, Zhang G, Xiang H, Liu Y,
Wang T, Wu X, Chen B. Adipose-derived mesenchymal
stem cells promote osteosarcoma proliferation and
metastasis by activating the STAT3 pathway.
Oncotarget. 2017; 8:23803–16.
https://doi.org/10.18632/oncotarget.15866
PMID:28423603

4.

Chen KH, Chen CH, Wallace CG, Yuen CM, Kao GS,
Chen YL, Shao PL, Chen YL, Chai HT, Lin KC, Liu CF,
Chang HW, Lee MS, Yip HK. Intravenous administration
of xenogenic adipose-derived mesenchymal stem cells
(ADMSC) and ADMSC-derived exosomes markedly
reduced brain infarct volume and preserved
neurological function in rat after acute ischemic stroke.
Oncotarget. 2016; 7:74537–56.
https://doi.org/10.18632/oncotarget.12902
PMID:27793019

5.

Zhong Z, Gu H, Peng J, Wang W, Johnstone BH, March
KL, Farlow MR, Du Y. GDNF secreted from adiposederived stem cells stimulates VEGF-independent
angiogenesis. Oncotarget. 2016; 7:36829–41.
https://doi.org/10.18632/oncotarget.9208
PMID:27167204

6.

van den Broek LJ, Niessen FB, Scheper RJ, Gibbs S.
Development, validation and testing of a human tissue
engineered hypertrophic scar model. ALTEX. 2012;
29:389–402.
https://doi.org/10.14573/altex.2012.4.389
PMID:23138509

7.

Hiwatashi N, Hirano S, Suzuki R, Kawai Y, Mizuta M,
Kishimoto Y, Tateya I, Kanemaru S, Nakamura T,
Dezawa M, Ito J. Comparison of ASCs and BMSCs
combined with atelocollagen for vocal fold scar
regeneration. Laryngoscope. 2016; 126:1143–50.
https://doi.org/10.1002/lary.25667 PMID:26403510

8.

Valerie A, Vassiliki K, Irini M, Nikolaos P, Karampela E,
Apostolos P. Adipose-derived mesenchymal stem cells
in the regeneration of vocal folds: a study on a chronic
vocal fold scar. Stem Cells Int. 2016; 2016:9010279.
https://doi.org/10.1155/2016/9010279
PMID:26933440

Bioinformatics and proven experiments
The interaction between miRNAs and 3’-UTR of
mRNAs was determined by TargetScan, using the
context++ score system, as described [33]. The dualluciferase reporter plasmids, p3’-UTR-RUNX2
(containing the wild-type RUNX2 3’-UTR binding site
in luciferase reporter plasmid and p3’-UTR-RUNX2mut (containing the mutant RUNX2 3’-UTR; mut) were
constructed in RiboBio Co. Ltd (Shanghai, China). For
the luciferase assay, the constructed 3’-UTR plasmid
and miR-133b/as-miR-133b were co-transfected into
AMSCs using LipofectamineTM 3000. The luciferase
activity was detected with the dual-luciferase reporter
assay system (Promega, Shanghai, China) after cotransfection of the cells for 48 hours, following the
manufacturer’s protocol. The binding site between
PAGBC and miR-133b was predicted by miRcode
(http://www.mircode.org/mircode)
and
StarBase
(http://starbase.sysu.edu.cn/). The fragments of PAGBC
containing the predicted wild-type (wt) and mutant
(mut) miR-133b-binding sites were cloned into
pmirGLO reporter vectors (Promega Corporation,
Madison, WI, USA) to generate the PAGBC-wt and
PAGBC-mut plasmids, respectively.
Statistical analysis
GraphPad prism software (GraphPad Software, Inc. La
Jolla, CA, USA) was used for statistical analyses.
Unpaired two-tailed Student t test was applied for
comparison between two groups. One-way ANOVA with
a Bonferroni correction was applied for comparison
among several groups. Data were represented as mean ±
SD and were considered significant if p<0.05.

CONFLICTS OF INTEREST
The authors have declared that no conflicts of interest
exist.

FUNDING
The study was supported by the National Natural
Science Foundation of China (NO: 81772343), the Key
Research and Development (social development)
Funding Project of Yangzhou City (NO:YZ2018086)
and the special funding subject from “the 13th five-year
plan on science and education strengthening health
project” of Yangzhou City (NO: ZDRC201879).

www.aging-us.com

13485

AGING

9.

van den Bogaerdt AJ, van der Veen VC, van Zuijlen PP,
Reijnen L, Verkerk M, Bank RA, Middelkoop E, Ulrich
MM. Collagen cross-linking by adipose-derived
mesenchymal stromal cells and scar-derived
mesenchymal cells: are mesenchymal stromal cells
involved in scar formation? Wound Repair Regen.
2009; 17:548–58.
https://doi.org/10.1111/j.1524-475X.2009.00501.x
PMID:19614920

10. Huang H, Kamm RD, Lee RT. Cell mechanics and
mechanotransduction: pathways, probes, and
physiology. Am J Physiol Cell Physiol. 2004; 287:C1–11.
https://doi.org/10.1152/ajpcell.00559.2003
PMID:15189819
11. Arbore C, Perego L, Sergides M, Capitanio M. Probing
force in living cells with optical tweezers: from singlemolecule mechanics to cell mechanotransduction.
Biophys Rev. 2019; 11:765–82.
https://doi.org/10.1007/s12551-019-00599-y
PMID:31612379
12. Lele TP, Sero JE, Matthews BD, Kumar S, Xia S,
Montoya-Zavala M, Polte T, Overby D, Wang N, Ingber
DE. Tools to study cell mechanics and
mechanotransduction. Methods Cell Biol. 2007;
83:443–72.
https://doi.org/10.1016/S0091-679X(07)83019-6
PMID:17613320
13. Gurkan UA, Akkus O. The mechanical environment of
bone marrow: a review. Ann Biomed Eng. 2008;
36:1978–91.
https://doi.org/10.1007/s10439-008-9577-x
PMID:18855142
14. Seok H, Ham J, Jang ES, Chi SW. MicroRNA
target recognition: insights from transcriptomewide non-canonical interactions. Mol Cells. 2016;
39:375–81.
https://doi.org/10.14348/molcells.2016.0013
PMID:27117456
15. Cao MX, Jiang YP, Tang YL, Liang XH. The crosstalk
between lncRNA and microRNA in cancer metastasis:
orchestrating the epithelial-mesenchymal plasticity.
Oncotarget. 2017; 8:12472–83.
https://doi.org/10.18632/oncotarget.13957
PMID:27992370
16. Papagiannakopoulos T, Kosik KS. MicroRNA-124:
micromanager of neurogenesis. Cell Stem Cell. 2009;
4:375–76.
https://doi.org/10.1016/j.stem.2009.04.007
PMID:19427286
17. Ivey KN, Muth A, Arnold J, King FW, Yeh RF, Fish JE,
Hsiao EC, Schwartz RJ, Conklin BR, Bernstein HS,
Srivastava D. MicroRNA regulation of cell lineages in

www.aging-us.com

13486

mouse and human embryonic stem cells. Cell Stem
Cell. 2008; 2:219–29.
https://doi.org/10.1016/j.stem.2008.01.016
PMID:18371447
18. Li Q, Gregory RI. MicroRNA regulation of stem cell fate.
Cell Stem Cell. 2008; 2:195–96.
https://doi.org/10.1016/j.stem.2008.02.008
PMID:18371442
19. Zhang W, Wu Y, Shiozaki Y, Sugimoto Y, Takigawa T,
Tanaka M, Matsukawa A, Ozaki T. miRNA-133a-5p
inhibits the expression of osteoblast differentiationassociated markers by targeting the 3’ UTR of RUNX2.
DNA Cell Biol. 2018; 37:199–209.
https://doi.org/10.1089/dna.2017.3936
PMID:29359964
20. Peng H, Lu SL, Bai Y, Fang X, Huang H, Zhuang XQ. MiR133a inhibits fracture healing via targeting
RUNX2/BMP2. Eur Rev Med Pharmacol Sci. 2018;
22:2519–26.
https://doi.org/10.26355/eurrev_201805_14914
PMID:29771401
21. Birney E, Stamatoyannopoulos JA, Dutta A, Guigó R,
Gingeras TR, Margulies EH, Weng Z, Snyder M,
Dermitzakis ET, Thurman RE, Kuehn MS, Taylor CM,
Neph S, et al, and ENCODE Project Consortium, and
NISC Comparative Sequencing Program, and Baylor
College of Medicine Human Genome Sequencing
Center, and Washington University Genome
Sequencing Center, and Broad Institute, and Children’s
Hospital Oakland Research Institute. Identification and
analysis of functional elements in 1% of the human
genome by the ENCODE pilot project. Nature. 2007;
447:799–816.
https://doi.org/10.1038/nature05874
PMID:17571346
22. Zhang Z, Liu J, Zeng Z, Fan J, Huang S, Zhang L, Zhang B,
Wang X, Feng Y, Ye Z, Zhao L, Cao D, Yang L, et al.
lncRNA rmst acts as an important mediator of BMP9induced osteogenic differentiation of mesenchymal
stem cells (MSCs) by antagonizing notch-targeting
microRNAs. Aging (Albany NY). 2019; 11:12476–96.
https://doi.org/10.18632/aging.102583
PMID:31825894
23. Ju C, Liu R, Zhang YW, Zhang Y, Zhou R, Sun J, Lv XB,
Zhang Z. Mesenchymal stem cell-associated lncRNA in
osteogenic differentiation. Biomed Pharmacother.
2019; 115:108912.
https://doi.org/10.1016/j.biopha.2019.108912
PMID:31048188
24. Liao J, Yu X, Hu X, Fan J, Wang J, Zhang Z, Zhao C, Zeng
Z, Shu Y, Zhang R, Yan S, Li Y, Zhang W, et al. lncRNA
H19 mediates BMP9-induced osteogenic differentiation
of mesenchymal stem cells (MSCs) through notch

AGING

signaling. Oncotarget. 2017; 8:53581–601.
https://doi.org/10.18632/oncotarget.18655
PMID:28881833
25. Qiu X, Jia B, Sun X, Hu W, Chu H, Xu S, Zhao J. The
critical role of long noncoding RNA in osteogenic
differentiation of human bone marrow mesenchymal
stem cells. Biomed Res Int. 2017; 2017:5045827.
https://doi.org/10.1155/2017/5045827
PMID:28536698
26. Wang J, Liu S, Shi J, Liu H, Li J, Zhao S, Yi Z. The role of
lncRNAs in osteogenic differentiation of bone marrow
mesenchymal stem cells. Curr Stem Cell Res Ther.
2020; 15:243–49.
https://doi.org/10.2174/1574888X15666191227113742
PMID:31880266
27. Yang Q, Jia L, Li X, Guo R, Huang Y, Zheng Y, Li W. Long
noncoding RNAs: new players in the osteogenic
differentiation of bone marrow- and adipose-derived
mesenchymal stem cells. Stem Cell Rev Rep. 2018;
14:297–308.
https://doi.org/10.1007/s12015-018-9801-5
PMID:29464508
28. Wu XS, Wang F, Li HF, Hu YP, Jiang L, Zhang F, Li ML,
Wang XA, Jin YP, Zhang YJ, Lu W, Wu WG, Shu YJ, et al.
LncRNA-PAGBC acts as a microRNA sponge and
promotes gallbladder tumorigenesis. EMBO Rep. 2017;
18:1837–53.
https://doi.org/10.15252/embr.201744147
PMID:28887321

biological and mechanobiological influences. J Orthop
Res. 1999; 17:646–53.
https://doi.org/10.1002/jor.1100170505
PMID:10569472
30. De Palma A, Cheleschi S, Pascarelli NA, Giannotti S,
Galeazzi M, Fioravanti A. Hydrostatic pressure as
epigenetic modulator in chondrocyte cultures: a study
on miRNA-155, miRNA-181a and miRNA-223
expression levels. J Biomech. 2018; 66:165–69.
https://doi.org/10.1016/j.jbiomech.2017.10.044
PMID:29150345
31. Shen S, Wang Z, Shan X, Wang H, Li L, Lin X, Long L,
Weng K, Liu B, Zou G. Alterations in DNA methylation
and genome structure in two rice mutant lines induced
by high pressure. Sci China C Life Sci. 2006; 49:97–104.
https://doi.org/10.1007/s11427-006-0097-3
PMID:16704112
32. Long L, Lin X, Zhai J, Kou H, Yang W, Liu B. Heritable
alteration in DNA methylation pattern occurred
specifically at mobile elements in rice plants following
hydrostatic pressurization. Biochem Biophys Res
Commun. 2006; 340:369–76.
https://doi.org/10.1016/j.bbrc.2005.12.015
PMID:16364243
33. Agarwal V, Bell GW, Nam JW, Bartel DP. Predicting
effective microRNA target sites in mammalian mRNAs.
Elife. 2015; 4:e05005.
https://doi.org/10.7554/eLife.05005
PMID:26267216

29. Stevens SS, Beaupré GS, Carter DR. Computer model of
endochondral growth and ossification in long bones:

www.aging-us.com

13487

AGING

